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Supplementary Tables:

Table 1S: Experimental details. The details of the healthy control and Grade Il samples.

Sample ID | Sample Type File name Age (years) | Sex

CF 10729 | Glioma Grade Il | Grade Il CF_10729 2000154012.gpr 45 | Female
CF 20468 | Glioma Grade Il | Grade Il CF 20468 2000153947.gpr 22 | Male
CF 28254 | Glioma Grade Il | Grade Il CF 28254 2000153938.gpr 26 | Male
CF 29538 | Glioma Grade Il | Grade_ll_CF 29538 2000154020.gpr 32 | Male
CF 8551 Glioma Grade Il | Grade |l CF 8551 2000153940.gpr 23 | Male
CH 12323 | Glioma Grade Il | Grade II_CH_12323 2000144444.gpr 47 | Male
CH 13717 | Glioma Grade Il | Grade Il CH 13717 2000144447.gpr 47 | Male
CH 27095 | Glioma Grade Il | Grade II_CH_27095 2000154014.gpr

CH 32225 | Glioma Grade Il | Grade Il CH 32225 2000154033.gpr 62 | Female
CJ 10242 | Glioma Grade Il | Grade Il CJ 10242 2000144449.gpr 22 | Male
CJ 16084 | Glioma Grade Il | Grade Il_CJ 16084 _2000153931.gpr 42 | Female
CJ 17734 | Glioma Grade Il | Grade Il CJ 17734 2000154015.gpr

CJ 33350 | Glioma Grade Il | Grade_Il_CJ 33350 _2000144452.gpr 55 | Male
CJ 4825 Glioma Grade Il | Grade Il CJ 4825 2000143981.gpr 17 | Male
CJ 7132 Glioma Grade Il | Grade |l_CJ 7132 2000154028.gpr

CJ 863 Glioma Grade Il | Grade_II_CJ_863_2000143970.gpr 32 | Female
CK 40 Glioma Grade Il | Grade |l CK 40 2000144445.gpr 17 | Male
H-02 Healthy Control Control_H-02 2000153953.gpr

H-03 Healthy Control Control_H-03 2000153943.gpr

H-19 Healthy Control Control_H-19 2000154008.gpr

H-23 Healthy Control Control_H-23 2000154009.gpr

H-25 Healthy Control Control_H-25 2000153952.gpr

H-35 Healthy Control Control_H-35 2000153942.gpr

H-41 Healthy Control Control_H-41_2000154026.gpr

H-58 Healthy Control Control_H-58 2000153935.gpr

H-59 Healthy Control Control_H-59_2000154016.gpr

HC-25 Healthy Control Control_HC-25_2000153932.gpr

HV-56 Healthy Control Control_HV-56 2000155735.gpr

HV-59 Healthy Control Control_HV-59_2000155740.gpr

HV-64 Healthy Control Control_HV-64 2000144456.gpr

HV-70 Healthy Control Control_HV-70_2000144457.gpr

HV-71 Healthy Control Control_HV-71_2000144458.gpr




Table 1S: Shortlisted proteins. List of proteins with p-value<0.05 and logFC >0.5 or <-0.5 for the healthy
control and Grade Il samples.

Bloc | Ro | Colum logF | AveExp adj.P.va

k w n ID Name C r P.value | | B
- 4.0 | 0.0000 0.8
41 | 23 27 | BC121798 EYAl 0.56 9.58 3 9 | 0.55983 3
4.0 | 0.0001 0.7
36 4 17 | NM_003099.3 SNX1 0.78 9.47 0 0 | 0.55983 6
3.4 | 0.0006 0.6
35| 14 21 | ENST00000361290 | MYLK 0.54 8.53 9 3| 0.71157 7
- 3.2 | 0.0013 1.2
18 4 11 | BC004372.1 CD44 0.51 7.43 5 9| 0.72272 7
3.2 | 0.0014 1.2
16 4 21 | NM_003374.1 VDAC1 | 0.53 8.06 5 0| 0.72272 7
- 3.0 | 0.0028 1.7
36| 23 21 | Nol3 NOL3 1.35 11.13 3 2 | 0.91641 9
- 2.8 | 0.0051 2.2
36| 23 23 | Lhx1 LHX1 0.66 8.01 3 7 | 0.99999 4
2.7 | 0.0059 2.3
33 2 17 | BC018747.1 IGHG1 | 0.66 10.08 9 1| 0.99999 4
- 2.5 | 0.0105 2.7
23| 16 5| NM_144495.2 PQBP1 | 0.50 10.33 9 6 | 0.99999 6
CcDC3 2.4 | 0.0142 2.9
37| 15 23 | NM_052849.2 2 0.58 11.00 8 3| 0.99999 8
EXOSC - 2.3 | 0.0206 3.2
46 | 14 17 | NM_015004.2 7 0.67 9.37 4 5| 0.99999 4




Table 18S: Classifiers. List of classifiers and their corresponding statistics for the healthy control and Grade Il
samples.

P |N

Bri | Brie | C | CA | AU Sensiti | Specifi | P | P
Fler |[fSE |A |SE |C IS | vity city V |V | FeaturelList

0. 0.| O. 0. 0.| o.
1(40|004|79| 06| 0.8 |18 0.94 0.60 | 73 | 90 | BC121798

0. 0.| 0.[08] 0. 0.| O.
2| 34|1004|69| 09| 25| 33 0.82 0.53 | 67 | 73 | BC121798 BC018747.1

0. 0.| 0.[09 ] O. 0.| O.
3| 26| 0.09|81| 07 5150 0.82 0.80 | 82 | 80 | BC121798 BC018747.1 NM_003099.3

0. 0.| O. 0. 0. | 0.| BC121798 BC018747.1 NM_003099.3
4| 24| 0.06|87| 05| 09|54 0.88 0.87 | 88 | 87 | NM_003374.1

0. 0.| 0.[09] 0. 0. | 0.| BC121798 BC018747.1 NM_003099.3
5| 28| 0.08 | 83 | 07 5| 46 0.76 0.93 | 93 | 78 | NM_003374.1 NM_052849.2

0. 0.| 0.[09] 0. 0. | 0.| BC121798 BC018747.1 NM_003099.3

6| 27| 0.05 | 8 | 07 5148 0.88 0.80 | 83 | 86 | NM_003374.1 NM_052849.2 BC0O04372.1

BC121798 BC018747.1 NM_003099.3
0. 0.| O 0. 0.| 0. | NM_003374.1 NM_052849.2 BC004372.1
7| 19]0.05| 9| 05 1|61 0.94 0.87 | 89 | 93 | ENST00000361290

BC121798 BC018747.1 NM_003099.3
0. 0.|] 0.[09] 0. 0.| 0. | NM_003374.1 NM_052849.2 BC004372.1
81 21| 0.05|83| 06 5159 0.88 0.80 | 83 | 86 | ENST00000361290 NM_144495.2

BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0.| O. 0. 0. | 0. | ENSTO0000361290 NM_144495.2

9| 26| 0.08|78| 08| 0.9]|52 0.88 0.67 | 75 | 83 | NM_015004.2

BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
1| 0. 0.| O. 0. 0. | 0. | ENSTO0000361290 NM_144495.2

0| 23|0.05|87| 05| 0.9]51 0.88 0.87 | 88 | 87 | NM_015004.2 Nol3

BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
1| 0. 0.| O. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
1(28|008| 8| 07| 09|49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1

BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
1| 0. 0.| O. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
228|008 8| 07| 09]49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1

BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
1| 0. 0.| 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
3128|008| 8| 07| 0.9]49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1

BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
. . . . . | ENSTO0000361290 NM_144495.2

41 28|0.08| 8| 07| 0.9]49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1

=
o
o
o
o
o
o




BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1

0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07| 0.9 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07| 0.9 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07 | 0.9 | 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07 | 0.9 | 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07 | 0.9 | 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07 | 0.9 | 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07| 0.9 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07| 0949 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07| 0.9 ] 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07| 0.9 ] 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07| 0.9 | 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
0. 0. 0. 0.| 0. | NM_003374.1 NM_052849.2 BC004372.1
28 | 0.08 07 | 0.9 | 49 0.88 0.73 | 79 | 85 | ENST00000361290 NM_144495.2




NM_015004.2 Nol3 Lhx1

BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1

0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07| 0.9 |49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07 | 0.9 |49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07 ] 0.9] 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1
BC121798 BC018747.1 NM_003099.3
NM_003374.1 NM_052849.2 BC004372.1
0. 0. 0. 0. | 0. | ENSTO0000361290 NM_144495.2
28 | 0.08 07| 0.9 49 0.88 0.73 | 79 | 85 | NM_015004.2 Nol3 Lhx1




Table 1S: Classifiers. List of 10 classifier proteins for the healthy control and Grade Il samples.

ID Name logFC AveExpr t P.Value adj.P.val B

BC121798 EYA1 -0.56 9.58 | -4.03 0.00009 0.55983 | 0.83
NM_003099.3 SNX1 0.78 9.47 | 4.00 0.00010 0.55983 | 0.76
ENST00000361290 MYLK 0.54 8.53 | 3.49 0.00063 0.71157 | -0.67
BC004372.1 CD44 -0.51 7.43 | -3.25 0.00139 0.72272 | -1.27
NM_003374.1 VDAC1 0.53 8.06 | 3.25 0.00140 0.72272 | -1.27
Nol3 NOL3 -1.35 11.13 | -3.03 0.00282 0.91641 | -1.79
BC018747.1 IGHG1 0.66 10.08 | 2.79 0.00591 0.99999 | -2.34
NM_144495.2 PQBP1 -0.50 10.33 | -2.59 0.01056 0.99999 | -2.76
NM_052849.2 CCDC32 0.58 11.00 | 2.48 0.01423 0.99999 | -2.98
NM_015004.2 EXOSC7 -0.67 9.37 | -2.34 0.02065 0.99999 | -3.24




Table 2S: Experimental details. The details of the healthy control and Grade Il samples.

Sample ID | Sample Type File name Age (years) | Sex

CF 6980 | Glioma Grade lll Grade_lll_CF_12839 2000143982.gpr 27 | Female
CF 12839 | Glioma Grade I Grade_Ill_CF_16216_2000144451.gpr 25 | Female
CF 16216 | Glioma Grade Il Grade_lll_CF_22483 2000144446.gpr 28 | Female
CF 22483 | Glioma Grade Il Grade_IIl_CF_22807_2000154035.gpr 33 | Female
CF 22807 | Glioma Grade Il Grade_lll_CF_25539 2000143971.gpr 27 | Male
CF 25539 | Glioma Grade I Grade_Ill_CF_29446_2000144453.gpr 46 | Male
CF 29446 | Glioma Grade Il Grade_IIl_CF_6980_2000154032.gpr 55 | Female
CH 15130 | Glioma Grade Il Grade_lll_CH_15130_2000143947.gpr 35 | Male
CH 15138 | Glioma Grade I Grade_Ill_CH_15138_2000143946.gpr 42 | Male
CH 17244 | Glioma Grade Il Grade_lll_CH_17244_2000144448.gpr 28 | Female
CH 9010 | Glioma Grade I Grade_Ill_CH_9010_2000143984.gpr 23 | Female
CH 9043 Glioma Grade Il Grade_lll_CH_9043 2000144459.gpr 38 | Male
CJ 1176 Glioma Grade lll Grade_lll_CJ _1176_2000154027.gpr 32 | Male
CJ 14116 | Glioma Grade Il Grade_IIl_CJ_14116_2000144450.gpr 54 | Male
CJ 16912 | Glioma Grade I Grade_lll_CJ_16912_2000154006.gpr 45 | Male
CJ 20721 | Glioma Grade Il Grade_IIl_CJ_20721_2000143947.gpr 21 | Male
CJ 7833 Glioma Grade Il Grade_lll_CJ 7833 2000153939.gpr 25 | Female
CJ 9761 Glioma Grade lll Grade_lll_CJ_9761_2000143973.gpr 59 | Male
H-02 Healthy Control Control_H-02_2000153953.gpr

H-03 Healthy Control Control_H-03_2000153943.gpr

H-19 Healthy Control Control_H-19 2000154008.gpr

H-23 Healthy Control Control_H-23_2000154009.gpr

H-25 Healthy Control Control_H-25 2000153952.gpr

H-35 Healthy Control Control_H-35_2000153942.gpr

H-41 Healthy Control Control_H-41_2000154026.gpr

H-58 Healthy Control Control_H-58 2000153935.gpr

H-59 Healthy Control Control_H-59_2000154016.gpr

HC-25 Healthy Control Control_HC-25 2000153932.gpr

HV-56 Healthy Control Control_HV-56_2000155735.gpr

HV-59 Healthy Control Control_HV-59 2000155740.gpr

HV-64 Healthy Control Control_HV-64 2000144456.gpr

HV-70 Healthy Control Control_HV-70_2000144457.gpr

HV-71 Healthy Control Control_HV-71 2000144458.gpr




Table 2S: Shortlisted proteins. List of proteins with adjusted p-value<0.05 and logFC >0.5 or <-0.5 for

the healthy control and Grade Ill samples.

Bloc | Ro | Colum logF | AveEx adj.P.v

k w n ID Name C pr P.value | al B
- 7.0 5.75E- 7.75E- | 14.5
11| 24 5| BC014024.1 TCL1A 0.66 9.32 1 11 07 1
6.7 2.06E- 7.75E- | 13.3
32| 13 5| BC017492.1 COG8 0.64 9.44 8 10 07 1
6.7 2.17E- 7.75E- | 13.2
17 4 25 | NM_001500.2 GMDS 0.56 8.26 7 10 07 6
6.7 2.25E- 7.75E- | 13.2
46 | 14 13 | NM_013347.1 RPA4 0.57 8.73 6 10 07 2
- 6.7 2.31E- 7.75E- | 13.2
19| 17 5| BC103840.1 MT1P3 0.54 9.10 6 10 07 0
- 6.7 2.57E- 7.75E- | 13.1
23| 14 5 | ENST00000360373 0.67 9.15 4 10 07 0
6.6 3.44E- 8.87E- | 12.8
42 5 9 | NM_004504.3 HRB 0.69 7.59 8 10 07 3
6.5 7.24E- 1.63E- | 12.1
8 3 29 | NM_018491.3 CBWD1 0.90 9.45 4 10 06 3
- 6.3 1.65E- 3.21E- | 11.3
42 | 13 1 | NM_000100.2 CSTB 0.80 9.30 9 09 06 5
6.3 2.03E- 3.21E- | 111
23 3 25 | NM_015926.3 TEX264 0.51 8.19 5 09 06 6
- 6.3 2.39E- 3.21E- | 11.0
41 | 23 27 | BC121798 EYAl 0.87 9.58 2 09 06 0
6.2 2.74E- 3.21E- | 10.8
48 | 13 7 | NM_032361.1 THOC3 0.58 9.54 9 09 06 7
6.2 2.75E- 3.21E- | 10.8
39 3 15 | NM_022453.2 RNF25 0.82 9.32 9 09 06 7
- 6.2 2.76E- 3.21E- | 10.8
36 3 23 | NM_003279.2 TNNC2 0.72 8.85 9 09 06 7
6.2 2.84E- 3.21E- | 10.8
46 | 13 21 | NM_153686.4 LCORL 0.56 9.35 8 09 06 4
6.2 3.20E- 3.34E- | 10.7
15| 21 19 | BC092474.1 PRR16 0.69 9.22 6 09 06 3
- 6.1 4.70E- 4.31E- | 10.3
35| 24 11 | NM_004095.2 EIF4EBP1 0.63 8.95 9 09 06 7
- - 4.77E- 4.31E- | 10.3
19| 18 31 | NM_005987.2 SPRR1A 0.76 9.54 | 6.1 09 06 5




LOC55420 6.1 5.56E-| 4.78E-| 10.2

48 5 1 | BC031469.1 7 0.50 8.72 5 09 06 1

- 6.1 6.41E- 5.27E- | 10.0

19| 15 5| NM_016370.1 RAB9B 0.55 9.91 2 09 06 7
6.0 8.40E- 6.07E-

34 1 5 | BC001890.1 GCK 0.56 8.52 7 09 06 | 9.82
- 6.0 9.90E- 6.88E-

22| 23 31 | BCO53845 HKR1 0.68 9.43 4 09 06 | 9.67
- 6.0 1.17E- 7.83E-

17| 23 23 | BC110912 IRX4 0.88 9.21 1 08 06 | 9.51
NM_001002848. - 5.9 1.58E- 1.02E-

19| 17 9|1 LY6G5C 0.65 8.63 5 08 05| 9.23
- 5.9 1.92E- 1.20E-

7 6 25 | NM_152667.1 NANP 0.57 9.16 1 08 05| 9.05
- 5.9 1.99E- 1.20E-

42| 20 29 | NM_053031.2 MYLK 0.78 9.04 0 08 05| 9.01
5.8 2.69E- 1.43E-

5 5 1| NM_138794.1 LYPLAL1 0.51 9.04 4 08 05| 8.73
5.8 3.19E- 1.60E-

40 1 5| NM_002969.3 MAPK12 0.64 8.11 1 08 05| 857
5.8 3.37E- 1.60E-

30| 22 5| BC045826.1 C200rf19 0.63 9.62 0 08 05| 8.52
5.7 3.43E- 1.60E-

32| 12 13 | NM_014284.2 NCDN 0.88 8.93 9 08 05| 8.50
NM_001002033. - 5.7 3.63E- 1.60E-

32| 16 711 HN1 0.70 8.93 8 08 05 | 8.45
5.7 3.85E- 1.60E-

19 4 9 | BC0O00719.2 ATG4B 0.50 9.27 7 08 05| 8.39
5.7 3.94E- 1.60E-

32| 12 27 | BCO07660.2 DKK3 0.52 9.40 6 08 05| 8.37
- 5.7 3.97E- 1.60E-

15| 12 17 | ENSTO0000378470 0.74 8.92 6 08 05| 8.36
NM_001037535. 5.7 3.98E- 1.60E-

44 5 1)1 SCML1 0.67 | 10.05 6 08 05| 8.36
57| 4.41E- 1.73E-

10| 13 9 | NM_022822.1 KLC2 0.73 8.62 4 08 05| 8.27
- -| 4.61E- 1.77E-

22| 24 23 | NM_014669.2 N.D. 0.57 8.24 | 5.7 08 05| 8.22




57| 4.97E- 1.78E-

17 4 29 | BC000718.2 DCTN2 0.53 8.35 2 08 05| 8.15
LOC72944 - 5.7 5.09E- 1.78E-

42 | 22 15 | XM_001130991.1 | 7 0.59 8.78 1 08 05| 8.13
5.7 5.11E- 1.78E-

28 4 15 | BCO04867.2 DOK3 0.76 9.65 1 08 05| 8.13
ENST0000037041 5.7 5.50E- 1.88E-

34 4 11| 7 -- 0.80 9.23 0 08 05 | 8.06
5.6 5.75E- 1.90E-

35 6 23 | NM_012198.2 GCA 0.51 8.81 9 08 05 | 8.02
- 5.6 5.78E- 1.90E-

46 | 14 17 | NM_015004.2 EXOSC7 1.62 9.37 9 08 05| 8.01
5.6 8.07E- 2.47E-

9 4 13 | NM_016095.1 GINS2 0.51 8.62 2 08 05| 7.70
5.6 8.45E- 2.54E-

32 2 25 | BCO09561.1 Cllorf74 0.62 9.44 1 08 05| 7.66
5.5 9.73E- 2.78E-

8 6 21 | BC029858.1 LRRC23 0.61 8.74 8 08 05| 7.52
5.5 1.02E- 2.78E-

39 1 13 | NM_005500.1 SAE1 0.59 8.98 7 07 05| 7.48
- 5.5 1.06E- 2.78E-

12| 18 13 | NM_012275.2 IL1F5 0.77 9.46 6 07 05| 7.44
- 5.5 1.11E- 2.88E-

38| 24 19 | BC029896.1 N.D. 0.54 8.40 5 07 05| 7.40
NM_001014450. - 5.5 1.13E- 2.88E-

3| 17 29 |1 SPRR2F 0.51 9.14 5 07 05| 7.38
LOC28601 - 5.5 1.26E- 3.16E-

22| 24 25 | BC053624.1 6 0.66 9.04 3 07 05| 7.28
- 5.5 1.29E- 3.20E-

10| 20 11 | NM_018339.3 RFK 1.29 8.91 2 07 05| 7.26
5.4 1.75E- | 4.13E-

47 3 25 | NM_016246.2 HSD17B14 | 0.58 8.51 6 07 05| 6.98
- 5.4 1.98E- | 4.40E-

22| 12 5| NM_016823.2 CRK 0.56 8.68 3 07 05| 6.86
5.4 2.00E- | 4.40E-

48 | 19 17 | NM_015162.3 ACSBG1 0.53 9.01 3 07 05| 6.85
- - 2.29E- | 4.77E-

7| 17 31 | NM_174928.1 N6AMT?2 0.53 9.99 | 54 07 05| 6.72




- 5.4 2.31E- 4.77E-

29| 23 13 | NM_198584.1 CA13 0.66 8.67 0 07 05| 6.72
- 5.4 2.32E- 4.77E-

39| 19 27 | NM_032547.1 SCOC 0.67 9.91 0 07 05| 6.71
5.3 2.35E- 4.77E-

36| 13 11 | BC021192.2 SEPT9 0.59 8.93 9 07 05| 6.70
5.3 2.41E- 4.81E-

18| 13 9 | NM_199415.1 UBOX5 0.71 9.72 9 07 05| 6.68
- 5.3 2.42E- 4.81E-

38| 17 27 | NM_138627.2 BCL2L11 0.57 8.36 9 07 05| 6.67
- 5.3 2.47E- 4.84E-

6| 14 23 | NM_170678.1 ITGB1BP3 | 0.59 9.77 8 07 05| 6.65
NM_001018025. - 5.3 2.52E- 4.85E-

28 | 20 1|2 MTCP1 0.74 9.07 8 07 05| 6.63
- 53 2.75E- 5.09E-

25| 23 13 | NM_138362.1 FAM104B | 0.65 8.20 6 07 05| 6.55
- 53 2.79E- 5.09E-

4| 15 25 | NM_173080.1 SPRR4 0.55 9.01 6 07 05| 6.54
- 53 2.92E- 5.28E-

40 | 14 29 | NM_176870.1 MT1M 0.58 9.08 5 07 05| 6.50
- 53 2.98E- 5.33E-

40 | 17 31 | NM_181337.2 KAAG1 0.62 9.48 4 07 05| 6.48
5.3 3.19E- 5.60E-

28 1 3 | BCO15547.1 UCK1 0.52 8.83 3 07 05| 6.41
- 5.3 3.23E- 5.60E-

23| 16 7 | NM_176806.2 MOCS2 0.51 8.34 3 07 05| 6.40
CALCOCO 5.3 3.58E- 6.05E-

15 3 27 | BCO04130.2 2 0.68 9.20 0 07 05| 6.31
5.2 3.80E- 6.25E-

32| 13 21 | BC069328.1 BMF 0.57 | 10.04 9 07 05| 6.25
- 5.2 4.19E- 6.62E-

41| 23 29 | BC125062 ARNTL2 0.59 8.90 7 07 05| 6.16
- 5.2 4.43E- 6.79E-

3| 10 29 | NM_002086.3 GRB2 0.66 | 10.19 6 07 05| 6.11




5.2 4.84E- 7.23E-

39| 19 3 | NM_005335.3 HCLS1 0.76 9.40 4 07 05| 6.02
NM_001009956. - 5.2 5.04E- 7.46E-

46 | 17 27 | 1 ZNF655 0.64 9.45 3 07 05| 5.99
5.2 5.27E- 7.67E-

19 6 17 | NM_005388.3 PDCL 0.75 9.84 2 07 05| 5.95
- 5.2 5.61E- 7.92E-

31| 20 11 | NM_006148.1 LASP1 0.59 9.24 1 07 05| 5.89
ARHGAP1 - 5.1 5.98E- 8.31E-

36| 18 31 | BCO01241.1 7 0.60 8.71 9 07 05| 5.83
5.1 6.06E- 8.35E-

9| 14 11 | BCO58007.1 MUC15 0.85 8.77 9 07 05| 5.82
5.1 6.66E- 9.11E-

32 1 25 | BC012010.1 SAAL1 0.71 | 10.28 7 07 05| 5.73
- 51 7.47E- 9.72E-

3| 17 9 | NM_175622.3 MT1JP 0.55 9.29 5 07 05| 5.62
- 51 7.53E- 9.72E-

14| 24 23 | BC033854.1 N.D. 0.60 9.09 4 07 05| 5.61
51 9.10E- | 0.00011

15| 13 9 | BC064834.1 LRBA 0.52 8.54 0 07 5| 5.44
BCO032412. 51 9.33E- | 0.00011

42 | 12 13 | BC032412.1 1 0.61 8.97 0 07 7| 541
- 51 9.39E- | 0.00011

34 6 9 | NM_006304.1 SHFM1 0.65 8.59 0 07 7| 541
- 51 9.43E- | 0.00011

24| 24 25 | NM_019857.3 N.D. 0.54 9.00 0 07 7| 5.40
- 5.0 9.79E- | 0.00011

42 | 14 7 | NM_174895.1 PCP2 0.52 | 10.15 9 07 9| 5.37

- 5.0 1.00E-

4 5 7 | NM_005185.2 CALML3 0.66 8.94 8 06 | 0.00012 | 5.35
- 5.0 1.10E- | 0.00012

41| 22 1 | BC075862.1 CAPN1 0.51 8.61 6 06 9| 5.26
- 5.0 1.14E- | 0.00013

4| 16 27 | NM_152901.1 PYDC1 0.52 9.73 5 06 2| 523
5.0 1.20E- | 0.00013

46 | 12 21 | BCO07439.2 DCP1A 0.52 8.97 4 06 7| 5.18




- 5.0 1.26E- | 0.00014
9| 24 19 | NM_152308.1 C160rf75 0.84 8.45 3 06 1| 5.13
- 5.0 1.37E- | 0.00015
42 | 15 7 | NM_003746.2 DYNLL1 0.53 8.63 1 06 1| 5.05
- 5.0 1.42E- | 0.00015
9| 24 5| NM_198584.1 CA13 0.75 8.93 0 06 6| 5.02
4.9 1.53E- | 0.00016
9 2 25 | NM_006360.3 PCID1 0.63 9.68 9 06 4| 4.95
4.9 1.54E- | 0.00016
33 2 17 | BCO18747.1 IGHG1 1.17 | 10.08 9 06 4| 4.95
- 4.9 1.62E-
17| 19 9 | NM_000577.3 ILIRN 0.64 9.29 8 06 | 0.00017 | 4.90
- 4.9 1.63E-
33| 14 15 | NM_012278.1 ITGB1BP2 | 1.20 8.97 7 06 | 0.00017 | 4.89
- 4.9 1.80E- | 0.00018
17| 13 21 | NM_138468.3 ICALL 0.54 8.42 5 06 3| 4.80
4.9 1.94E- | 0.00019
24 | 12 11 | BC012797.2 CNKSR1 0.59 9.01 4 06 41 4.73
- 4.9 1.95E- | 0.00019
17| 23 15 | NM_152678.1 FAM116A | 0.52 8.09 3 06 41 4.72
4.9 1.97E- | 0.00019
31 6 23 | NM_017924.2 Cl4orf119 | 0.67 9.15 3 06 41 4.72
- 4.9 2.10E- | 0.00020
14| 17 1 | BC045799.1 ZNF428 0.61 8.57 2 06 7| 4.66
4.9 2.12E- | 0.00020
40 3 21 | NM_182789.2 PAIP1 0.59 8.90 2 06 7| 4.65
- 4.9 2.20E- | 0.00021
18| 13 7 | NM_016143.3 NSFL1C 0.61 8.91 1 06 1| 4.62
- 4.9 2.29E- | 0.00021
28| 11 11 | NM_005953.2 MT2A 0.51 9.17 0 06 9| 4.58
4.8 2.36E- | 0.00022
28 | 13 9 | NM_173608.1 C140rf80 0.55 8.37 9 06 3| 4.55
- 4.8 2.49E-
28 | 21 31 | BC101135.1 FERD3L 0.51 8.36 8 06 | 0.00023 | 4.50
NM_001001561. - - 2.51E- | 0.00023
36| 23 9|1 GGAl 0.55| 10.55| 4.8 06 1| 449




- 4.8 2.63E- | 0.00023

22| 24 19 | NM_006112.2 PPIE 0.61 8.56 7 06 7| 4.45
4.8 2.74E- | 0.00024

21 2 5| BC018269.1 KIAA1967 | 0.68 8.60 6 06 2| 441

BC004405. - 4.8 3.01E-

26 5 3 | BC004405.1 1 0.54 8.68 4 06 | 0.00026 | 4.32
- 4.8 3.05E- | 0.00026

18| 23 13 | NM_032194.1 BXDC1 0.52 | 10.07 3 06 2| 431
- 4.8 3.20E- | 0.00027

28 | 13 19 | BC066304.1 LGALS13 0.64 9.18 2 06 2| 4.26
NM_001031677. 4.7 3.65E- | 0.00030

47 2 21 |2 RAB24 0.59 8.77 9 06 41 4.14
4.7 3.73E- | 0.00030

1 4 7 | NM_000790.2 DDC 0.61 8.77 9 06 6| 4.12
- 4.7 | 4.51E- | 0.00035

30| 13 25 | NM_000496.2 CRYBB2 0.54 8.53 4 06 1| 3.95
4.7 | 4.71E- | 0.00035

36 4 17 | NM_003099.3 SNX1 0.91 9.47 3 06 91| 3.91
- 4.7 | 4.87E-| 0.00036

46 1 31 | NM_001878.2 CRABP2 0.94 8.49 3 06 6| 3.88
- 4.7 | 4.93E- | 0.00036

5| 23 9 | NM_002899.2 RBP1 0.64 8.73 2 06 8| 3.86
4.7 5.06E- | 0.00037

22| 16 13 | NM_183041.1 DTNBP1 0.59 9.90 2 06 6| 3.84
- 4.7 5.36E- | 0.00038

3| 17 21 | NM_005950.1 MT1G 0.61 9.33 0 06 3| 3.79
- 4.7 5.38E- | 0.00038

11| 19 21 | ENST0O0000371141 0.53 9.62 0 06 3| 3.78
- 4.6 6.01E- | 0.00041

35| 24 25 | NM_032531.2 N.D. 0.55 8.82 8 06 8| 3.68
- 4.6 6.67E- | 0.00044

40 | 22 21 | BC014225.2 HOP 0.53 9.08 5 06 5] 3.58
- 4.6 7.86E- | 0.00049

20| 23 15 | BC026965.1 ARHGEF10 | 0.56 9.68 1 06 9| 3.43




4.6 7.93E- | 0.00050
46 | 13 25 | NM_002822.3 TWF1 0.83 7.97 1 06 1| 3.42
- 4.6 8.23E- | 0.00051
41| 24 23 | NM_198428.2 N.D. 0.60 9.69 0 06 3] 3.39
4.5 1.07E- | 0.00061
48 | 21 23 | BC099845.1 RAP1GDS1 | 0.54 9.91 4 05 81| 3.15
- 4.5 1.13E- | 0.00064
13| 22 5] BC063432.1 TRA@ 0.52 9.03 3 05 4| 3.10
- 4.5 1.21E- | 0.00067
30| 23 3 | NM_007193.3 ANXA10 0.56 9.85 1 05 6| 3.04
- 4.5 1.24E- | 0.00068
46 | 15 19 | NM_130844.1 WWOX 0.78 9.37 1 05 8| 3.01
- 4.4 1.32E-
13| 13 5| NM_130776.1 XAGE3 0.51 8.95 9 05 | 0.00072 | 2.95
4.4 1.43E- | 0.00075
11| 13 9 | NM_000884.2 IMPDH2 0.55 8.62 7 05 9| 2.88
- 4.4 1.68E-
21| 21 31 | BC090928.1 SLAMF6 0.56 9.12 3 05 | 0.00084 | 2.73
4.4 1.69E-
44 | 12 25 | NM_152296.3 ATP1A3 0.81 8.43 3 05 | 0.00084 | 2.72
- 4.4 1.71E- | 0.00084
26 | 12 27 | NM_138357.1 CCDC109A | 0.52 9.02 3 05 41 271
4.4 1.71E- | 0.00084
2 1 21 | NM_004330.1 BNIP2 0.64 8.37 3 05 41 271
- 4.4 1.73E- | 0.00084
33| 24 3|nd nd 0.58 8.28 3 05 81| 2.70
4.4 1.76E- | 0.00085
34 4 13 | BCO04889.2 USP5 0.52 9.04 2 05 5| 2.68
- 4.3 2.05E- | 0.00095
48 | 14 17 | NM_006634.2 VAMPS5 0.61 8.28 9 05 1| 2.54
- 4.3 2.75E- | 0.00120
41| 24 13 | NM_032439.1 PHYHIPL 0.66 9.83 1 05 51 2.28
- 4.2 3.14E-
12| 14 9 | NM_182498.2 ZNF428 0.66 8.82 8 05| 0.00134 | 2.15
4.2 3.16E- | 0.00134
21 4 5 | NM_000026.1 ADSL 0.51 9.02 8 05 4| 2.15




- 4.2 3.45E-
4| 14 21 | NM_130467.3 PAGES 0.53 8.57 6 05| 0.00143 | 2.07
4.2 3.45E-

46 | 20 31 | NM_031431.2 COG3 0.50 7.64 6 05| 0.00143 | 2.07
4.2 3.48E- | 0.00143

43 2 15 | BC017723.1 MAGEA4 0.55 9.83 6 05 1| 2.06
4.2 3.99E- | 0.00156

20| 10 3 | BCO00870.1 TIPIN 0.53 8.87 2 05 8] 1.93
- 4.2 4.30E- | 0.00165

2| 19 21 | NM_052965.1 Clorfl9 0.66 | 10.45 0 05 1] 1.86
- 4.2 4.35E- | 0.00166

2| 14 25 | BC062684.1 SCOC 0.68 | 10.24 0 05 2| 1.85
4.2 4.40E- | 0.00167

43 4 5| NM_002853.3 RAD1 0.52 8.47 0 05 5] 1.84
4.1 4.81E- | 0.00179

24 4 21 | BCO06402.1 IGHG1 0.73 | 10.16 8 05 2| 1.76
- 4.1 5.04E- | 0.00185

32 8 21 | NM_005207.2 CRKL 0.52 9.58 6 05 2| 1.72
4.1 5.60E- | 0.00201

16 | 20 11 | NM_003152.2 STAT5A 0.50 9.24 4 05 1| 1.62
4.1 5.65E- | 0.00202

31 4 3 | NM_002857.2 PEX19 0.70 9.75 3 05 3| 1.61
- 4.1 5.68E- | 0.00202

44 | 20 29 | NM_005416.1 SPRR3 0.61 | 10.58 3 05 5| 1.61
NM_001024382. - 4.1 5.80E- | 0.00204

2| 18 27 |1 HMBS 0.51 8.64 3 05 9| 1.59
4.1 6.05E- | 0.00212

17 2 1| NM_032331.2 MGC2408 | 0.68 9.99 2 05 3| 1.55
- 4.1 6.12E- | 0.00214

23| 16 5| NM_144495.2 PQBP1 0.79 | 10.33 1 05 2| 154
- 4.1 6.54E- | 0.00226

11| 20 23 | BCO73755.1 ANXAS8L1 0.54 9.11 0 05 51| 1.48
- 4.0 7.10E- | 0.00239

22| 24 17 | BC029886.1 N.D. 0.68 8.21 8 05 6| 1.40
4.0 7.42E- | 0.00248

5 3 27 | BC001103.2 GULP1 0.57 8.98 6 05 7| 1.36
- 8.12E- | 0.00264

10 9 5| BC015848.1 GLOD4 1.01 8.89 | 4.0 05 2| 1.28




4.0 8.71E- | 0.00276

28 1 13 | NM_031361.1 COL4A3BP | 0.53 8.89 2 05 41 1.21
4.0 8.72E- | 0.00276

42 | 12 25 | NM_002482.2 NASP 0.66 8.37 2 05 41 1.21
3.9 0.00328

46 | 20 29 | NM_020532.4 RTN4 0.60 7.74 6 | 0.00011 9| 1.00
3.9 | 0.00011 | 0.00344

47 | 20 17 | BCO04128.2 EFHD1 0.62 9.87 5 6 4| 0.95

3.9

46 | 13 23 | NM_203284.1 RBPJ 1.11 8.72 41 0.00012 | 0.00353 | 0.92
- 3.9 | 0.00013 | 0.00380

27 | 14 23 | NM_018584.4 CAMK2N1 | 1.24 8.93 1 3 3| 0.83
3.8 0.00414

38 4 1 | BC002660.2 TMOD1 0.66 8.57 8 | 0.00015 41 071
NM_001025266. | LOC28538 3.8 | 0.00015 | 0.00424

35| 15 13 |1 2 0.92 8.41 7 6 8| 0.68
3.8 | 0.00018 | 0.00482

8 2 15 | BC019337.1 IGHG1 0.53 | 10.72 2 9 1| 051
- 3.8 | 0.00018 | 0.00482

29| 21 29 | BC088364.1 RAD23A 0.50 9.14 2 9 1| 0.50
3.7 0.00539

36 1 15 | BC013992.1 MAPK3 0.51 9.01 8 | 0.00022 1| 0.37
3.6 | 0.00032 | 0.00715

42 3 7 | NM_000184.2 HBG2 0.54 9.18 7 2 51| 0.02

3.6 | 0.00033 | 0.00732 -

31| 13 25 | NM_130809.2 PRRC1 0.52 | 10.03 6 4 1| 0.01

3.6 | 0.00033 | 0.00737 -

16 | 19 21 | NM_016224.3 SNX9 1.20 8.49 6 8 5| 0.02

3.6 0.00756 -

1 4 5| NM_016630.3 SPG21 0.50 8.24 5| 0.00035 3| 0.05

- 3.5 | 0.00048 | 0.00953 -

27 | 15 29 | NM_198086.1 JUB 0.84 8.68 6 5 9| 0.35

3.5 | 0.00050 | 0.00978 -

39 1 31 | BC013009.2 ZMYM3 0.76 | 10.13 5 3 8| 0.38

3.5 | 0.00050 | 0.00979 -

6 2 11 | NM_145055.2 C180rf25 0.54 8.74 5 4 41 0.38

3.4 | 0.00064 | 0.01169 -

20| 22 25 | BC065378.1 STK24 0.56 9.04 8 5 1| 0.61

3.4 | 0.00066 | 0.01200 -

38| 13 11 | NM_198204.1 MLX 0.51 9.58 7 5 8| 0.64

3.4 | 0.00071 | 0.01266 -

21| 21 1| NM_052942.2 GBP5 0.66 | 10.28 5 7 81| 0.70

39| 14 7 | BC060792.1 ACBD3 0.51 8.79 | 3.4 | 0.00074 | 0.01300 -




4 3 3] 0.73
3.4 | 0.00075 -

17| 2 5 | NM_001444.1 FABPS 058 | 997| 3 7 | 0.01321 | 0.75
LOC28406 3.3 0.00099 | 0.01627 -

7| 15 11 | XM_208990.4 7 061| 799| 5 7 9| 1.00
3.3 [ 0.00100 -

7| 15 9 | NM_203283.1 RBP) 1.00| 9.04| 5 5| 0.01638 | 1.01
NM_001167858. | ppp1R12 - 3.3 | 0.00113 | 0.01805 -

25| 18 9|1 B 061| 964| 1 2 3| 111
- 3.3 | 0.00113 | 0.01805 -

28| 19 31 | NM_018955.2 UBB 050| 815| 1 3 6| 1.11
3.2 0.00141 | 0.02149 -

19| 21 9 | BC041857.1 R3HDM2 | 050 | 835| 5 3 8| 1.31
NM_001032296. 3.2 0.02159 -

38| 20 12 STK24 0.97| 9.68| 5]0.00142 7| 1.32
- 3.1|0.00182 | 0.02585 -

36| 17 21 | BC067101.1 MYOM3 | 051 801| 7 3 6| 1.54
3.0 | 0.00232 | 0.03067 -

48 | 17 25 | NM_019088.2 PAF1 053| 941| 9 3 3| 1.76
- 3.0 0.03401 -

27| 14 19 | NM_002767.2 PRPSAP2 | 0.70 | 8.43| 40.00271 9| 1.89
- 3.0 -

27| 15 7 | XM_290842.4 LRFN1 0.55| 819| 30.00282|0.03509 | 1.93
NM_001003892. 3.0 | 0.00283 | 0.03518 -

27| 21 311 DUPD1 0.65| 824 3 5 1] 1.93
- 3.0 | 0.00284 | 0.03528 -

27| 14 17 | NM_148910.2 | TIRAP 057| 830| 3 8 1] 1.94
2.9 0.03878 -

1] 18 17 | NM_004696.1 | SLC16A4 | 0.84| 9.05| 8|0.00327 3| 2.06
2.9 | 0.00367 | 0.04224 -

32| 6 27 | NM_032347.1 | ZNF397 056| 982 5 2 8| 2.16




Table 2S: Classifiers. List of classifiers and their corresponding statistics for the healthy control and Grade lll
samples.

NF

Brier

BrierSE

CA

CASE

AUC

Sensitivity

Specificity

PP
v

NPV

FeaturelList

0.30

0.07

0.73

0.07

0.88

38

0.78

0.67

0.7
4

0.71

NM_138794.1

0.25

0.06

0.79

0.07

0.88

48

0.83

0.73

0.79

NM_138794.1
BC001890.1

0.20

0.06

0.94

0.04

0.90

54

0.89

1.00

0.88

NM_138794.1
BC001890.1
NM_003099.3

0.18

0.07

0.84

0.07

0.95

62

0.78

0.93

0.78

NM_138794.1
BC001890.1

NM_003099.3
NM_015926.3

0.14

0.06

0.90

0.07

0.95

67

0.89

0.93

0.88

NM_138794.1
BC001890.1

NM_003099.3
NM_015926.3
NM_016246.2

0.13

0.05

0.97

0.03

0.95

70

0.94

1.00

0.94

NM_138794.1
BC001890.1

NM_003099.3
NM_015926.3
NM_016246.2
NM_198204.1

0.13

0.06

0.93

0.04

0.95

69

0.89

1.00

0.88

NM_138794.1
BC001890.1

NM_003099.3
NM_015926.3
NM_016246.2
NM_198204.1
NM_020532.4

0.11

0.04

1.00

0.00

1.00

69

1.00

1.00

1.00

NM_138794.1
BC001890.1

NM_003099.3
NM_015926.3
NM_016246.2
NM_198204.1
NM_020532.4
BC017723.1

0.11

0.04

0.93

0.04

1.00

71

0.89

1.00

0.88

NM_138794.1
BC001890.1

NM_003099.3
NM_015926.3
NM_016246.2
NM_198204.1




NM_020532.4
BC017723.1
BC001241.1

10

0.10

0.03

0.93

0.04

1.00

72

0.89

1.00

0.88

NM_138794.1
BC001890.1

NM_003099.3
NM_015926.3
NM_016246.2
NM_198204.1
NM_020532.4
BC017723.1

BC001241.1

NM_173608.1

11

0.07

0.02

1.00

0.00

1.00

78

1.00

1.00

1.00

NM_138794.1
BC001890.1
NM_003099.3
NM_015926.3
NM_016246.2
NM_198204.1
NM_020532.4
BC017723.1
BC001241.1
NM_173608.1
BC121798

12

0.07

0.02

0.97

0.03

1.00

77

0.94

1.00

0.94

NM_138794.1
BC001890.1
NM_003099.3
NM_015926.3
NM_016246.2
NM_198204.1
NM_020532.4
BC017723.1
BC001241.1
NM_173608.1
BC121798
NM_005500.1

13

0.06

0.02

0.97

0.03

1.00

81

0.94

1.00

0.94

NM_138794.1
BC001890.1
NM_003099.3
NM_015926.3
NM_016246.2
NM_198204.1
NM_020532.4
BC017723.1
BC001241.1
NM_173608.1
BC121798
NM_005500.1




NM_006634.2

14

0.06

0.02

0.97

0.03

1.00

80

0.94

1.00

0.94

NM_138794.1
BC001890.1
NM_003099.3
NM_015926.3
NM_016246.2
NM_198204.1
NM_020532.4
BC017723.1
BC001241.1
NM_173608.1
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Table 2S: Classifiers. List of 10 classifier proteins for the healthy control and Grade Ill samples.

ID Name logFC | AveExpr |t P.Value adj.P.val | B Regulation
NM_003099.3 SNX1 0.91 9.47 | 473 | 4.71E-06 | 0.000359 | 3.91 | Up
NM_020532.4 RTN4 0.60 7.74 | 3.96 0.00011 | 0.003289 | 1.00 | Up
NM_016246.2 HSD17B14 0.58 851 | 546 | 1.75E-07 | 4.13E-05| 6.98 | Up
BC001890.1 GCK 0.56 8.52 | 6.07 | 8.40E-09 | 6.07E-06 | 9.82 | Up
BC017723.1 MAGEA4 0.55 9.83 | 4.26 | 3.48E-05| 0.001431 | 2.06 | Up
NM_173608.1 C140rf80 0.55 8.37 | 4.89 | 2.36E-06 | 0.000223 | 4.55 | Up
NM_198204.1 MLX 0.51 9.58 | 3.47 | 0.000665 | 0.012008 | -0.64 | Up
NM_138794.1 LYPLAL1 0.51 9.04 | 584 | 2.69E-08 | 1.43E-05| 8.73 | Up
NM_015926.3 TEX264 0.51 8.19 | 6.35| 2.03E-09 | 3.21E-06 | 11.16 | Up
BC001241.1 ARHGAP17 | -0.60 8.71 | -5.19 | 5.98E-07 | 8.31E-05| 5.83 | Down




Table 3S: Experimental details. The details of the healthy control and Grade IV samples.

Sample Age

ID Sample Type File name (years) Sex

CF Glioma Grade IV SVZ Grade_IV_CF_11518 2000153942.g Femal

11518 negative pr 57 | e

CF Glioma Grade IV SVZ Grade_IV_CF_11940_2000153779.9

11940 positive pr 59 | Male

CF Glioma Grade IV SVZ Grade_IV_CF_12166_2000153934.9

12166 positive pr 64 | Male

CF Glioma Grade IV SVZ Grade_IV_CF_19257_2000155723.9

19257 negative pr 60 | Male

CF Glioma Grade IV SVZ Grade_IV_CF_27891_2000153776.9

27891 negative pr 64 | Male
Glioma Grade IV SVZ Femal

CF 7522 | positive Grade |IV_CF 7522 2000154010.gpr 20 | e
Glioma Grade IV SVZ

CF 7916 | positive Grade |IV_CF 7916 2000154021.gpr 56 | Male

CH Glioma Grade IV SVZ Grade_IV_CH_12724 2000153778.9

12724 negative pr 60 | Male

CH Glioma Grade IV SVZ Grade_IV_CH_14820_2000153796.9

14820 positive pr 57 | Male

CH Glioma Grade IV SVZ Grade_IV_CH_18016_2000153791.g

18016 negative pr 40 | Male

CH Glioma Grade IV SVZ Grade_IV_CH_18426 2000153757.9

18426 positive pr 56 | Male

CH Glioma Grade IV SVZ Grade_IV_CH_21783 2000153785.g

21783 positive pr 47 | Male

CH Glioma Grade IV SVZ Grade_IV_CH_22618 2000153782.g

22618 positive pr 53 | Male

CH Glioma Grade IV SVZ Grade_IV_CH_28569 2000153799.g Femal

28569 positive pr 38 | e

CH Glioma Grade IV SVZ Grade_IV_CH_29697 2000153759.g

29697 positive pr 60 | Male

CH Glioma Grade IV SVZ Grade_IV_CH_29738 2000153798.9

29738 positive pr 46 | Male

CH Glioma Grade IV SVZ Grade_|IV_CH_30203_2000153793.9 Femal

30203 positive pr 61l | e
Glioma Grade IV SVZ Grade_IV_CH_3969_2000153950.gp Femal

CH 3969 | positive r 46 | e
Glioma Grade IV SVZ Grade_IV_CH_4996_2000153933.gp

CH 4996 | positive r 57 | Male
Glioma Grade IV SVZ Grade_IV_CH_5261_2000155722.gp

CH 5261 | negative r 30 | Male
Glioma Grade IV SVZ Grade_IV_CH_6643_2000153758.gp

CH 6643 | positive r 47 | Male
Glioma Grade IV SVZ Grade_IV_CH_8498 2000153777.gp

CH 8498 | negative r 52 | Male
Glioma Grade IV SVZ Grade_IV_CH_9002_2000153954.gp

CH 9002 | positive r 69 | Male
Glioma Grade IV SVZ Grade_IV_CJ 10048 2000155725.g9

CJ 10048 | negative pr 37 | Male
Glioma Grade IV SVZ Grade_IV_CJ 11291 2000154025.g Femal

CJ 11291 | positive pr 51 | e

CJ 12441 | Glioma Grade IV SVZ Grade IV_CJ 12441 2000153760.g 58 | Male




negative

pr

Glioma Grade IV SVZ Grade_IV_CJ 13655 2000153783.9 Femal

CJ 13655 | positive pr 68 | e
Glioma Grade IV SVZ Femal

CJ 1519 | positive Grade_IV_CJ 1519 2000153951.gpr 55 | e
Glioma Grade IV SVZ Grade_IV_CJ_18704_2000153784.9

CJ 18704 | negative pr 65 | Male
Glioma Grade IV SVZ

CJ 2041 | negative Grade IV_CJ 2041 _2000154019.gpr 58 | Male
Glioma Grade IV SVZ Grade_IV_CJ_22776_2000153756.9

CJ 22776 | positive pr 61 | Male
Glioma Grade IV SVZ Grade_IV_CJ_30014_2000153805.9

CJ 30014 | positive pr 64 | Male
Glioma Grade IV SVZ Grade_IV_CJ_32705_2000153797.9

CJ 32705 | negative pr 59 | Male
Glioma Grade IV SVZ

CJ 6254 | negative Grade IV_CJ 6254 2000153800.gpr 67 | Male

H-02 Healthy Control Control_H-02 2000153953.gpr

H-03 Healthy Control Control_H-03 2000153943.gpr

H-19 Healthy Control Control_H-19 2000154008.gpr

H-23 Healthy Control Control_H-23 2000154009.gpr

H-25 Healthy Control Control_H-25 2000153952.gpr

H-35 Healthy Control Control_H-35 2000153942.gpr

H-41 Healthy Control Control_H-41_2000154026.gpr

H-58 Healthy Control Control_H-58 2000153935.gpr

H-59 Healthy Control Control_H-59 2000154016.gpr

HC-25 Healthy Control Control_HC-25_2000153932.gpr

HV-56 Healthy Control Control HV-56 2000155735.gpr

HV-59 Healthy Control Control_HV-59 2000155740.gpr

HV-64 Healthy Control Control HV-64 2000144456.gpr

HV-70 Healthy Control Control_HV-70_2000144457.gpr

HV-71 Healthy Control Control HV-71 2000144458.gpr




Table 3S: Shortlisted proteins. List of proteins with adjusted p-value<0.05 and logFC >0.5 or <-0.5 for

the healthy control and Grade IV samples.

Bloc | Ro | Colum logF | AveEx adj.P.Va
k w n ID Name C pr P.value || B

- 8.9 6.26E- 1.13E- | 25.2

41 5 11 | BC025985.1 IGHG4 1.75 9.37 7 16 11 6

- 7.0 3.89E- 1.76E- | 14.8

27 | 12 25 | NM_001005465.1 | OR10G3 1.36 9.79 8 11 07 6

- 6.1 4.87E- 5.86E- | 10.3

27 | 13 15 | BC065370.1 C200rf112 | 1.30 9.41 8 09 06 3
- 5.3 3.33E- 7.42E-

27 | 13 1 | NM_024928.3 OBFC1 1.27 10.02 2 07 05| 6.38

3.9 | 0.00011

25| 11 23 | BC041037.1 IGHM 0.98 8.13 4 9| 0.00366 | 0.94
4.8 2.70E- | 0.00029

36 4 17 | NM_003099.3 SNX1 0.84 9.47 6 06 2| 4.43

- 2.8 | 0.00507 | 0.04522 -

27 | 14 23 | NM_018584.4 CAMK2N1 | 0.80 8.93 4 7 51| 2.44
5.3 2.67E- 6.52E-

44 7 13 | NM_001157.2 ANXA11 0.78 9.92 7 07 05 | 6.58
LOC38983 - 5.7 3.69E- 1.71E-

27 | 22 17 | NM_001033515.1 | 3 0.74 8.16 8 08 05| 8.43

- 2.8 | 0.00431 | 0.04051 -

27 | 21 1 | BC037876.1 Cl170rf57 | 0.74 8.64 9 9 51 2.29
5.6 8.58E- 2.98E-

43 1 27 | NM_006857.1 RY1 0.74 8.94 0 08 05| 7.64

- 3.5 | 0.00056 | 0.01052 -

27 2 15 | NM_014372.3 RNF11 0.72 8.67 2 5 2| 0.48

- 3.3 | 0.00096 | 0.01487 -

27 | 15 29 | NM_198086.1 JUB 0.71 8.68 6 9 2| 0.96

- 3.0 | 0.00262 -

27 6 11 | NM_024745.2 SHCBP1 0.71 9.11 5 6 0.029 | 1.86
- 5.4 1.51E- 4.52E-

38| 19 7 | NM_000689.3 ALDH1A1 | 0.70 9.50 9 07 05| 7.11
5.9 1.37E- 9.57E-

40 7 13 | BC015738.1 ZFYVE19 0.70 8.79 8 08 06 | 9.36




LOC28538 3.2 | 0.00132 -

35| 15 13 | NM_001025266.1 | 2 0.69 8.41 7 1] 0.01842 | 1.24
6.0 9.16E- 7.20E-

3 3 21 | NM_032328.1 EFCAB2 0.69 9.22 5 09 06 | 9.73

- 3.3 | 0.00117 | 0.01715 -

27 | 14 19 | NM_002767.2 PRPSAP2 0.68 8.43 0 7 3| 1.14
6.1 7.15E- 6.46E-

20| 10 3 | BC0O00870.1 TIPIN 0.68 8.87 0 09 06 | 9.97
5.5 1.10E- 3.68E-

3 3 11 | NM_001001394.2 | HCG3 0.68 8.86 5 07 05| 7.41

3.4 0.01108 -

39 1 31 | BC013009.2 ZMYM3 0.67 10.13 9 | 0.00062 2 | 0.56
- 54 1.95E- 5.41E-

26 | 19 17 | NM_018379.3 FAMG63A 0.67 8.50 3 07 05| 6.87

6.5 6.21E- 1.40E- | 12.2

12 1 15 | NM_001827.1 CKS2 0.67 8.11 7 10 06 6

- 3.5 | 0.00044 | 0.00885 -

41| 18 15 | BCO00846.2 CIB1 0.65 10.15 8 9 1] 0.27

3.1 | 0.00221 | 0.02595 -

33 2 17 | BC018747.1 IGHG1 0.65 10.08 1 7 6| 1.70
4.9 1.61E- | 0.00020

20| 22 23 | BCO75842.1 IGHG1 0.64 | 10.39 8 06 2| 4091
3.7 | 0.00027 | 0.00639

8| 16 11 | NM_139204.1 EPS8L1 0.64 8.19 2 5 51 0.17
3.9 0.00346

48 1 19 | NM_178815.3 ARL5B 0.63 8.27 6 | 0.00011 6| 1.01
- 3.8 | 0.00015 | 0.00429

27 | 15 7 | XM_290842.4 LRFN1 0.63 8.19 8 1 51 0.72
- 4.2 3.52E- | 0.00162

38| 10 23 | BC0O13186.1 RCSD1 0.63 8.01 5 05 1] 2.05

6.1 6.24E- 6.46E- | 10.0

11 1 19 | NM_031966.2 CCNB1 0.62 8.61 3 09 06 9

3.6 0.00796 -

32 6 27 | NM_032347.1 ZNF397 0.62 9.82 3 | 0.00038 91 0.12

- 3.8 | 0.00017

27 | 20 11 | NM_021810.3 CDH26 0.61 8.44 4 6 | 0.00477 | 0.58
- 5.8 3.08E- 1.63E-

38| 18 5| NM_031304.2 DOHH 0.60 9.92 1 08 05 | 8.60

- - | 0.00249 | 0.02802 -

27 | 21 31 | NM_001003892.1 | DUPD1 0.59 8.24 | 3.0 1 5] 181




- 6.2 4.17E- 5.74E- | 10.4

42 | 15 31 | BC067254.1 COASY 0.58 9.29 1 09 06 7

- 3.6 | 0.00038 | 0.00806 -

27 | 18 31 | NM_006541.1 TXNL2 0.58 8.21 2 6 710.14

- 3.4 | 0.00084 | 0.01359 -

27 | 14 17 | NM_148910.2 TIRAP 0.57 8.30 0 8 3] 0.85
- 4.8 2.84E- | 0.00030

46 | 23 31 | BCO00446 CLP1 0.57 9.51 5 06 4| 4.38

7.0 5.56E- 2.01E- | 145

16 2 1 | NM_007198.2 PROSC 0.57 8.28 2 11 07 3

ENST0000043503 7.6 1.30E- 1.17E- | 18.0

19 9 19 | 3 0.57 9.04 8 12 08 7
4.5 9.18E- | 0.00069

36 1 15 | BC013992.1 MAPK3 0.56 9.01 8 06 1] 3.29
5.2 4.50E- 8.61E-

36 7 13 | BC010450.1 PRCC 0.55 8.56 6 07 05 | 6.09

- 3.2 | 0.00150 | 0.02013 -

23| 16 5 | NM_144495.2 PQBP1 0.55 10.33 3 7 51| 1.36

- 6.9 9.67E- 2.91E- | 14.0

34| 20 11 | NM_022158.2 FN3K 0.55 8.70 2 11 07 1

3.0 | 0.00263 -

41| 14 19 | NM_024826.1 ASAP 0.55 10.16 5 7 0.029 | 1.86
4.5 1.20E- | 0.00081

5 1 15 | NM_001549.2 IFIT3 0.55 8.91 1 05 4| 3.04
- 5.8 3.28E- 1.65E-

38| 18 7 | NM_021979.2 HSPA2 0.54 9.12 0 08 05| 8.54
- 4.3 2.60E- | 0.00133

41| 23 27 | BC121798 EYA1 0.53 9.58 3 05 2| 2.33
- 5.2 4.72E- 8.89E-

42 | 18 3 | NM_024815.3 NUDT18 0.53 9.20 5 07 05 | 6.05
- 5.9 1.52E- 9.80E-

38| 20 25 | NM_001801.2 CDO1 0.53 9.08 5 08 06 | 9.26

4.3 2.67E-

31 6 23 | NM_017924.2 Cl40rf119 | 0.53 9.15 2 05| 0.00135| 2.31

6.5 7.23E- 1.45E- | 121

23 2 11 | BC016854.2 Cllorf67 | 0.53 8.71 4 10 06 2




- 4.6 8.50E- | 0.00066

18 | 19 1 | NM_006541.2 TXNL2 0.52 9.69 0 06 7| 3.36
4.6 6.30E- | 0.00054

11| 13 9 | NM_000884.2 IMPDH2 0.51 8.62 7 06 7| 3.64
CALCOCO 4.4 1.50E- | 0.00094

15 3 27 | BCO04130.2 2 0.51 9.20 6 05 7| 2.84
3.9 | 0.00012 | 0.00372

42 3 7 | NM_000184.2 HBG2 0.51 9.18 3 3 51 0.91
4.6 6.45E- | 0.00055

11 1 9 | NM_002867.2 RAB3B 0.51 8.92 6 06 2| 3.62

4.3 2.23E-

39 3 15 | NM_022453.2 RNF25 0.51 9.32 7 05 | 0.00118 | 2.47
5.1 6.20E- | 0.00010

32 2 25 | BCO09561.1 Cllorf74 | 0.51 9.44 9 07 51 5.79

3.0 | 0.00239 | 0.02732 -

4 2 13 | NM_003123.3 SPN 0.51 7.84 8 9 7| 1.77
- 3.8 | 0.00014 | 0.00421

38| 20 13 | BC068569.1 ZHX3 0.51 9.16 9 6 41 0.75
- 5.1 8.52E- | 0.00012

46 | 19 9 | NM_001008491.1 | SEPT2 0.51 9.82 2 07 9| 5.50

4.5 9.69E-

44 9 19 | BC032665.1 EEF2K 0.51 8.78 7 06 | 0.00071 | 3.24
ENST0000036203 5.7 5.28E- 2.22E-

20| 16 315 0.51 8.15 0 08 05 | 8.09
- 53 3.12E- 7.23E-

34| 23 9 | NM_001155.3 ANXA6 0.51 8.67 3 07 05| 6.43




Table 3S: Classifiers. List of classifiers and their corresponding statistics for the healthy control and
Grade IV samples.
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Table 3S: Classifiers. List of 10 classifier proteins for the healthy control and Grade IV samples.

ID Name logFC | AveExpr |t P.Value adj.P.val B Regulation
NM_003099.3 SNX1 0.84 9.47 | 4.86| 2.70E-06 | 0.000292 | 4.43 | Up
BC018747.1 IGHG1 0.65 10.08 | 3.11 | 0.002217 | 0.025956 | -1.70 | Up
BC009561.1 Cllorf74 0.51 9.44 | 5.19 | 6.20E-07 | 0.000105 | 5.79 | Up
BC068569.1 ZHX3 -0.51 9.16 | -3.89 | 0.000146 | 0.004214 | 0.75 | Down
BC121798 EYA1 -0.53 9.58 | -4.33 | 2.60E-05 | 0.001332 | 2.33 | Down
NM_144495.2 PQBP1 -0.55 10.33 | -3.23 | 0.001507 | 0.020135 | -1.36 | Down
NM_021810.3 CDH26 -0.61 8.44 | -3.84 | 0.000176 0.00477 | 0.58 | Down
BC013186.1 RCSD1 -0.63 8.01 | -4.25 | 3.52E-05 | 0.001621 | 2.05 | Down
BC000846.2 CiB1 -0.65 10.15 | -3.58 | 0.000449 | 0.008851 | -0.27 | Down
BC037876.1 Cl170rf57 -0.74 8.64 | -2.89 | 0.004319 | 0.040515 | -2.29 | Down




Table 4S: Experimental details. The details of the SVZp and SVZn samples.

Sample ID Sample Type File name Age | Sex

CF 11518 SVZn Grade IV_CF_11518 2000153942.gpr 57 | Female
CF 19257 SVZn Grade_IV_CF_19257_2000155723.gpr 60 | Male
CF 27891 SVZn Grade IV_CF_27891 2000153776.gpr 64 | Male
CH 12724 SVZn Grade_IV_CH_12724 2000153778.gpr 60 | Male
CH 18016 SVZn Grade IV_CH_ 18016 _2000153791.gpr 40 | Male
CH 5261 SVZn Grade IV_CH_5261 2000155722.gpr 30 | Male
CH 8498 SVZn Grade_IV_CH_8498 2000153777.gpr 52 | Male
CJ 10048 SVZn Grade IV_CJ 10048 2000155725.gpr 37 | Male
CJ 12441 SVZn Grade IV_CJ 12441 2000153760.gpr 58 | Male
CJ 18704 SVZn Grade IV_CJ 18704 2000153784.gpr 65 | Male
CJ 2041 SVZn Grade_IV_CJ_2041_2000154019.gpr 58 | Male
CJ 32705 SVZn Grade IV _CJ 32705 2000153797.gpr 59 | Male
CJ 6254 SVZn Grade IV_CJ 6254 2000153800.gpr 67 | Male
CF 11940 SVZp Grade_IV_CF_11940 2000153779.gpr 59 | Male
CF 12166 SVZp Grade IV_CF_12166 _2000153934.gpr 64 | Male
CF 7522 SVZp Grade_IV_CF_7522_2000154010.gpr 20 | Female
CF 7916 SVZp Grade IV_CF_7916 2000154021.gpr 56 | Male
CH 14820 SVZp Grade IV_CH_ 14820 2000153796.gpr 57 | Male
CH 18426 SVZp Grade_IV_CH_18426_2000153757.gpr 56 | Male
CH 21783 SVZp Grade IV_CH 21783 2000153785.gpr 47 | Male
CH 22618 SVZp Grade_IV_CH_22618 2000153782.gpr 53 | Male
CH 28569 SVZp Grade IV _CH 28569 2000153799.gpr 38 | Female
CH 29697 SVZp Grade IV_CH 29697 2000153759.gpr 60 | Male
CH 29738 SVZp Grade IV_CH 29738 2000153798.gpr 46 | Male
CH 30203 SVZp Grade IV _CH 30203 2000153793.gpr 61 | Female
CH 3969 SVZp Grade IV _CH 3969 2000153950.gpr 46 | Female
CH 4996 SVZp Grade IV_CH_4996 2000153933.gpr 57 | Male
CH 6643 SVZp Grade_IV_CH_6643_2000153758.gpr 47 | Male
CH 9002 SVZp Grade IV_CH 9002 2000153954.gpr 69 | Male
CJ 11291 SVZp Grade IV _CJ 11291 2000154025.gpr 51 | Female
CJ 13655 SVZp Grade_IV_CJ_13655_2000153783.gpr 68 | Female
CJ 1519 SVZp Grade IV_CJ 1519 2000153951.gpr 55 | Female
CJ 22776 SVZp Grade_IV_CJ_22776_2000153756.gpr 61 | Male
CJ 30014 SVZp Grade IV_CJ 30014 2000153805.gpr 64 | Male




Table 4S: Shortlisted proteins. List of proteins with adjusted p-value<0.05 and logFC >0.5 or <-0.5 for

the SVZp and SVZn samples.

Bloc | Ro | Colum logF | AveEx adj.P.va

k w n ID Name C pr P.Value I B
- 5.1 0.00362 | 5.4
44 | 14 21 | NM_006403.2 NEDD9 0.52 8.85 3 8.02E-07 3 3
4.7 0.00736 | 3.9
22| 19 29 | NM_018290.2 PGM?2 0.55 9.42 5 4.49E-06 8 0
4.6 0.00815 | 3.6
2| 23 3 | NM_001938.2 DR1 0.85 11.25 9 5.67E-06 6 9
- 4.6 0.00873 | 3.4
8 8 11 | BC035031.2 GABPA 0.65 7.41 3 7.25E-06 6 7
FAM120 - 4.6 0.00900 | 3.3
27 | 12 1| NM_032448.1 B 0.53 7.95 1 8.04E-06 8 8
- 4.5 0.00912 | 3.0
5 7 9 | NM_020313.2 CIAPIN1 | 0.70 7.48 3 1.14E-05 9 7
NM_001007275. - 4.5 0.00912 | 3.0
27 | 17 11 DUSP13 | 0.67 7.65 2 1.15E-05 9 6
- 4.5 0.00912 | 2.9
10 8 9 | NM_178471.1 GPR119 | 0.51 7.38 0 1.28E-05 9 7
- 4.3 0.01150 | 2.4
16 7 19 | BC0O33711.1 ATXN3 0.67 7.45 5 2.36E-05 4 3
- 4.3 0.01249 | 2.2
29 7 29 | NM_000409.2 GUCA1A | 0.51 7.41 1 2.80E-05 1 7
- 4.3 0.01258 | 2.2
48 7 13 | NM_000666.1 ACY1 0.51 7.42 0 2.93E-05 8 3
- 4.0 0.02640 | 1.3
6 7 19 | BC017810.1 TMOD4 | 0.65 7.48 4 8.04E-05 5 4
4.0 0.02725 | 1.2
43 8 1| NM_152740.2 HIBADH | 1.09 10.74 3 8.61E-05 1 8
4.0 0.02725 | 1.2
3 4 1 | BC000267.1 GPBP1 0.92 10.53 1 9.05E-05 1 4
3.9 | 0.0001146 | 0.03181 | 1.0
30| 15 27 | XM_379060.1 0.53 9.29 5 1 3 3
- 3.9 | 0.0001277 | 0.03344 | 0.9
16| 12 7 | NM_024482.1 GMEB1 0.52 8.38 2 4 4 4




3.8 | 0.0001892 | 0.04439 | 0.5

21| 21 21 | BC094687.1 EEF1A1 | 0.75 8.42 2 3 6 9
- 3.8 | 0.0001999 | 0.04571 | 0.5

44| 12 3| BC019883.1 CLEC2D | 0.52 7.43 0 6 9 5
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4|1 41 6| 37| 3| 5| 8| 6| 9|BC017810.1BC094687.1 XM_379060.1 NM_020313.2
318 7| 35| 2| 4| 1| 7| 1|BC019883.1




0.10.]0.]0. 0.10.]0.]0.
1/ 0] 90 51 9| 9 8
71 3| 1| 4]0 1| 2] 0] 5
2| 8| 6| 3|.|3| 3| 4|7 NM_001938.2 NM_018290.2 NM_032448.1
2, 6| 6] 0{9| 0| 0] 7| 1|0.|NM_006403.2NM_024482.1 BC0O00267.1 NM_152740.2
8|1 6| 6| 3|7 2| 7| 6| 4| 9|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
2|1 9| 7| 35| 9| 7| 2| 3| 5|BC019883.1BC035031.2
0.10.]0.]0. 0.1/0.]0.]0.]0.
1/ 0] 8|0 51 8, 9] 8|9
8| 48| 4(0| 1| 4, 0] 4|0
0| 03| 8|.|2| 6| 4| 6| 4|NM_001938.2 NM_018290.2 NM_032448.1
8| 53| 49| 6| 1| 7| 1| 7|NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
8| 8 3| 37| 1| 5| 6| 5| 6|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
5|53 25| 7| 4| 2| 4| 2| BC019883.1BC035031.2 NM_000409.2
0./0./0.]0. 0. 0.|0.[0.]0.
2/ 0| 8|0 4|1 8] 9| 8| 9
14| 8| 4 7| 4| 0| 4| 0| NM_001938.2 NM_018290.2 NM_032448.1
57| 3| 8(0| 4| 6| 4| 6| 4| NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
4|1 8| 3| 4.1 1| 7| 1| 7|BC017810.1BC094687.1 XM_379060.1 NM_020313.2
9| 1| 3| 39| 2| 5| 6| 5| 6|BC019883.1BC035031.2 NM_000409.2
31 6| 3| 2|5 1| 4] 2| 4| 2|NM_001007275.1
0.|0.|0. 0. 0.]0.|0.
0. 0] 9]0 4| 9| 91 8
141 4(0| 9] 2| 0] 5 NM_001938.2 NM_018290.2 NM_032448.1
9|1 1| 6| 3| .| 0| 3| 4] 7 NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
3/ 6| 6| 0[9| 6| 0| 7| 1|0.|BC017810.1BC094687.1 XM_379060.1 NM_020313.2
1, 6|6 3(7] 9] 7| 6| 4| 9|BC019883.1 BC035031.2 NM_000409.2
2|1 6| 7| 35| 8| 7| 2| 3| 5|NM_001007275.1BC033711.1
0./0./0.]0. 0.10.|0.[0.]0.
1/ 0] 90 51 8, 9199
71 3|11 4{0| 2| 4] 5] 1| 0|NM_001938.2NM_018290.2 NM_032448.1
31 6|6 3|].|]6| 6| 2| 6| 9|NM_006403.2NM_024482.1 BC000267.1 NM_152740.2
1/ 8/ 6|09 8] 1| 3| 6| 0|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
5,8 6| 37| 8| 5| 8| 6| 9| BC019883.1BC035031.2 NM_000409.2
3|1 27| 3|54 4| 1| 7| 1|NM_001007275.1BC033711.1 NM_000666.1
0. 0. 0. 0.|0.[0.]0.
0.| O 0 5| 9| 9] 9| 9| NM_001938.2 NM_018290.2 NM_032448.1
1|3 3/0( 1| 2| 5| 2| 5| NM_006403.2 NM_024482.1 BC0O00267.1 NM_152740.2
7|9 3.1 1| 3| 2| 3| 2|BC017810.1BC094687.1 XM_379060.1 NM_020313.2
9|1 0(0.| 39| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
716937 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
2 4|5 3|5|5] 7] 1| 7| 1|NM_178471.1
0.] 0. 0.{0[0.|0.]0.]0.|0.|NM_001938.2NM_018290.2 NM_032448.1
1|0 O| .| 5| 9] 9| 9| 9| NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
71310 39| 1| 2| 5| 2| 5/|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
91 99| 37| 1| 3| 2| 3| 2|BC019883.1BC035031.2 NM_000409.2
71 05| 35| 8| 0| 3| 0| 3|NM_001007275.1BC033711.1 NM_000666.1




2| 6 3 1| 7] 8| 7] 8[Nm_178471.1
4 3 5070 1] 7|1
0. 0. o.]o.]o]o.]o.
0.| 0 0 50/ 9| 9| 9| 9|NM_001938.2 NM_018290.2 NM_032448.1
1| 3 3/0| 1| 2| 5| 2| 5|NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
709 30 .| 1| 3| 2| 3| 2|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
9/ 0/0.|3|9| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
7/ 69| 3|7 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
2 4| 5| 3|5[5| 7| 1| 7| 1|NM_178471.1
0. 0. 0./0.]o0]o0.]o.
0.| 0 0 5/ 9] 9| 9| 9|NM_001938.2 NM_018290.2 NM_032448.1
1] 3 3/0| 1| 2| 5| 2| 5| NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
709 3. 1| 3] 2| 3| 2|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
9/ 0/0.|3|9| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
706|937 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
2| 4| 5| 3|55 7| 1| 7] 1|NM_178471.1
0. 0. 0.]o.]o.[o.]o.
0.| 0 0 5/ 9] 9| 9| 9|NM_001938.2 NM_018290.2 NM_032448.1
1] 3 3(0| 1| 2| 5| 2| 5| NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
709 3. 1| 3] 2| 3| 2|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
9/ 0/0.|3|9| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
706|937 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
24| 5| 3|5[5| 7| 1| 7| 1|N™M_178471.1
0. 0. 0.]o.]o.[o0.]o.
0.| 0 0 50/ 9| 9| 9| 9|NM_001938.2 NM_018290.2 NM_032448.1
1] 3 3/0| 1| 2| 5| 2| 5| NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
709 3. 1| 3] 2| 3| 2|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
9/ 0/0.|3|9| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
706|937 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
24| 5| 3|5[5| 7| 1| 7| 1|NM_178471.1
0. 0. 0.|]o.]o.[o0.]o.
0.| 0 0 5/ 9] 9| 9| 9|NM_001938.2 NM_018290.2 NM_032448.1
1] 3 3/0| 1| 2| 5| 2| 5|NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
709 3. 1| 3] 2| 3| 2|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
9/ 0/0.|3|9| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
706|937 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
2| 4| 5| 3|5/ 5| 7| 1| 7] 1|NM_178471.1
0. 0. 0.]o.]o.[o.]o.
0.| 0 0 50/ 9] 9| 9| 9|NM_001938.2 NM_018290.2 NM_032448.1
1] 3 3/0| 1| 2| 5| 2| 5| NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
709 3. 1| 3] 2| 3| 2|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
9/ 0/0.|3|9| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
706|937 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
2| 4| 5| 3|5|5| 7| 1| 7] 1|NM_178471.1
o.]o.lo[o|o][o o0 ]o0]0. [0 [NM_001938.2NM_018290.2 NM_032448.1
110/ 9| 0|.|5] 9| 9| 9| 9|NM_006403.2 NM_024482.1 BC0O00267.1 NM_152740.2
70 3| 5|3|9| 1| 2| 5| 2| 5|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2




9] 9 3[7] 1] 3] 2] 3| 2] Bc019883.1 BC0O35031.2 NM_000409.2
710 35| 8| 0| 3| 0| 3|NM_001007275.1 BC033711.1 NM_000666.1
2| 6 3 1| 7| 8| 7| 8|NM_178471.1

4 3 5070 1] 7|1

0. 0. o.]o.]o]o.]o.
0.| 0 0 50/ 9| 9| 9| 9|NM_001938.2 NM_018290.2 NM_032448.1
1| 3 3/0| 1| 2| 5| 2| 5|NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
709 30 .| 1| 3| 2| 3| 2|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
9/ 0/0.|3|9| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
706|937 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
2| 4| 5| 3|5|5| 7| 1| 7] 1|NM_178471.1

0. 0. 0.]o.]o.[o]o.
0.| 0 0 5/ 9] 9| 9| 9|NM_001938.2 NM_018290.2 NM_032448.1
1] 3 3/0| 1| 2| 5| 2| 5| NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
709 3. 1| 3] 2| 3| 2|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
9/ 0/0.|3|9| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
706|937 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
2| 4| 5| 3|55 7| 1| 7] 1|NM_178471.1

0. 0. 0.]o.]o.[o.]o.
0.| 0 0 5/ 9] 9| 9| 9|NM_001938.2 NM_018290.2 NM_032448.1
1] 3 3/0| 1| 2| 5| 2| 5| NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
709 3. 1| 3] 2| 3| 2|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
9/ 0/0.|3|9| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
706|937 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
24| 5| 3|5[5| 7| 1| 7| 1|N™M_178471.1

0. 0. 0.|]o.]o.[o.]o.
0.| 0 0 50/ 9] 9| 9| 9|NM_001938.2 NM_018290.2 NM_032448.1
1] 3 30| 1| 2| 5| 2| 5|NM_006403.2 NM_024482.1 BC000267.1 NM_152740.2
709 3. 1| 3] 2| 3| 2|BC017810.1 BC094687.1 XM_379060.1 NM_020313.2
9/ 0/0.|3|9| 8| 0| 3| 0| 3|BC019883.1BC035031.2 NM_000409.2
706|937 1| 7| 8| 7| 8| NM_001007275.1 BC033711.1 NM_000666.1
24| 5| 3|5[5| 7| 1| 7| 1|NM_178471.1




Table 4S: Classifiers. List of 10 classifier proteins for the SVZp and SVZn

samples.
AveEx P.valu | adj.P.V Regulation with respect
ID Name logfFC | pr t e al B to SVZp
NM_0064 - | 8.8509 | 5.1307 | 8.02E- | 0.0036 | 5.4277
03.2 NEDD9 0.5231 01 3 07 23 53 | Down
NM_0182 0.5534 | 9.4243 | 4.7451 | 4.49E- | 0.0073 | 3.8956
90.2 PGM2 21 67 76 06 68 34 | Up
NM_0019 0.8455 | 11.252 | 4.6912 | 5.67E- | 0.0081 | 3.6881
38.2 DR1 1 56 03 06 56 51| Up

NM_0324 | FAM120 | 0.5346 | 7.9450 | 4.6094 | 8.04E- | 0.0090 | 3.3773

48.1 B 1 2 8 06 08 87 | Down
BC017810 0.6482 | 7.4826 | 4.0442 | 8.04E- | 0.0264 | 1.3441

1 TMODA4 4 31 7 05 05 58 | Down
NM_1527 1.0914 | 10.743 | 4.0267 | 8.61E- | 0.0272 | 1.2843

40.2 HIBADH 49 23 14 05 51 68 | Up
BC000267 0.9178 | 10.530 | 4.0136 | 9.05E- | 0.0272 | 1.2400

1 GPBP1 42 46 46 05 51 06 | Up
XM_3790 | LOC339 | 0.5318 | 9.2921 | 3.9521 | 0.0001 | 0.0318 | 1.0327

60.1 685 31 59 41 15 13 9| Up
NM_0244 0.5162 | 8.3834 | 3.9236 | 0.0001 | 0.0334 | 0.9376

82.1 GMEB1 2 36 5 28 44 75 | Down
BC094687 0.7538 | 8.4199 | 3.8191 | 0.0001 | 0.0443 | 0.5935

1 EEF1A1 08 64 24 89 96 86 | Up




Table 5S: Experimental details. The patient details with the IDHp, WT and 1p and 19q status for
different grades of glioma.

FileName Patient ID Condition IDH status 1p 19q
Gradell CF 8551 Grade2 NA NA NA

Gradell CF 10729 Grade2 WT NA NA

Gradell CF 20468 Grade2 WT not deleted not deleted
Gradell CF 28254 Grade2 NA NA NA

Gradell CF 29538 Grade2 IDHp NA NA

Gradell CH 12323 Grade2 NA not deleted not deleted
Gradell CH 13717 Grade2 NA not deleted not deleted
Gradell CH 27095 Grade2 NA NA NA

Gradell CH 32225 Grade2 NA not deleted not deleted
Gradell CJ 863 Grade2 NA NA NA

Gradell CJ 4825 Grade2 IDHp not deleted uninterpretable
Gradell CJ 7132 Grade2 IDHp NA NA

Gradell CJ 10242 Grade2 WT not deleted not deleted
Gradell CJ 16084 Grade2 NA NA NA

Gradell CJ 17734 Grade2 NA NA NA

Gradell CJ 33350 Grade2 IDHp deleted deleted
Gradell CK 40 Grade2 WT not deleted not deleted
Gradelll CF 12839 Grade3 IDHp NA NA
Gradelll CF 16216 Grade3 IDHp NA NA
Gradelll CF 22483 Grade3 NA not deleted not deleted
Gradelll CF 25539 Grade3 WT not deleted not deleted
Gradelll CF 29446 Grade3 WT NA NA
Gradelll CH 9010 Grade3 NA NA NA
Gradelll CH 9043 Grade3 WT NA NA
Gradelll CH 17244 Grade3 IDHp not deleted not deleted
Gradelll C) 1176 Grade3 NA NA NA
Gradelll CJ 7833 Grade3 IDHp deleted uninterpretable
Gradelll CJ 9761 Grade3 IDHp not deleted not deleted
Gradelll CJ 14116 Grade3 IDHp not deleted not deleted
Gradelll CJ 16912 Grade3 NA not deleted not deleted
Gradelll CF 22807 Grade3 NA NA NA
Gradelll CF 6980 Grade3 NA NA NA
Gradelll CH 15130 Grade3 IDHp NA NA
Gradelll CH 15138 Grade3 NA NA NA
Gradelll CJ 20721 Grade3 NA NA NA
GradelV CF 7522 Grade4SVZp NA NA NA
GradelV CF 7916 Grade4SVZp IDHp NA NA
GradelV CF 11518 Grade4SVZn NA NA NA
GradelV CF 11940 Grade4SVZp NA NA NA




GradelV CF 12166 Grade4SVZp IDHp NA NA
GradelV CF 19257 Grade4SVZn NA NA NA
GradelV CF 27891 Grade4SVZn NA NA NA
GradelV CH 3969 Grade4SVZp WT NA NA
GradelV CH 4996 Grade4SVZp NA NA NA
GradelV CH 5261 Grade4SVZn NA NA NA
GradelV CH 6643 Grade4SVZp NA NA NA
GradelV CH 8498 Grade4SVZn NA not deleted not deleted
GradelV CH 9002 Grade4SVZp NA NA NA
GradelV CH 12724 Grade4SVZn NA NA NA
GradelV CH 14820 Grade4SVZp NA NA NA
GradelV CH 18016 Grade4SVZn WT NA NA
GradelV CH 18426 Grade4SVZp NA NA NA
GradelV CH 21783 Grade4SVZp NA NA NA
GradelV CH 22618 Grade4SVZp NA NA NA
GradelV CH 28569 Grade4SVZp NA NA NA
GradelV CH 29697 Grade4SVZp NA NA NA
GradelV CH 29738 Grade4SVZp NA NA NA
GradelV CH 30203 Grade4SVZp NA NA NA
GradelV CJ 1519 GradedSVZp NA NA NA
GradelV CJ 2041 Grade4SVZn NA NA NA
GradelV C) 6254 Grade4SVZn NA NA NA
GradelV CJ 10048 Grade4SVZn NA NA NA
GradelV CJ 11291 Grade4SVZp NA NA NA
GradelV CJ 12441 Grade4SVZn WT NA NA
GradelV CJ 13655 Grade4SVZp NA NA NA
GradelV CJ 18704 Grade4SVZn NA NA NA
GradelV CJ 22776 Grade4SVZp IDHp NA NA
GradelV CJ 30014 Grade4SVZp WT NA NA
GradelV CJ 32705 Grade4SVZn NA NA NA




Table 5S: Shortlisted proteins (Grade Il: IDHp vs WT). List of proteins with p-
value<0.05 and logFC >0.5 or <-0.5 for Grade Il: IDHp vs WT samples.

adj. absl
Bloc | Ro | Colu AveEx P.val | P.va ogF
k w mn ID Name logFC pr t ue I B C

0.00 | 8.27 | 1.33
CIB1 1.3383 | 10.634 | 10.375 | 2.39E | 043 | 878 | 835

41 | 18 15 | BC000846.2 58 68 73 -08 2 7 8
- 0.00 | 6.67 | 0.99

TTC27 0.9963 | 10.565 -| 2.05E| 185 | 901 | 635

16 | 14 3 | NM_017735.3 5 95 | 8.8276 -07 1 1 4
HSPA1 0.00 | 5.40 | 0.58

L 0.5834 | 10.306 | 7.7763 | 1.03E | 592 | 016 | 347

17 6 7 | BC034483.1 75 96 51 -06 8 3 5
- - 0.00 | 5.09| 1.11

ENSTO000038 1.1100 | 9.7156 | 7.5456 | 1.49E | 592 | 648 | 001

24| 16 7 | 9266 1 74 5 -06 8 4 5
CAMKK - - 0.00 | 5.01 | 0.60

2 0.6039 | 9.6561 | 7.4883 | 1.64E| 592 | 970 | 395

24 | 17 29 | BC026060.2 6 03 4 -06 8 4 6
Cllorf - 0.01| 419 0.71

73 -1 9.6519 | 6.8977 | 442E| 061 | 685 | 729

11 6 31 | NM_016401.2 0.7173 59 3 -06 6 8 5

0.01 | 4.14| 0.54
CRYM 0.5477 | 9.1707 | 6.8615 | 4.70E | 061 | 459 | 770

37| 19 15 | NM_001888.2 07 32 79 -06 6 2 7
0.01 | 3.80 | 2.05

N.D. 2.0560 | 9.5219 | 6.6274 | 7.06E | 335 | 080 | 603

36| 24 17 | NM_007026.1 38 31 91 -06 7 1 8

0.01 | 3.76 | 0.71
STUB1 | 0.7129 | 9.5844 | 6.6012 | 7.39E | 335 | 165 | 294
37| 19 13 | NM_005861.2 43 9 35 -06 7 9 3

- - 0.01| 3.37| 0.54
HBD 0.5491 | 11.250 | 6.3483 | 1.16E | 743 | 859 | 911

24| 13 17 | NM_000519.3 2 92 2 -05 5 5 8
CXorf4 - - 0.02 | 2.81 | 0.78
8 0.7812 | 10.047 | 59903 | 2.22E | 123 | 778 | 121
16 | 16 5| NM_017863.2 1 77 4 -05 1 1 4
IGLV3- - - 0.02 | 2.67
25 0.6476 | 9.8150 | 5.9007 | 2.62E | 123 | 410 | 0.64
23| 21 27 | BC089418.1 8 37 9 -05 1 5| 768

0.02 | 259 | 0.54
IL1F6 0.5474 | 10.219 | 5.8535 | 2.86E | 123 | 769 | 745

13| 23 9 | NM_014440.1 56 58 03 -05 1 2 6
DYNLR 2.41 | 0.55
B2 0.5514 | 8.9052 | 5.7389 | 3.54E | 0.02 | 098 | 147

5| 17 1| NM_130897.1 71 61 18 -05 | 452 4 1




SERPIN 0.02 0.51

B6 0.5173 | 8.6705 | 5.6430 | 4.24E | 677 | 2.25| 733

33 4 15 | BC001394.2 34 26 51 -05 3] 311 4
NUDCD 0.02 | 2.24 | 0.55

1 0.5530 | 9.5802 | 5.6359 | 4.30E | 677 | 130 | 304

9| 22 15 | BC0O00967.2 45 31 19 -05 3 4 5
- - 0.02 | 2.19| 0.61

UBR2 0.6113 | 9.8592 | 5.6074 | 4.54E | 730 | 417 | 139

19| 13 3 | BC064512.1 9 95 9 -05 9 3 1
ACVR2 0.03 | 2.02 | 0.86

B 0.8665 | 8.1134 | 5.5068 | 5.49E | 199 | 616 | 654

30| 21 27 | NM_001106.3 47 89 09 -05 8 7 7
0.03 | 1.85| 0.58

CAPN1 | 0.5829 | 8.8439 | 5.4045 | 6.68E | 655 | 380 | 292

41| 22 1 | BCO75862.1 24 83 13 -05 5 8 4
- - 0.03 | 1.75 | 0.65

ASMTL | 0.6533 | 10.322 | 5.3455 | 7.48E| 753 | 371 | 338

8| 12 15 | BC002508.2 9 3 5 -05 2 3 9
YWHA 0.03 | 1.72 | 0.54

H 0.5483 | 9.2851 | 5.3262 | 7.76E| 765 | 079 | 835

29| 24 25 | NM_003405.3 56 29 32 -05 1 7 6
- - 0.04 | 1.58 | 0.50

NME7 0.5022 | 9.4351 | 5.2476 | S.04E| 081 | 624 | 224

8| 13 9 | NM_013330.3 4 05 1 -05 9 6 4




Table 5S: Shortlisted proteins (Grade IV: IDHp vs WT). List of proteins with p-value<0.05 and logFC >0.5
or <-0.5 for Grade II: IDHp vs WT samples.

Blo | Ro | Colu AveEx P.valu | adj.P.V abslog
ck w mn ID Name | logfC | pr t e al B FC
Céorf
NM_15273 | 89 0.6362 | 9.9889 | 7.5445 | 5.46E- | 0.0098 | 3.971 | 0.6362
22| 13 3143 65 23 68 07 68 53 65




Table 6S: Enrichment analysis report. Enrichment by Pathway Maps (healthy control vs Grade Il)

GRADE
II_INPUT_ g
Enrichment by Pathway Maps enelist
Netwo
rk
Objec
T ] In
pVal | Min i ts
# Maps glt ue | FDR p-value FDR ItD: from
Activ
e
Data
4.34 | 8.63 8.63 CD44,
Development Beta-adrenergic receptors SE- | 6E- 6E- MYLK
1| transactivation of EGFR 37 04 03 4.345E-04 03] 2 |1
5.87 | 8.63 8.63
Cytoskeleton remodeling_Hyaluronic acid/ 6E- | 6E- 6E- CDA44,
2| CDA44 signaling pathways 43 04 03 5.876E-04 03| 2 | MLCK
7.32 | 8.63 8.63 MYLK
Cell adhesion_Integrin-mediated cell 4E- | 6E- 6E- 1,
3| adhesion and migration 48 04 03 7.324E-04 03| 2 | MLCK
Chemotaxis_Inhibitory action of lipoxins on IL- 8.26 | 8.63 8.63 MYLK
8- and Leukotriene B4-induced neutrophil 8E- | 6E- 6E- 1,
4| migration 51 04 03 8.268E-04 03| 2 | MLCK
9.96 | 8.63 8.63 MLCK,
4E- | 6E- 6E- Teloki
5| Airway smooth muscle contraction in asthma | 56 04 03 9.964E-04 03| 2 |n
9.96 | 8.63 8.63 MYLK
Impaired inhibitory action of lipoxins on 4E- | 6E- 6E- 1,
6| neutrophil migration in CF 56 04 03 9.964E-04 03| 2 | MLCK
217 | 161 1.61 MLCK,
Muscle contraction GPCRSs in the regulation 6E- | 6E- 6E- Teloki
7| of smooth muscle tone 83 03 02 2.176E-03 02| 2 |n
3.26 | 2.12 2.12 MYLK
Cytoskeleton remodeling_Cytoskeleton 10| 7E-| 3E- 3E- 1,
8| remodeling 2 03 02 3.267E-03 02| 2 | MLCK
3.85 | 2.22 2.22 MYLK
Cytoskeleton remodeling TGF, WNT and 11| 6E-| 8E- 8E- 1,
9| cytoskeletal remodeling 1 03 02 3.856E-03 02| 2 | MLCK
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Table 6S: Enrichment analysis report. Enrichment by Pathway Maps (healthy control vs Grade Il1)

GRADE
II_INPUT 4_
Enrichment by Pathway Maps genelist
-Io- pV Mi p- In .
4 Maps t lalu | ™ | val FD | D Network_Objects from
al e FD ue R | at Active Data
| R a
511195119
39| 78| 39| 78
4| E-| E-| E-| E- CRK, STAT5A, p38 MAPK,
1 | Development FIt3 signaling 4| 07| 04| 07| 04| 6 | ERK1/2, CrkL, GRB2
8819|8819
1| 32| 78| 32| 78 CRK, p38 MAPK, ERK1
Cytoskeleton remodeling TGF, WNT | 1| E-| E-| E-| E- (MAPK3), ERK1/2, MYLK1,
2 | and cytoskeletal remodeling 1| 07| 04| 07| 04| 8 | GRB2, 4E-BP1, MLCK
121191219
62| 78| 62| 78 p38 MAPK, ERK1 (MAPK3),
Signal transduction PTMs in BAFF- | 5| E-| E-| E-| E- Bim, Ubiquitin, ERK1/2, 4E-
3 | induced signaling 1| 06| 04| 06| 04| 6 | BP1
3814538145
52| 26| 52| 26
Development EPO-induced Jak- 3| B} B E-| E STATSA, ERK1 (MAPK3),
4 | STAT pathway 5|/ 06| 04| 06| 04| 5 | STATS, CrkL, GRB2
6.2 586258
1| 17| 44| 17| 44
Cytoskeleton 0| E-| E-| E-| E- CRK, p38 MAPK, ERK1/2,
5 | remodeling Cytoskeleton remodeling 2|1 06| 04| 06| 04| 7 | MYLK1, GRB2, 4E-BP1, MLCK
7659|7659
49 | 92| 49| 92 NOTCH1 (NICD), RBP-J kappa
1| E-| E-| E-| E- (CBF1), NOTCH1 receptor,
6 | Development NOTCH-induced EMT | 9| 06| 04 | 06 | 04 | 4 | NOTCH1 (NEXT)
1.0|173]10| 73 NOTCH1 (NICD), RBP-J kappa
94 | 47 | 94 | 47 (CBF1), NOTCH1 receptor,
Development_Notch Signaling 4| E-| E-| E| E NOTCH1 (NEXT), NOTCH1
7 | Pathway 3/ 05| 04| 05| 04| 5 | precursor
1811118 1.1
95| 13| 95| 13
Cell adhesion_Integrin-mediated cell | 4| E-| E-| E-| E- CRK, ERK1/2, MYLK1, GRB2,
8 | adhesion and migration 8| 05| 03| 05| 03| 5 | MLCK
331173317
90| 70| 90| 70
Development FGFR signaling 5| B B E-| E CRK, p38 MAPK, Ubiquitin,
9 | pathway 4| 05| 03| 05| 03| 5 | ERK1/2, GRB2
677317731 p38 MAPK, ERK1 (MAPK3),
0 | Immune response IL-15 signaling 4| 47| 91| 47| 91| 5 | ERK1/2, GRB2, 4E-BP1
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E- E- E- E-
05| 03| 05| 03
8431|8431
63| 91| 63| 91
Chemotaxis_CXCR4 signaling 3| 2| E-| E-| E CRK, ERK1 (MAPK3), CrkL,
pathway 4|1 05| 03| 05| 03 GRB2
8431|8431
Development NOTCH1-mediated 631911 63| 21 NOTCH1 (NICD), RBP-J kappa
pathway for NF-KB activity 3| E-| E-| E-| E (CBF1), NOTCH1 receptor,
modulation 4| 05| 03| 05| 03 NOTCH1 (NEXT)
9531|9531
Role of Tissue factor in cancer 05|91} 05 91
independent of coagulation protease | 3| E-| E-| E-| E- p38 MAPK, ERK1 (MAPK3),
signaling 5| 05| 03| 05| 03 ERK1/2, GRB2
951319531
05| 91| 05| 91
Immune response_Oncostatin M 3| B E-| E| E p38 MAPK, ERK1 (MAPK3),
signaling via MAPK in mouse cells 5(/05| 03| 05| 03 ERK1/2, GRB2
1.0{3.2]1.0] 3.2
64| 80| 64| 80
DNA damage Nucleotide excision 3| B E-| E| E Ubiquitin, XPF, RAD23A,
repair 6| 04| 03| 04| 03 RPA4
11(3.2]11]3.2
87| 80| 87| 80
Immune response_Oncostatin M 3| B-| E-| E-| E- p38 MAPK, ERK1 (MAPK3),
signaling via MAPK in human cells 7| 04| 03| 04| 03 ERK1/2, GRB2
11(3.2]11]3.2
87| 80| 87| 80
Development Beta-adrenergic 3| B E-| E| E ERK1 (MAPK3), ERK1/2,
receptors transactivation of EGFR 7| 04| 03| 04| 03 MYLK1, GRB2
21|156|21]|5.6
49 | 11| 49| 11
Immune response_IL-7 signalinginB | 4| E-| E-| E-| E STATSA, STATS5, ERK1/2,
lymphocvtes 3|1 04| 03| 04| 03 GRB2
251632563
67| 51| 67| 51
Immune response_TNF-R2 signaling | 4| E-| E-| E-| E- p38 MAPK, Bim, ERK1/2,
pathways 5|1 04| 03| 04| 03 BMF
27164 )|27)|64
97| 98 | 97| 98
4 E- E- E- E-
Immune response IL-5 signalling 6| 04| 03| 04| 03 STATS, ERK1/2, CrkL, GRB2
30|64 )|3.0| 64
42 | 98 | 42| 98
Development TGF-beta-dependent 4| E-| E-| E| E p38 MAPK, ERK1/2, GRB2,
induction of EMT via MAPK 7| 04| 03| 04| 03 Occludin
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30|64 |3.0]| 64
42 | 98 | 42| 98
E- E- E- E-
Development HGF signaling pathway 04| 03| 04| 03 CRK, ERK1/2, CrkL, GRB2
35(7.0|35]|7.0
76 | 03| 76| 03
Immune response_|L-2 activation and E-| B-| E-| E STATSA, STATS5, ERK1/2,
signaling pathway 04| 03| 04| 03 GRB2
35(7.0|35|7.0
76 | 03| 76| 03
E-| E-| E-| E- p38 MAPK, STATS, ERK1/2,
Development G-CSF signaling 04| 03| 04| 03 GRB2
3872|3872
67| 69| 67| 69
E- E- E- E- STATSA, STAT5, ERK1/2,
Development GM-CSF signaling 04| 03| 04| 03 GRB2
411754175
74 | 45| 74| 45
Development_Oligodendrocyte E-| E-| E-| E- NOTCH1 (NICD), p38 MAPK,
differentiation from adult stem cells 04| 03| 04| 03 NOTCH1 receptor, ERK1/2
4881|4881
40 | 47 | 40| 47
Translation Regulation of EIF4F E-| E-| E-| E- p38 MAPK, ERK1/2, GRB2,
activity 04| 03| 04| 03 4E-BP1
5.1/81|51]8.1
57| 47 | 57 | 47
Immune response_IL-12 signaling E-| E-| E-| E
pathway 04| 03| 04| 03 STATSA, STATS5, Ubiquitin
52(81|52]|8.1
00| 47| 00| 47
Immune response_HSP60 and E-] E-| E| E TIRAP (Mal), p38 MAPK,
HSP70/ TLR signaling pathway 04| 03| 04| 03 Ubiquitin, ERK1/2
52(81|52]|8.1
Neurophysiological process Dynein- 00| 47| 00| 47
dynactin motor complex in axonal E-| E-| E-| E- Ubiquitin, Kinesin light chain,
transport in neurons 04| 03| 04| 03 ERK1/2, DYNLL
55|84 |55]| 84
79| 58| 79| 58
Aberrant B-Raf signaling in E-| E-| E-| E- NOTCH1 (NICD), Bim,
melanoma progression 04| 03| 04| 03 ERK1/2, BMF
6391|6391
95| 08| 95| 08
Immune response TLR2 and TLR4 E-| E-| E-| E- TIRAP (Mal), p38 MAPK,
signaling pathways 04| 03| 04| 03 Ubiquitin, ERK1/2
6391|6391
Development_Cytokine-mediated 95| 08| 95| 08 STATS, ERK1/2, GRB2, 4E-
regulation of megakaryopoiesis E-| E-| E-| E- BP1
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04| 03| 04| 03
6.819.1|68]|09.1
33| 75| 33| 75
3 | Effect of H. pylori infection on gastric E-| BE-| B | E
4 | epithelial cell proliferation 04| 03| 04| 03 CRK, ERK1/2, CrkL, GRB2
6.819.1|68]|09.1
33| 75| 33| 75
3 | Development_Prolactin receptor E-| B-| E-| E STATSA, STATS5, ERK1/2,
5 | signaling 04| 03| 04| 03 GRB2
77(110|7.7|10
72 | 15| 72| 15
3 | IGF family signaling in colorectal E-| E-| E-| E ERK1 (MAPK3), ERK1/2,
6 | cancer 04| 02| 04| 02 GRB2, 4E-BP1
82(10(|82|10
74 | 51| 74| 51
3 | Development_c-Kit ligand signaling E-| BE-| B | E
7 | pathway during hemopoiesis 04| 02| 04| 02 STATS, ERK1/2, CrkL, GRB2
10{12]10| 1.2
33| 77| 33| 77
3 | Immune response_CD137 signaling E-| E-| E-| E
8 | in immune cell 03| 02| 03| 02 p38 MAPK, Bim, ERK1/2
11131113
Immune response Mast cell 42| 76| 42| 76
3 | proliferation, differentiation and E-1 E-| E| E
9 | survival 03| 02| 03| 02 STATS, ERK1/2, GRB2
1211412 |14
58 | 42 | 58 | 42
4 | Immune response_IL-3 activation and E-| E-| E-| E
0 | signaling pathway 03| 02| 03| 02 STATS, ERK1/2, GRB2
1211412 |14
Immune response ETV3 affect on 58| 42 58| 42
4 | CSF1-promoted macrophage E-| E-| E-| E-
1 | differentiation 03| 02| 03| 02 P38 MAPK, ERK1/2, GRB2
13(15]13|15
81| 10| 81| 10
4 | signal transduction ERK1/2 signaling E-| E-| E-| E- ERK1 (MAPK3), ERK1/2,
2 | pathway 03| 02| 03| 02 GRB2
13(15]13|15
Signal transduction PTMs in IL-17- 81| 10 81 10
4 | induced CIKS-dependent MAPK E-| E-| E-| E-
3 | signaling pathways 03| 02| 03| 02 p38 MAPK, Ubiquitin, ERK1/2
1415|1415
63| 62| 63| 62
4 | pevelopment EGFR signaling E-| E-| E-| E- p38 MAPK, ERK1 (MAPK3),
4 | pathway 03| 02| 03| 02 ERK1/2, GRB2
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. . 16|16 |16 1.6
Development_Epigenetic and
transcriptional regulation of 50| 16| 50| 16
oligodendrocyte precursor cell 3| | E-| E-| E NOTCH1 (NICD), RBP-J kappa
differentiation and myelination 4| 03| 02| 03| 02 (CBF1), NOTCH1 receptor
16|16 |16 1.6
50| 16 | 50| 16
Development_S1P1 receptor 3| | E-| E-| E ERK1 (MAPK3), ERK1/2,
signaling via beta-arrestin 4| 03] 02| 03| 02 GRB2
Apoptosis and 16|16 |16 1.6
survival_Cytoplasmic/mitochondrial 50| 16| 50| 16
transport of proapoptotic proteins Bid, | 3| E-| E-| E-| E- DLC1 (Dynein LC8a), Bim,
Bmf and Bim 4| 03| 02| 03| 02 BMF
16|(16|16]|1.6
50| 16 | 50| 16
Immune response_IL-22 signaling 3| B-| E-| E-| E-
pathway 4| 03| 02| 03| 02 p38 MAPK, STATS, ERK1/2
1.7 (171717
96 | 22| 96| 22
Development Angiopoietin - Tie2 3| B-| E-| E-| E-
signaling 5| 03| 02| 03| 02 CRK, STAT5, GRB2
1917|1917
49| 96| 49| 96
Immune response HMGB1/TLR 3| BE-| E-| E-| E-
signaling pathway 6| 03| 02| 03| 02 TIRAP (Mal), Ubiquitin, ILIRN
1917|1917
49| 96| 49| 96
Immune response_IL-9 signaling 3| B-| E-| E-| E-
pathway 6| 03| 02| 03| 02 STATS, ERK1/2, GRB2
Neurophysiological process NMDA- 2.2/ 1812218
dependent postsynaptic long-term 72180 72 80
potentiation in CA1 hippocampal 8| E-| E-| E-| E- ERK1 (MAPK3), ERK1/2,
neurons 0| 03| 02| 03| 02 GRB2, 4E-BP1
221182218
80| 80| 80| 80
Immune response_Role of integrinsin | 3| E-| E-| E-| E- p38 MAPK, ERK1 (MAPK3),
NK cells cytotoxicity 8|1 03| 02| 03| 02 GRB2
221182218
80| 80| 80| 80
Development SDFE-1 signaling in 3| B+ B E-| E
hematopoietic stem cell homing 8| 03| 02| 03| 02 CRK, ERK1/2, CrkL
221182218
Role of tumor microenvironment in 80| 80| 80| 80
plexiform neurofibroma formation in 3| B+| B E-| E
neurofibromatosis type 1 8| 03| 02| 03| 02 p38 MAPK, ERK1/2, GRB2
22|18 22|18
Immune response_Human NKG2D 31 80| 8 | 80| 80
signaling 8| E-| E- E-| E- STATS, ERK1/2, GRB2
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03] 02| 03| 02
2218|2218
80| 80| 80| 80
Signal transduction_Soluble CXCL16 E-| B B | E
signaling 03| 02| 03| 02 p38 MAPK, ERK1/2, 4E-BP1
2419|2419
58 | 26| 58| 26
Regulation of degradation of E-| B-| E-| E
deltaF508-CFTR in CF 03| 02| 03| 02 SAE1, Ubiquitin, Stil
2419|2419
58| 26| 58| 26
E-| E-| E-| E-
Immune response TSLP signalling 03| 02| 03| 02 p38 MAPK, STAT5, ERK1/2
241192419
58| 26| 58| 26
Transcription Receptor-mediated HIF E-| BE-| B | E
regulation 03| 02| 03| 02 ERK1/2, GRB2, 4E-BP1
25119 |25|19
19| 41| 19| 41
G-protein signaling Rap1B regulation E-| E-| E-| E
pathway 03| 02| 03| 02 GRB2, Rap1GDS1
2720|2720
15| 58 | 15| 58
Development VEGF signaling via E-1 E-| E| E p38 MAPK, ERK1 (MAPK3),
VEGFR? - generic cascades 03| 02| 03| 02 ERK1/2, GRB2
28(21|28|21
39| 18| 39| 18
Development Neurotrophin family E-| E-| E-| E
signaling 03| 02| 03| 02 ERK1/2, CrkL, GRB2
3021|3021
43 | 67| 43| 67
Translation_Insulin regulation of E-| B-| B E
translation 03| 02| 03| 02 ERK1/2, GRB2, 4E-BP1
3021|3021
43 | 67 | 43| 67
Immune response Murine NKG2D E-| B E-| E
signaling 03| 02| 03| 02 STATS, ERK1/2, GRB2
3021|3021
43 | 67| 43| 67
E-| E-| E-| E-
Signal transduction JNK pathway 03| 02| 03| 02 CRK, GRB2, GCK(MAP4K2)
320223222
55| 50| 55| 50
Immune response HTR2A-induced E-| E-| E-| E-
activation of cPLA2 03| 02| 03| 02 p38 MAPK, ERK1/2, GRB2
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32122 (32|22
55| 50| 55| 50
Cytoskeleton remodeling_Hyaluronic | 4| E-| E-| E-| E
acid/ CD44 signaling pathways 3|1 03| 02| 03| 02 ERK1/2, GRB2, MLCK
34123 (34|23
76 | 34| 76 | 34
Immune response_IL-4 signaling 4| B B B E
pathway 4| 03| 02| 03| 02 ERK1/2, GRB2, IGHG1
34123 (34|23
76 | 34| 76 | 34
Influence of smoking on activationof | 4| E-| E-| E-| E ERK1 (MAPK3), ERK1/2,
EGFR signaling in lung cancer cells 4| 03| 02| 03| 02 GRB2
3712337123
05| 8 | 05| 86
Development EPO-induced MAPK 4| E-| E-| E-| E
pathway 5|1 03| 02| 03| 02 ERK1/2, CrkL, GRB2
371233723
05| 8 | 05| 86
Development_Ligand-independent 4| E-| E-| E-| E- ERK1 (MAPK3), ERK1/2,
activation of ESR1 and ESR2 5| 03| 02| 03| 02 GRB2
371233723
05| 8 | 05| 86
Development _Thrombopoietin- 4| E-| E-] E| E
regulated cell processes 5(03| 02| 03| 02 ERK1/2, CrkL, GRB2
3925|3925
441 05| 44| 05
Development Endothelin-1/EDNRA | 4| E-| E-| E-| E
transactivation of EGFR 6 03| 02| 03| 02 STATS, ERK1/2, GRB2
41126 (41|26
93| 27| 93| 27
Regqulation of lipid metabolism_Insulin | 4| E-| E-| E-| E-
signaling:generic cascades 71 03] 02| 03| 02 ERK1/2, GRB2, 4E-BP1
44|27 4.4\ 2.7
50| 16 | 50| 16
Signal transduction PTMs in IL-12 4| E-| B B E
signaling pathway 8| 03| 02| 03| 02 STATSA, STATS, Ubiquitin
44127 |44 2.7
50| 16 | 50| 16
Immune response TLRS, TLR7, 4| E-| B B E
TLR8 and TLR9 signaling pathways 81 03| 02| 03| 02 p38 MAPK, Ubiquitin, ERK1/2
47 | 2.7 | 4.7 | 2.7
17 71| 17| 71
4| E- E- E- E-
Transcription CREB pathway 9|1 03| 02| 03| 02 p38 MAPK, ERK1/2, GRB2
47 | 2.7 | 4.7 | 2.7
Role and regulation of Prostaglandin | 4| 17| 71| 17| 71 NOTCH1 receptor, ERK1/2,
E2 in gastric cancer 9| E-| E-| E-| E- GRB2
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03| 02| 03| 02
4.7 |27 |47 |27
17| 71| 17| 71
Tissue Factor signaling in cancervia | 4| E-| E-| E-| E-
PAR1 and PAR2 9| 03] 02| 03| 02 STATSA, ERK1/2, GRB2
4928|4928
93| 97| 93| 97
Development_A2B receptor: action 5| B} B B B
via G-protein alpha s 0| 03| 02| 03| 02 p38 MAPK, ERK1/2, GRB2
52(3.0|52|30
Chemotaxis_Inhibitory action of 80| 26| 80| 26
lipoxins on IL-8- and Leukotriene B4- | 5| E-| E-| E-| E-
induced neutrophil migration 1 03| 02| 03| 02 ERK1/2, MYLK1, MLCK
5531|5531
75| 19| 75| 19
Development IGF-1 receptor >| B} B B B
signaling 2| 03| 02| 03| 02 ERK1/2, GRB2, 4E-BP1
55(3.1|55]31
75| 19| 75| 19
5| E-| E-| E-| E- p38 MAPK, ERK1 (MAPK3),
Development FGF-family signaling 2| 03| 02| 03| 02 GRB2
58(31|58]31
81| 41| 81| 41
5| E-| E-| E-| E-
Development Al receptor signaling 31 03| 02| 03] 02 p38 MAPK, ERK1/2, GRB2
58(3.1|58]31
81| 41| 81| 41
Immune response T cell receptor > B} B B B
signaling pathway 31 03| 02| 03| 02 Ubiquitin, ERK1/2, GRB2
58(3.1|58]31
81| 41| 81| 41
Immune response_ HMGB1/RAGE 5| B} B B E
signaling pathway 3103| 02| 03| 02 p38 MAPK, ERK1/2, ILIRN
58(31|58]31
Immune response T regulatory cell- 81| 41 81 41
mediated modulation of effector Tcell | > | E-| E-| E-| E- NOTCH1 (NICD), RBP-J kappa
and NK cell functions 3|1 03] 02| 03] 02 (CBF1), NOTCH1 receptor
6.0(3.2|6.0]3.2
64| 00| 64| 00
DNA damage_Role of SUMO in p53 1| B B E| E
regulation 7|1 03| 02| 03| 02 SAE1, Ubiquitin
6.132|6.1]|3.2
9% | 00| 96| 00
Immune response Role of DAP12 5| B B E-| E
receptors in NK cells 41 03] 02] 03] 02 ERK1/2, CrkL, GRB2
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6.1|13.2|6.1]|3.2
96| 00| 96| 00

Immune response _IFN gamma E-| B B | E

signaling pathway 03| 02| 03| 02 p38 MAPK, ERK1/2, CrkL
6533|6533
21| 32| 21| 32

Immune response_Fc epsilon RI E-| B-| E-| E

pathway 03| 02| 03| 02 p38 MAPK, ERK1/2, GRB2
6.8(33|68]|33
57| 57| 57| 57

Chemotaxis_CCL2-induced E-| B E-| E

chemotaxis 03| 02| 03| 02 p38 MAPK, ERK1/2, GRB2
6.8133|68|33
57| 57| 57| 57

Development_Keratinocyte E-| E-| E-| E- NOTCH1 (NICD), RBP-J kappa

differentiation 03| 02| 03| 02 (CBF1), ERK1/2
6.8133|68|33
57| 57| 57| 57

Impaired inhibitory action of lipoxins E-| E-| E-| E

on neutrophil migration in CF 03| 02| 03| 02 ERK1/2, MYLK1, MLCK
6.8133|68|33
57| 57| 57| 57

Regulation of lipid metabolism_Insulin E-| E-| E-| E

reqgulation of glycogen metabolism 03| 02| 03| 02 ERK1/2, GRB2, HXK4
7213417234
02| 90| 02| 90

Cytoskeleton remodeling FAK E-1 E-| E| E

signaling 03| 02| 03| 02 CRK, ERK1/2, GRB2
7913879 3.8
23| 00| 23| 00

Immune response_TREM1 signaling E-| B E-| E

pathway 03| 02| 03| 02 Ubiquitin, ERK1/2, GRB2
8313983139
59| 29| 59| 29

Development TGFE-beta-induction of E-| B E-| E

EMT via ROS 03| 02| 03| 02 p38 MAPK, GRB2
8339|8339
59| 29| 59| 29

Translation IL-2 requlation of E-| E-| E-| E-

translation 03| 02| 03| 02 GRB2, 4E-BP1



http://portal.genego.com/cgi/imagemap.cgi?id=432
http://portal.genego.com/cgi/imagemap.cgi?id=432
http://portal.genego.com/cgi/imagemap.cgi?id=566
http://portal.genego.com/cgi/imagemap.cgi?id=566
http://portal.genego.com/cgi/imagemap.cgi?id=6514
http://portal.genego.com/cgi/imagemap.cgi?id=6514
http://portal.genego.com/cgi/imagemap.cgi?id=4613
http://portal.genego.com/cgi/imagemap.cgi?id=4613
http://portal.genego.com/cgi/imagemap.cgi?id=2692
http://portal.genego.com/cgi/imagemap.cgi?id=2692
http://portal.genego.com/cgi/imagemap.cgi?id=725
http://portal.genego.com/cgi/imagemap.cgi?id=725
http://portal.genego.com/cgi/imagemap.cgi?id=449
http://portal.genego.com/cgi/imagemap.cgi?id=449
http://portal.genego.com/cgi/imagemap.cgi?id=2955
http://portal.genego.com/cgi/imagemap.cgi?id=2955
http://portal.genego.com/cgi/imagemap.cgi?id=3247
http://portal.genego.com/cgi/imagemap.cgi?id=3247
http://portal.genego.com/cgi/imagemap.cgi?id=2770
http://portal.genego.com/cgi/imagemap.cgi?id=2770

Table 6S: Enrichment analysis report. Enrichment by Pathway Maps (healthy control vs Grade 1V)

Enrichment by Pathway Maps

GRADE

IV_INPUT(1)_genelis

t

To | pVal Min p- I Network
# Maps tal e FDR | value FDR | Dat Ob]e_cts from
a Active Data
Immune response IL-4 signaling 1.280 | 3.435 | 1.280 | 3.435 IGHG4, IGHG1,
1| pathway 44 | E-04 | E-02| E-04| E-02| 3 ERK1/2
Immune response HSP60 and 2.363 | 3.435 | 2.363 | 3.435 TIRAP (Mal),
2| HSP70/ TLR signaling pathway 54 E-04 E-02 E-04 E-02 3 HSP70, ERK1/2
4,447 | 3.435 | 4.447 | 3.435
3| Transport RAB3 requlation pathway | 14 | E-04 | E-02 E-04 | E-02 2 Rab-3B, Rab-3
Cell cycle Nucleocytoplasmic 4,447 | 3.435 | 4.447 | 3.435 Cyclin B1, ERK1
4| transport of CDK/Cyclins 14| E-04| E-02| E-04| E-02| 2 | (MAPK3)
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Table 6S: Enrichment analysis report. Enrichment by Pathway Maps (healthy control vs SVZp)

SVZp Limma
Enrichment by Pathway Maps Input_genelist
T Min | p- In :
4 Maps ot pVa ED | val FD Da Network_ObJects from
lue R Active Data
al R ue ta
6.7| 22| 67| 2.2 NOTCH1 (NICD), NOTCH1
Development Notch Signaling | 4| 29E | 14E | 29E | 14E (NEXT), NOTCH1 precursor,
1| Pathway 3| -06| -03| -06| -03| 4 | NOTCH1 receptor
21| 34| 21| 34
Development NOTCH-induced | 1| 21E | 88E | 21E | 88E NOTCH1 (NICD), NOTCH1
2| EMT 9| -05| -03| -05| -03| 3 | (NEXT), NOTCH1 receptor
Development NOTCH1- 121 13} 1.2 13
3| activity modulation 4| -04| -02| -04| -02| 3 | (NEXT), NOTCH1 receptor
27| 22| 27| 2.2
Immune response_|L-4 4| 60E | 70E | 60E | 70E
4| signaling pathway 4| -04| -02| -04| -02| 3 |IGHG4, |GHG1, ERK1/2
Development Oligodendrocyte 4.2\ 28| 42 28
differentiation from adult stem 5| 81| 17E| 81E | 17E NOTCH1 (NICD), NOTCH1
5| cells 1| -04| -02| -04| -02| 3 | receptor, ERK1/2
73| 34| 73| 34
Transport RAB3 requlation 1| 94E| 75E| 94E | 75E
6| pathway 41 -04| -02| -04| -02| 2 | Rab-3B, Rab-3
73| 34| 73| 34
Cell cycle Nucleocytoplasmic | 1| 94E | 75E| 94E | 75E
7| transport of CDK/Cyclins 4| -04| -02| -04| -02| 2 | CyclinB1, ERK1 (MAPK3)

No significant pathways enriched in healthy control vs SVZp comparison by Pathway maps.
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Table 6S: Enrichment analysis report. Enrichment by Pathway Maps (SVZp vs SVZn)

Enrichment by Pathway Maps

SVZp VS SVZn Limma List_genelist

Network
3 Objects
# MRS Taﬁt pVealu I':\A[;rll? vallallle RIS Dlanta o
Active
Data
1.298E | 3.504E | 1.298E | 3.504E MJD
1 | Requlation of degradation of wtCFTR 20 -02 -02 -02 -02 1 (ataxin-3)
Proteolysis Putative ubiquitin 1.492E | 3.504E | 1.492E | 3.504E MJD
2 | pathway 23 -02 -02 -02 -02 1 (ataxin-3)
Neurophysiological process _Visual 1.942E | 3.504E | 1.942E | 3.504E
3 | perception 30 -02 -02 -02 -02 1 GCAP1
LRRK2 in neurons in Parkinson's 2.135E | 3.504E | 2.135E | 3.504E
4 | disease 33 -02 -02 -02 -02 1 eEF1A
2.391E | 3.504E | 2.391E | 3.504E
5 | Glycogen metabolism 37 -02 -02 -02 -02 1 PGMU
|mmune response Generation Of 2391E 3504E 2391E 3504E GABP
6 | memory CD4+ T cells 37 -02 -02 -02 -02 1 alpha
Requlation Of deqradation Of 2.519E 3.504E 2.519E 3.504E MJD
7 | deltaF508-CFTR in CF 39 -02 -02 -02 -02 1 (ataxin-3)
2.519E | 3.504E | 2.519E | 3.504E
8 | Propionate metabolism p.1 39 -02 -02 -02 -02 1 3HIDH
Pentose phosphate pathway/ Rodent 2.774E | 3.504E | 2.774E | 3.504E
9 | version 43 -02 -02 -02 -02 1 PGMU
1 2.838E | 3.504E | 2.838E | 3.504E
0 | Pentose phosphate pathway 44 -02 -02 -02 -02 1 PGMU
1 2.965E | 3.504E | 2.965E | 3.504E
1 | Glycolysis and gluconeogenesis p. 1 46 -02 -02 -02 -02 1 PGMU
1 3.790E | 4.105E | 3.790E | 4.105E
2 | Galactose metabolism 59 -02 -02 -02 -02 1 PGMU
1| Galactose metabolism/ Rodent 4.105E | 4.105E | 4.105E | 4.105E
3 | version 64 -02 -02 -02 -02 1 PGMU
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Table 7S: Enrichment analysis report. Enrichment by Metabolic Networks (healthy control vs Grade 1)

Enrichment by Metabolic Networks

GRADE II_INPUT_genelist

Netwo
rk
3 Objec
Tot Min In
# Networks al pValue EDR p-value FDR Data fts
rom
Active
Data
4.118E- | 1.235E- | 4.118E- | 1.235E-
1 | Phosphatidic acid pathway 13 03 02 03 02 1 SNX1
2.865E- | 2.896E- | 2.865E- | 2.896E-
2 | Phosphatidylethanolamine pathway 91 02 02 02 02 1 CDh44
Phosphatidylinositol-4,5- 2.896E- | 2.896E- | 2.896E- | 2.896E-
3 | diphosphate pathway 92 02 02 02 02 1 SNX1

No significant pathways enriched in healthy control vs Grade Il comparison by Metabolic Networks.

No significant pathways enriched in healthy control vs Grade IV comparison by Metabolic Networks.
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Table 7S: Enrichment analysis report. Enrichment by Metabolic Networks (healthy control vs SVZp)

SVZp Limma
Enrichment by Metabolic Networks Input_genelist
. - In .
To | pVal | Min P Network Objects from

# NS tal | ue FDR vaelu RIS D:t Active Data

1.83 | 4.40| 1.83 | 4.40

Phosphatidylethanolamine 7E- 9E- 7E- 9E- Tissue kallikreins, Kallikrein 1,

1| pathway 91 05 04 05 04 | 4 | Annexin XI, Kallikrein 3 (PSA)

2.03 | 243 | 2.03| 243
2| phosphocholine pathway 0 03 02 03 02| 3 |ERK1/2

No significant pathways enriched in healthy control vs SVZn comparison by Metabolic Networks.

No significant pathways enriched in SVZp vs SVZn comparison by Metabolic Networks.
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Table 8S: Enrichment analysis report. Enrichment by Process Networks (healthy control vs Grade Il)

Enrichment by Process Networks

GRADE

II_INPUT_genelist

In

To | pValu Min p- Network Objects from
# NIERTIEES tal e FDR | value FoR D;t Active Data
Cell adhesion Cell- 21| 2.071| 5.178 | 2.071 | 5.178 CD44 (EXT), CD44, CD44
1| matrix interactions 1 E-04 E-03 E-04 E-03 4 soluble, CD44 (ICD)
2| filaments 6 E-03 E-02 E-03 E-02 3 CD44, MYLK1, MLCK
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Table 8S: Enrichment analysis report. Enrichment by Process Networks (healthy control vs Grade Ill)

Enrichment by Process Networks

GRADE III_INPUT_4(1)_genelist

T Mi
o| P n|P|E |l .
Networks i Va ElVvVa|p D Network_ObJects from
a lu D lu R at Active Data
[ le|Rr|® a
8.| 8| 8| 8.
40 | 05 | 40| 05 CRK, NOTCH1 (NICD), ERK1 (MAPK3), STATS,
Development Blood 2| 3E| 8E| 3E| 8E RBP-J kappa (CBF1), NOTCH1 receptor, ERK1/2,
vessel 2 - - - - | 1 | Guanylate cyclase A (NPR1), GRB2, Notch,
morphogenesis 8| 06| 04| 06| 04| 2 | NOTCH1 (NEXT), NOTCH1 precursor
1.| 8. | 1.| 8.
19| 05| 19| 05 NOTCH1 (NICD), p38 MAPK, ERK1 (MAPK3),
Signal 2| 4E| 8E | 4E | 8E RBP-J kappa (CBF1), NOTCH1 receptor,
transduction NOTCH | 3 - - - - | 1 | p38gamma (MAPK12), Ubiquitin, ERK1/2, GRB2,
signaling 6|05| 04| 05| 04| 2 | NOTCH1 (NEXT), NOTCH1 precursor, 4E-BP1
2.1 9. 2.] 9.
05|24 | 05| 24
Development Hemop 1|4E| 2B | 4| 2E
oiesis, Ervthropoietin_ | 3| | -| -| - STATSA, p38 MAPK, ERK1 (MAPK3), Bim, STATS,
pathway 6| 05| 04| 05| 04| 9 | p38gamma (MAPK12), ERK1/2, CrkL, GRB2
4. | 1.| 4. 1.
Development EMT 10| 381 10| 38
Regqulation of
epithelial-to- 2| 8E| 6E | 8E | 6E CRK, NOTCH1 (NICD), p38 MAPK, RBP-J kappa
J)—mesench){mal 2| -| -| -| -| 1] (CBF1), NOTCH1 receptor, ERK1/2, CrkL, GRB2,
transition 5/ 05| 03| 05| 03| 1 | NOTCH1 (NEXT), 4E-BP1, Occludin
1. 4. 1.| 4.
54| 16 | 54 | 16
1| 3E| 7E| 3E| 7E
Cytoskeleton Actin 70 - -| -] - CRK, ERK1 (MAPK3), LASP1, Twinfilin, ERK1/2,
filaments 6| 04| 03| 04| 03| 9 | MYLK1, GRB2, Tropomodulin, MLCK
4. 1.| 4.| 1.
63| 04| 63| 04
Cell 1| 1E| 2E| 1E | 2E
adhesion Glycoconju | | -| -| -| - Reticulon 4, Siglec-8, ERK1 (MAPK3), ERK1/2,
gates 2| 04| 02| 04| 02| 8 | Siglec-E, SAP, Galectin-13, SIGLEC5
8.| 1.| 8. | 1.
43 | 51| 43| 51
7E | 2E| 7E | 2E
Immune response IL- | 3| - - -| -
5 signalling 8| 04| 02| 04| 02| 4 | STATS, ERK1/2, CrkL, GRB2
ﬁpgptgz:z rr'?ggiated 81 1. 81 L
by external signals 119615196 51
via MAPK and 7| 2E| 2E| 2E | 2E CRK, STAT5A, p38 MAPK, Bim, STATS5, ERK1/2,
JAK/STAT 9 - - - - | 8 | CrkL, GRB2
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04| 02|04 02
1. 1. 1. 1.
10| 65| 10| 65
1| 4| 5E| 4E | 5E
Inflammation 1L-2 o -| -| -| - STATSA, p38 MAPK, ERK1 (MAPK3), STATS,
signaling 4|1 03|02|03]|02 ERK1/2, GRB2
1. 2. 1. 2.
551 10| 55| 10
Cell 1| 7E| 2E| 7E | 2E Reticulon 4, Siglec-8, NOTCH1 (NICD), ERK1
adhesion Amyloid 9 -| -| -| - (MAPK3), NOTCH1 receptor, ERK1/2, GRB2,
proteins 5({03]02]| 03] 02 Notch
2. 3. 2.| 3.
71133 71| 33
1| 5E| 2E | 5E | 2E
DNA 2 - - - - RAD1, p38 MAPK, ERK1 (MAPK3), p38gamma
damage Checkpoint | 4| 03| 02| 03 | 02 (MAPK12), Ubiquitin, ERK1/2
3.1 3. 3. 3.
06 | 44| 06 | 44
1| OE| 2E| OE | 2E
Translation Requlatio | 2| ~-| -| -| - p38 MAPK, ERK1 (MAPK3), p38gamma
n of initiation 7(103]02]|03]| 02 (MAPK12), ERK1/2, GRB2, 4E-BP1
3.1 3. 3. 3.
43 | 56 | 43 | 56
Immune 1| 7E| 9E | 7E | 9E
response TCR 7 - - - - p38 MAPK, ERK1 (MAPK3), Bim, p38gamma
signaling 4103|02|03|02 (MAPK12), Ubiquitin, ERK1/2, GRB2
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Table 8S: Enrichment analysis report. Enrichment by Process Networks (healthy control vs Grade IV)

GRADE
Enrichment by Process Networks IV_INPUT_genelist
4 Networks c;l-t pval | Min vgl-u FDR Dlgt Network Objects from
al ue FDR . A Active Data
Protein 8.64 | 878 | 8.64 | 878
folding Response to 3E-| O9E-| 3E-| O9E
1| unfolded proteins 69 05 03 05 03| 4 | HSPA1B, HSP70, HSPA1A, HSPA2
1.59 | 8.78 | 1.59 | 8.78 Olfactory receptor, HSP70, ERK1
Reproduction Male 24 8E- 9E- 8E- 9E- (MAPK3), HSPA1A, HSPA2,
2| sex differentiation 6 04 03 04 03| 6 | ERK1/2
6.20 | 1.55| 6.20 | 1.55
Inflammation 1L-4 11 1E- 2E- 1E- 2E- IGHG4, IGHG1, ERK1 (MAPK3),
3| signaling 5 04 02 04 02| 4 | ERK1/2
6.29 | 1.55| 6.29 | 1.55
20 1E- 2E- 1E- 2E- Cyclin B1, ERK1 (MAPK3), CKS2,
4| Cell cycle G2-M 6 04 02 04 02| 5 | CyclinB, ERK1/2
7.05| 1.55| 7.05| 1.55
Protein folding_Folding | 11 6E- 2E- 6E- 2E-
5| in normal condition 9 04 02 04 02| 4 | HSPA1B, HSP70, HSPA1A, HSPA2
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Table 8S: Enrichment analysis report. Enrichment by Process Networks (healthy control vs SVZp)

SVZp Limma
Enrichment by Process Input_genelis
Networks t
I pV Mi p- In _
4 Networks t la | ™ | val FD | D Network.ObJects from
FD R | at Active Data
al e ue
| R a
6.0 6.6 | 6.0 6.6 Tissue kallikreins, Kallikrein 1, NOTCH1 (NICD),
Development Blo 2| 13| 74| 13| 74 Notch, NOTCH1 (NEXT), ERK1 (MAPK3), NOTCH1
od vessel 2| E-| E-| E-| E-| 1 | precursor, NOTCH1 receptor, Kallikrein 3 (PSA),
1| morphogenesis 8| 08| 06| 08| 06| O | ERK1/2
2614|2614
Development Ne 1134 62 34| 62
urogenesis in 9| E-| E-| E-| E- LHX1, NOTCH1 (NICD), Notch, NOTCH1 (NEXT),
2| general 21 05| 03| 05| 03| 7 | NOTCH1 precursor, NOTCH1 receptor, ERK1/2
4115|141 |15
2| 44| 33| 44| 33
0| E-| E-| E-| E- Cyclin B1, ERK1 (MAPK3), 14-3-3 zeta/delta,
3| Cell cycle G2-M 6| 05| 03| 05| 03| 7 | CKS2, Cyclin B, ERK1/2, 14-3-3
15143|15|43
2| 58| 24| 58| 24 Cyclin B1, LHX1, NOTCH1 (NICD), NOTCH1
Development He | 5| E-| E-| E-| E- (NEXT), ERK1 (MAPK3), NOTCH1 precursor,
4| dgehog signaling 41 04| 03| 04| 03| 7 | NOTCH1 receptor
2659|2659
DNA 1] 98| 8| 98| 89
damage Checkp | 2| E-| E-| E-| E- ERK1 (MAPK3), 14-3-3 zeta/delta, Cyclin B,
5| oint 4| 04| 03| 04| 03| 5 | ERK1/2, 14-3-3
55| 10|55 1.0
1| 58| 28| 58| 28
inflammation TR | 4| E-| E-| E-| E- TIRAP (Mal), ERK1 (MAPK3), 14-3-3 zeta/delta,
6 | EM1 signaling 5/ 04| 02| 04| 02| 5 | ERK1/2,14-3-3
7511|7511
Signal 2| 29| 94| 29| 94
t_g_ransduction NO | 3| E-| E-| E-| E- NOTCH1 (NICD), NOTCH1 (NEXT), ERK1 (MAPK3),
7| TCH signaling 6| 04| 02| 04| 02| 6 | NOTCH1 precursor, NOTCH1 receptor, ERK1/2
15(22| 15| 2.2
e Re 11 87| 02| 87 02
cytoskeleton 8| E-| E-| E-| E- ERK1 (MAPK3), CD43, 14-3-3 zeta/delta, ERK1/2,
8 | rearrangement 31 03| 02| 03| 02| 5 |14-3-3
20232023
1| 34| 26| 34| 26
Inflammation IL-4 | 1| E-| E-| E-| E-
9| signaling 5| 03| 02| 03| 02| 4 | IGHG4, IGHG1, ERK1 (MAPK3), ERK1/2
1 %esion Amyloi 1121)23(21|23 NOTCH1 (NICD), Notch, ERK1 (MAPK3), NOTCH1
0| d proteins 9| 00| 26| 00| 26| 5 | receptor, ERK1/2
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03| 02| 03| 02

231232323

=

m
]

m
]

m
]

m
]

Inflammation 1L-6
signaling 9| 03| 02| 03| 02| 4 | ERK1(MAPK3), 14-3-3 zeta/delta, ERK1/2, 14-3-3

3129|3129

Reproduction_Pro )
gesterone Cyclin B1, ERK1 (MAPK3), NOTCH1 precursor,

signaling 4| 03| 02| 03| 02| 5 | SULT1E1, CKS2

=

m
]

m
]

m
]

m
]
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Table 8S: Enrichment analysis report. Enrichment by Process Networks (healthy control vs SVZn)

Enrichment by Process Networks

SVZn Limma
Input_genelist

. In .
To | pValu | Min p- Network Objects from
# NERTETS tal e FDR | value AR D:t Active Data
Protein folding Response 6.564 | 6.171 | 6.564 | 6.171 HSPA1B, HSP70, HSPA2,
1| to unfolded proteins 69 E-05 E-03 E-05 E-03 5 HSPA1A, HSC70
Protein folding Folding in 11| 8.447 | 3.970 | 8.447 | 3.970 HSPA1B, HSP70, HSPA2,
2 | normal condition 9 E-04 E-02 E-04 E-02 5 HSPA1A, HSC70

No significant pathways enriched in SVZp vs SVZn comparison by Process Networks.
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Table 9S: Enrichment analysis report. Enrichment by GO Processes (healthy control vs Grade 1)

GRADE
II_INPUT gen
Enrichment by GO Processes elist
Z PV Mni P~ | FD IS Network Objects from
G PTOEESEES ; a(Iau FD \GZJ R | at Active Data
| R a
1.7 64| 17| 64
51| 83| 51| 83
3 E- E- E- E- MYLK1, MLCK, EYA1,
1 | aorta morphogenesis 0| 09| 07| 09| 07| 4 | Telokin
26| 64| 26| 6.4
13| 83| 13| 83
3 E- E- E- E- MYLK1, MLCK, EYA1,
2 | aorta development 31 09| 07| 09| 07| 4 | Telokin
291 64| 29| 64
64| 83| 64| 83
aorta smooth muscle tissue E-| E-| E-| E
3 | morphogenesis 6| 09| 07| 09| 07| 3 | MYLK1, MLCK, Telokin

29164 | 29| 6.4
64| 83| 64| 83
E-| E-| E-| E-
4 | cellular hypotonic response 6| 09| 07| 09| 07| 3 | MYLK1, MLCK, Telokin

82|14 | 82| 1.4
93| 51| 93| 51
E-| E-| E-| E-
5 | hypotonic response 8| 09| 06| 09| 06| 3 | MYLK1, MLCK, Telokin

32| 47| 32| 4.7
54 | 45| 54| 45
1 E- E- E- E-
6 | bleb assembly 2| 08| 06| 08| 06| 3 | MYLK1, MLCK, Telokin

89(11|89| 11
82| 23| 82| 23
7| E-| E-| E-| E- MYLK1, MLCK, EYA1,
7 | artery morphogenesis 8| 08| 05| 08| 05| 4 | Telokin

1.3 13| 13|13
98 | 90| 98 | 90
8 E- E- E- E- MYLK1, MLCK, EYA1,
8 | artery development 7| 07| 05| 07| 05| 4 | Telokin

14| 13]14| 13
30| 90| 30| 90
E-| E-| E-| E-

9 | tonic smooth muscle contraction 07| 05| 07| 05| 3 | MYLK1, MLCK, Telokin

221192219
70| 86| 70| 86| 3 | MYLK1, MLCK, Telokin

NN (O -

0 | positive regulation of wound healing
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E- E- E- E-
07| 05| 07| 05
96| 76|96 | 7.6
07| 42| 07| 42
3 E- E- E- E-
smooth muscle tissue development 5| 07| 05| 07| 05 MYLK1, MLCK, Telokin
10| 77| 10| 7.7
6| 64| 61| 64| 61
9| E-| E-| E-| E- CD44, MYLK1, MLCK,
tissue morphogenesis 3|1 06| 05| 06| 05 LHX1, EYA1, Telokin
16| 11]16 | 1.1
81| 32| 81| 32
4 E- E- E- E-
cellular response to osmotic stress 2|1 06| 04| 06| 04 MYLK1, MLCK, Telokin
1.1 68| 11| 6.8
01| 82| 01| 82
branching involved in ureteric bud 71 B B B E
morphogenesis 8| 05| 04| 05| 04 CD44, LHX1, EYAl
1.3 180 13| 8.0
76| 29| 76| 29
8 E- E- E- E-
smooth muscle contraction 4| 05| 04| 05| 04 MYLK1, MLCK, Telokin
16| 84| 16| 84
6| 06| 30| 06| 30
2 E- E- E- E- CD44, MYLK1, MLCK,
blood vessel development 31 05| 04| 05| 04 EYA1, Telokin
16| 84| 16| 84
38| 30| 38| 30
8 E- E- E- E-
ureteric bud morphogenesis 9| 05| 04| 05| 04 CD44, LHX1, EYAl
1(17| 86| 1.7 | 8.6
1| 76| 34| 76| 34
2| E-| E-| E-| E- CD44, MYLK1, MLCK,
organ morphogenesis 7| 05| 04| 05| 04 LHX1, EYA1, Telokin
2210|2210
6| 49| 36| 49| 36
6| E-| E-| E-| E- CD44, MYLK1, MLCK,
vasculature development 8| 05| 03| 05| 03 EYA1, Telokin
26| 10| 26| 1.0
1| 14| 91| 14| 91
0 E- E- E- E-
muscle tissue morphogenesis 4| 05| 03| 05| 03 MYLK1, MLCK, Telokin
1/26]|10| 26| 10
8| 19| 91| 19| 91 CD44, VDAC 1, MYLK1,
7| E-| E-| E-| E- MLCK, LHX1, EYAL,
tissue development 9| 05| 03| 05| 03 Telokin
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32112 (32| 1.2
1| 63| 98| 63| 98
1 E- E- E- E-
muscle organ morphogenesis 2| 05| 03| 05| 03 MYLK1, MLCK, Telokin
3613|3613
1| 23| 21| 23| 21
1 E- E- E- E-
response to osmotic stress 6| 05| 03| 05| 03 MYLK1, MLCK, Telokin
36(13|36| 1.3
1| 23| 21| 23| 21
positive regulation of calcium ion 1| B} B E| E
transport 6| 05| 03| 05| 03 MYLK1, MLCK, Telokin
60| 21| 60|21
1| 82| 29| 82| 29
3 E- E- E- E-
ureteric bud development 8| 05| 03| 05| 03 CD44, LHX1, EYAlL
6.4|21|64]|21
1| 8| 82| 8| 82
4 E- E- E- E-
requlation of wound healing 1| 05| 03| 05| 03 MYLK1, MLCK, Telokin
75| 24| 75| 24
4| 76 | 55| 76 | 55
2 E- E- E- E- MYLK1, MLCK, EYA1,
muscle tissue development 5/ 05| 03| 05| 03 Telokin
94129|94| 29
1| 40| 50| 40| 50
positive regulation of response to 6| E-| E-| E| E
wounding 0| 05| 03| 05| 03 MYLK1, MLCK, Telokin
13|40 13| 4.0
1| 38| 38| 38| 38
8 E- E- E- E-
actin filament organization 0| 04| 03| 04| 03 MYLK1, MLCK, Telokin
17|51 17|51
5| 65| 48| 65| 48
2| E-| E-| E-| E- MYLK1, MLCK, EYA1,
blood vessel morphogenesis 9| 04| 03| 04| 03 Telokin
1/21|59| 21|59
0| 60| 06| 60| 06
7| E-| E-| E-| E- CD44, MYLK1, MLCK,
circulatory system development 4| 04| 03| 04| 03 EYAL, Telokin
1/21|59| 21|59
0| 60| 06| 60| 06
7| E-| E-| E-| E- CD44, MYLK1, MLCK,
cardiovascular system development 4| 04| 03| 04| 03 EYA1, Telokin
2126|6926 69
branching morphogenesis of an epithelial | 2 | 18 | 42| 18| 42
tube 6 E- E- E- E- CD44, LHX1, EYAl1
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04| 03| 04| 03
33| 86| 33| 86
2| 58| 42| 58| 42
3 4 E- E- E- E-
4 | cell projection assembly 6| 04| 03| 04| 03 MYLK1, MLCK, Telokin
36| 89| 36| 89
2| 88| 38| 88| 38
3 5 E- E- E- E-
5 | requlation of calcium ion transport 4| 04| 03| 04| 03 MYLK1, MLCK, Telokin
36| 89| 3.6 | 8.9
2| 88| 38| 88| 38
3 5 E- E- E- E-
6 | morphogenesis of a branching epithelium | 4 | 04| 03| 04| 03 CD44, LHX1, EYAl
1(3.7|89]| 3.7 89
9| 8| 38| 84| 38
3 | positive regulation of response to 4| E-| E| E| E CD44, IGHG1, MYLK1,
7 | stimulus 31 04| 03| 04| 03 MLCK, EYA1, Telokin
39,89 | 39| 89
2| 05| 38| 05| 38
3 5 E- E- E- E-
8 | positive regulation of ion transport 9| 04| 03| 04| 03 MYLK1, MLCK, Telokin
401 89| 40| 89
2| 8| 38| 84| 38
3 6 E- E- E- E-
9 | morphogenesis of a branching structure 3|1 04| 03| 04| 03 CD44, LHX1, EYA1
1140|8940 89
2| 8 | 38| 86| 38
4 3 E- E- E- E- CD44, MYLK1, MLCK,
0 | cell projection organization 1| 04| 03| 04| 03 LHX1, Telokin
1142190421 9.0
2| 58| 88| 58| 88
4 4 E- E- E- E- CD44, MYLK1, MLCK,
1 | requlation of response to stress 2| 04| 03| 04| 03 EYA1, Telokin
531105310
21 79| 33| 79| 33
4 8 E- E- E- E-
2 | muscle contraction 9| 04| 02| 04| 02 MYLK1, MLCK, Telokin
5410|5410
7| 8| 33| 8| 33
4 1 E- E- E- E- VDAC 1, MYLK1, MLCK,
3 | requlation of ion transport 2| 04| 02| 04| 02 Telokin
5710|5710
90| 33| 90| 33
4 E- E- E- E-
4 | horizontal cell localization 1| 04 02| 04| 02 LHX1
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57110 57| 1.0
90| 33| 90| 33
E- E-| E-| E-
uterine epithelium development 1| 04| 02| 04| 02 LHX1
57110 | 57| 1.0
90| 33| 90| 33
E- E-| E-| E-
oviduct epithelium development 1| 04| 02| 04| 02 LHX1
57110 | 57| 1.0
90| 33| 90| 33
E- E-| E-| E-
nephric duct elongation 1| 04 02| 04| 02 LHX1
57110 57| 1.0
90| 33| 90| 33
response to injury involved in regulation E-| E-| E-| E-
of muscle adaptation 1| 04 02| 04| 02 NOL3
57110 57| 1.0
90| 33| 90| 33
E- E-| E-| E-
macrophage fusion 1| 04 02| 04| 02 CD44
4(59(110|59]|1.0
1] 01| 33| 01| 33 CD44,VDAC1, IGHG],
5 E- E-| E-| E- MYLK1, NOL3, MLCK,
response to stress 6| 04| 02| 04| 02 EYA1, Telokin
96| 16| 9.6 | 1.6
3| 96| 54| 96| 54
5 E- E-| E-| E-
requlation of metal ion transport 4| 04| 02| 04| 02 MYLK1, MLCK, Telokin
99| 16| 99| 1.6
3| 35| 54| 35| 54
5 E- E-| E-| E-
muscle system process 71 04) 02| 04| 02 MYLK1, MLCK, Telokin
10| 16| 10| 1.6
3| 02| 54| 02| 54
5 E- E-| E-| E-
cellular response to abiotic stimulus 8| 03| 02| 03| 02 MYLK1, MLCK, Telokin
1.1 18] 11| 1.8
58 | 42| 58| 42
positive regulation of anterior head E-| E-| E-| E-
development 2| 03| 02| 03| 02 LHX1
1.1 18] 11| 1.8
58 | 42| 58| 42
E- E-| E-| E-
requlation of anterior head development 2| 03] 02| 03| 02 LHX1
1/11]18)11| 1.8
5| 8| 48| 83| 48 MYLK1, NOL3, MLCK,
response to abiotic stimulus 5 E- E- E- E- EYA1, Telokin



http://portal.genego.com/cgi/process.cgi?id=-1404236516
http://portal.genego.com/cgi/process.cgi?id=-1445150429
http://portal.genego.com/cgi/process.cgi?id=-870957917
http://portal.genego.com/cgi/process.cgi?id=-766197685
http://portal.genego.com/cgi/process.cgi?id=-766197685
http://portal.genego.com/cgi/process.cgi?id=-1223349478
http://portal.genego.com/cgi/process.cgi?id=-1767027701
http://portal.genego.com/cgi/process.cgi?id=-1324898153
http://portal.genego.com/cgi/process.cgi?id=-661116632
http://portal.genego.com/cgi/process.cgi?id=-1613435227
http://portal.genego.com/cgi/process.cgi?id=-2063244582
http://portal.genego.com/cgi/process.cgi?id=-2063244582
http://portal.genego.com/cgi/process.cgi?id=-349261247
http://portal.genego.com/cgi/process.cgi?id=-479778151

03| 02| 03| 02
121191219
45| 11| 45| 11
E-| E-| E-| E-
renal system development 03| 02| 03| 02 CD44, LHX1, EYA1
13(119]13| 19
69| 19| 69| 19
E-| E-| E-| E-
muscle organ development 03| 02| 03| 02 MYLK1, MLCK, Telokin
15(119]15| 19
76 | 19| 76| 19
E-| E-| E-| E-
epithelial tube morphogenesis 03| 02| 03| 02 CD44, LHX1, EYAl1
15(119] 15| 19
76| 19| 76| 19
E-| E-| E-| E-
positive regulation of cell migration 03| 02| 03| 02 MYLK1, MLCK, Telokin
1519|1519
negative regulation of cysteine-type 93| 13] 93 19
endopeptidase activity involved in E-| B E| E
apoptotic process 03| 02| 03| 02 CD44, NOL3
1619|1619
85| 19| 85| 19
E-| E-| E-| E-
formation of primary germ layer 03| 02| 03| 02 LHX1, EYA1
1619|1619
86| 19| 86| 19
E-| E-| E-| E- MYLK1, MLCK, EYA1,
cytoskeleton organization 03| 02| 03| 02 Telokin
1619|1619
93| 19| 93| 19
regulation of anatomical structure E-| E-| E| E MLCK, PQBP-1, LHX1,
morphogenesis 03| 02| 03| 02 EYAl
16|19 16| 19
97| 19| 97| 19
E-| E-| E-| E-
positive requlation of cell motility 03| 02| 03| 02 MYLK1, MLCK, Telokin
1.7 11917 19
16| 19| 16| 19
negative regulation of cysteine-type E-| E-| E-| E-
endopeptidase activity 03| 02| 03| 02 CD44, NOL3
1.7 119 1.7 19
36| 19| 36| 19
positive regulation of fast-twitch skeletal E- E-| E-| E-
muscle fiber contraction 03| 02| 03| 02 MLCK
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1.7 19| 1.7 | 1.9

positive regulation of epithelial cell 36| 191 36 19

differentiation involved in kidney E-| B E-| E
development 03| 02| 03| 02 LHX1

1.7 19| 1.7 | 1.9

36| 19| 36| 19

positive regulation of nephron tubule E-| B E-| E
epithelial cell differentiation 03| 02| 03| 02 LHX1

1.7 19| 1.7 | 1.9

36| 19| 36| 19

regulation of twitch skeletal muscle E-| E-| E| E
contraction 03| 02| 03| 02 MLCK

1.7 19| 1.7 | 1.9

36| 19| 36| 19

requlation of fast-twitch skeletal muscle E-| B E| E
fiber contraction 03| 02| 03| 02 MLCK

1.7 19| 1.7 | 1.9

36| 19| 36| 19

positive regulation of neutrophil apoptotic E-| B E| E
process 03| 02| 03| 02 CD44

1.7 19| 1.7 | 1.9

36| 19| 36| 19

positive regulation of leukocyte cell-cell E-| B E| E
adhesion 03| 02| 03| 02 CDh44

1.7 19| 1.7 | 1.9

36| 19| 36| 19

requlation of vascular permeability E-| E-| E| E
involved in acute inflammatory response 03| 02| 03| 02 MLCK

1.7 19| 1.7 | 1.9

36| 19| 36| 19

positive regulation of monocyte E-| E-| E-| E-
aggregation 03| 02| 03| 02 CD44

1.7 19| 1.7 | 1.9

36| 19| 36| 19

E- E- E- E-
monocyte aggregation 03| 02| 03| 02 CDh44

1.7 19| 1.7 | 1.9

36| 19| 36| 19

E- E- E- E-
cervix development 03| 02| 03| 02 LHX1

1.7 19| 1.7 | 1.9

36| 19| 36| 19

E- E- E- E-
regulation of monocyte aggregation 03| 02| 03| 02 CD44

1.7 19| 1.7 | 1.9

36| 19| 36| 19
lateral motor column neuron migration E- E- E- E- LHX1
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03| 02| 03| 02
1.7 19| 17|19
4| 55| 19| 55| 19
3| E-| E-| E-| E-
tube morphogenesis 51 03| 02| 03| 02 CD44, LHX1, EYA1
1819|1819
4| 49| 97| 49| 97
positive regulation of cellular component | 4| E-| E-| E-| E-
movement 31 03| 02| 03| 02 MYLK1, MLCK, Telokin
2|118| 20| 18] 2.0
6| 90| 00| 90| 00
1| E-| E-| E-| E- CD44, MYLK1, MLCK,
anatomical structure morphogenesis 8| 03| 02| 03| 02 LHX1, EYA1, Telokin
18120 18] 2.0
4| 97| 00| 97| 00
4| E-| E-| E-| E-
urogenital system development 7| 03| 02| 03| 02 CD44, LHX1, EYAl
19| 20| 19| 20
4| 21| 01| 21| 01
4| E-| E-| E-| E-
positive regulation of locomotion 9 03| 02| 03| 02 MYLK1, MLCK, Telokin
20| 20|20 20
1| 10| 69| 10| 69
1| E-| E-| E-| E-
metanephros development 7| 03| 02| 03| 02 LHX1, EYA1
2321|2321
14| 99| 14| 99
metanephric part of ureteric bud E-| B E| E
development 4| 03| 02| 03| 02 LHX1
2321|2321
14| 99| 14| 99
E-| E-| E-| E-
ectoderm formation 4| 03| 02| 03| 02 LHX1
23] 21| 23|21
14| 99| 14| 99
E-| E-| E-| E-
spinal cord motor heuron migration 4| 03| 02| 03| 02 LHX1
23] 21| 23|21
14| 99| 14| 99
E-| E-| E-| E-
sarcomerogenesis 4| 03| 02| 03| 02 MLCK
23] 21| 23|21
14| 99| 14| 99
positive regulation of secondary heart E- E-| E-| E-
field cardioblast proliferation 4| 03| 02| 03| 02 EYAl



http://portal.genego.com/cgi/process.cgi?id=-2009192586
http://portal.genego.com/cgi/process.cgi?id=-335562297
http://portal.genego.com/cgi/process.cgi?id=-335562297
http://portal.genego.com/cgi/process.cgi?id=-1557809039
http://portal.genego.com/cgi/process.cgi?id=-1845750924
http://portal.genego.com/cgi/process.cgi?id=-461918998
http://portal.genego.com/cgi/process.cgi?id=-1745007682
http://portal.genego.com/cgi/process.cgi?id=-1638097891
http://portal.genego.com/cgi/process.cgi?id=-1638097891
http://portal.genego.com/cgi/process.cgi?id=-2044289244
http://portal.genego.com/cgi/process.cgi?id=-3392530
http://portal.genego.com/cgi/process.cgi?id=-158783356
http://portal.genego.com/cgi/process.cgi?id=-733466429
http://portal.genego.com/cgi/process.cgi?id=-733466429

231212321
14| 99| 14| 99
9 E- E- E- E-
1 | oviduct development 4| 03| 02| 03| 02| 1 |LHX1
231212321
14| 99| 14| 99
9 E- E- E- E-
2 | motor neuron migration 4| 03| 02| 03| 02| 1 |LHX2
231212321
4| 52| 99| 52| 99
9 8| E-| E-| E-| E-
3 | actin cytoskeleton organization 2| 03| 02| 03| 02| 3 | MYLK1, MLCK, Telokin
23] 21| 23|21
1| 62| 99| 62| 99
9 | embryonic skeletal system 2| B| E-| E| E
4 | morphogenesis 7| 03] 02| 03| 02| 2 | LHX1,EYAL
1124222422
0| 46| 53| 46| 53
9 6| E-| E-| E-| E- CD44, VDAC 1, LHX1,
5 | epithelium development 3] 03| 02| 03| 02| 4 |EYAL
2422|2422
4| 79| 60| 79| 60
9 9 E- E- E- E-
6 | regulation of response to wounding 1| 03| 02| 03| 02| 3 | MYLK1, MLCK, Telokin
3126|2326 23
8| 11| 45| 11| 45 CD44, IGHG1, MYLK1,
9 7 E- E- E- E- NOL3, MLCK, EYA1,
7 | requlation of response to stimulus 8| 03| 02| 03| 02| 7 | Telokin
81 26| 23| 26| 23 CD44, IGHG1, MYLK1,
2| 27| 45| 27| 45 NOL3, MLCK, PQBP-1,
9 2| E-| E-| E-| E- LHX1, RRP42, EYAL,
8 | macromolecule metabolic process 9| 03| 02| 03| 02| 10 | Telokin
1/26|23|26] 23
0| 90| 78| 90| 78
9 | anatomical structure formation involvedin | 9| E-| E-| E-| E- CD44, MLCK, LHX1,
9 | morphogenesis 1| 03] 02| 03| 02| 4 | EYAlL
28| 24| 28| 24
1 92| 57| 92| 57
0 E- E- E- E-
0 | requlation of leukocyte cell-cell adhesion 51 03| 02| 03| 02| 1 | CDh44
28| 24| 28| 24
1 92| 57| 92| 57
0 E- E- E- E-
1 | paramesonephric duct development 5| 03| 02| 03| 02| 1 |LHX1
1 28| 24| 28| 24
0 92| 57| 92| 57
2 | histone dephosphorylation 5| E-| E-| E-| E-| 1 |EYAl
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03| 02| 03| 02
2824|2824
92| 57| 92| 57
E-| E-| E-| E-
early endosome to Golgi transport 51 03| 02| 03| 02 SNX1
5/3.0|25] 3.0 25
2| 34| 52| 34| 52 CD44, IGHG1, MYLK1,
4| E-| E-| E-| E- MLCK, LHX1, EYA1,
positive requlation of biological process 9| 03| 02| 03| 02 Telokin, SNX1
30| 25| 30|25
5| 63| 53| 63| 53
2| E-| E-| E-| E-
morphogenesis of an epithelium 9| 03| 02| 03| 02 CD44, LHX1, EYAl1
3125|3125
5| 13| 70| 13| 70
3| E-| E-| E-| E-
actin filament-based process 2| 03| 02| 03| 02 MYLK1, MLCK, Telokin
34|27 |34\ 27
70| 11| 70| 11
E-| E-| E-| E-
satellite cell differentiation 6| 03| 02| 03| 02 MLCK
34|27 |34\ 27
70| 11| 70| 11
positive regulation of sarcomere E-| B E| E
organization 6| 03| 02| 03| 02 MLCK
34|27 |34\ 27
70| 11| 70| 11
negative requlation of mature B cell E-| B E| E
apoptotic process 6| 03| 02| 03| 02 CDh44
34|27 |34\ 27
70| 11| 70| 11
regulation of mature B cell apoptotic E-1 E-| E-| E
process 6 03| 02| 03| 02 CD44
34|27 |34\ 27
70| 11| 70| 11
E-| E-| E-| E-
regulation of neutrophil apoptotic process | 6 | 03 | 02| 03| 02 CDh44
34|27 |34 27
70| 11| 70| 11
E-| E-| E-| E-
requlation of muscle filament sliding 6 03| 02| 03| 02 MLCK
37| 28|37 2.8
1| 16| 77| 16| 77
regulation of response to DNA damage 6| E- E-| E-| E-
stimulus 0| 03] 02| 03| 02 CD44, EYAL
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39(3.0|39] 3.0

1 5| 34| 20| 34| 20

1 7 E- E- E- E-

4 | skeletal system development 8| 03| 02| 03| 02 CD44, LHX1, EYA1
40| 3.0|40] 3.0

1 47 | 53| 47| 53

1| metanephric comma-shaped body E-| B E-| E

5 | morphogenesis 7| 03| 02| 03| 02 LHX1

1 cerebellar Purki_nie c_ell-granule cgll 3(7) 352 443 352

precursor cell signaling involved in

1 | requlation of granule cell precursor cell E-| E-| E| E

6 | proliferation 71 03| 02| 03| 02 LHX1
41]3.0|41] 3.0

1 1| 35| 92| 35| 92

1 6 E- E- E- E-

7 | embryonic skeletal system development 9| 03| 02| 03| 02 LHX1, EYAl
441 32|44 3.2

1 1| 26| 82| 26| 82

1 7 E- E- E- E-

8 | gastrulation 5] 03] 02| 03| 02 LHX1, EYA1

5144|3244 3.2

1 5| 75| 8| 75| 89 CD44, MYLK1, MLCK,

1| cellular component organization or 5| E-| E| E| E PQBP-1, LHX1, RRP42,

9 | biogenesis 7| 03| 02| 03| 02 EYA1, Telokin
46| 3.2 | 46| 3.2

1 24| 89| 24| 89

2 | embryonic retina morphogenesis in E-| B E| E

0 | camera-type eye 8 03| 02| 03| 02 LHX1
46| 32| 46| 3.2

1 24| 89| 24| 89

2 | positive regulation of homotypic cell-cell E-| E-| E-| E-

1 | adhesion 8| 03| 02| 03| 02 CD44
46| 32| 46| 3.2

1 24| 89| 24| 89

2 E- E- E- E-

2 | outer ear morphogenesis 8| 03| 02| 03| 02 EYA1l
46| 3.2 | 46| 3.2

1 24| 89| 24| 89

2 | metanephric S-shaped body E-| E-| E-| E-

3 | morphogenesis 8| 03| 02| 03| 02 LHX1
52|36 52| 3.6

1 00| 11| 00| 11

2 E- E- E- E-

4 | mesodermal cell fate specification 9| 03| 02| 03| 02 EYAl

1 52|36 52| 3.6

2 00| 11| 00| 11

5 | positive regulation of gastrulation 9| E- E-| E-| E- LHX1
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03| 02| 03| 02
52| 36| 52| 3.6
00| 11| 00| 11
E-| E-| E-| E-
semicircular canal morphogenesis 9( 03| 02| 03| 02 EYAl
54| 3.7| 54| 3.7
6| 20| 09| 20| 09
4| E-| E-| E-| E-
muscle structure development 8| 03| 02| 03| 02 MYLK1, MLCK, Telokin
5|54|37]54] 3.7
7| 26| 09| 26| 09 CD44,VDAC 1, MYLK1,
1| E-| E-| E-| E- MLCK, PQBP-1, LHX1,
anatomical structure development 8| 03| 02| 03| 02 EYA1, Telokin
57| 3.7 | 57| 3.7
6| 05| 44| 05| 44
6| E-| E-| E-| E-
tube development 0| 03| 02| 03| 02 CD44, LHX1, EYAlL
57| 37|57 3.7
77 | 44| 77| 44
regulation of secondary heart field 1| B} E| E-| E-
cardioblast proliferation 0| 03| 02| 03| 02 EYAl
57| 37|57 3.7
77 | 44| 77| 44
1| E-| E-| E-| E-
regulation of cardioblast proliferation 0| 03] 02| 03| 02 EYAl
57| 37|57 3.7
77 | 44| 77| 44
1| E-| E-| E-| E-
comma-shaped body morphogenesis 0| 03| 02| 03| 02 LHX1
57| 37|57 3.7
77 | 44| 77| 44
1| E-| E-| E-| E-
stress granule assembly 0] 03| 02| 03| 02 PQBP-1
57| 37|57 3.7
77 | 44| 77| 44
positive regulation of heterotypic cell-cell 1| &} B E| E
adhesion 0| 03| 02| 03| 02 CD44
57| 37|57 3.7
77 | 44| 77| 44
1| E-| E-| E-| E-
leukocyte aggregation 0| 03| 02| 03| 02 CD44
2| 60| 38| 60| 3.8
2| 43| 87| 43| 87
3| E-| E-| E-| E- MYLK1, MLCK, PQBP-1,
cellular component biogenesis 9] 03] 02] 03| 02 RRP42, Telokin
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6.2 3.8| 6.2 | 3.8

1 2| 50| 87| 50| 87

3 0| E-| E-| E-| E-

7 | regulation of organ morphogenesis 9| 03| 02| 03| 02 LHX1, EYAl
6.3| 3.8| 63| 3.8

1 53| 87| 53| 87

3 1| E-| E-| E-| E-

8 | blood vessel maturation 1] 03] 02| 03| 02 CD44
63| 3.8| 63| 3.8

1 53| 87| 53| 87

3 1| E-| E-| E-| E-

9 | pronephros development 1] 03| 02| 03| 02 LHX1
6.3 | 38| 6.3]| 3.8

1 53| 87| 53| 87

4 1| E-| E-| E-| E-

0 | S-shaped body morphogenesis 1] 03| 02| 03| 02 LHX1
6.3 | 38| 63| 3.8

1 53| 87| 53| 87

4 1| E-| E-| E-| E-

1 | semicircular canal development 1] 03| 02| 03| 02 EYAl
6.3 | 38| 6.3]| 3.8

1 53| 87| 53| 87

4 1| E-| E-| E-| E-

2 | nephric duct morphogenesis 1| 03| 02| 03| 02 LHX1
6.3 | 38| 6.3]| 3.8

1 53| 87| 53| 87

4 | wound healing involved in inflammatory 1 B E| E| E

3 | response 1| 03] 02| 03| 02 CD44
66| 40| 6.6| 4.0

1 6| 66| 51| 66| 51

4 9| E-| E-| E-| E-

4 | requlation of cell migration 8| 03| 02| 03| 02 MYLK1, MLCK, Telokin
69| 40|69 4.0

1 28 | 69| 28| 69

4 1| E-| E-| E-| E-

5 | mesonephric duct development 2| 03| 02| 03| 02 LHX1
69|40 69| 4.0

1 28 | 69| 28| 69

4 | positive requlation of cerebellar granule 1| &} B E| E

6 | cell precursor proliferation 2| 03| 02| 03| 02 LHX1
69|40 69| 4.0

1 28 | 69| 28| 69

4 | positive requlation of myeloid cell 1 B E| E-| E

7 | apoptotic process 2| 03| 02| 03| 02 CDh44

1 69| 40|69 4.0

4 1| 28| 69| 28| 69

8 | requlation of skeletal muscle contraction 2| E-| E-| E-| E- MLCK
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03| 02| 03| 02
69| 40| 69| 4.0
28| 69| 28| 69
E- E-| E-| E-
mitochondrial calcium ion transport 03| 02| 03| 02 VDAC1
75| 42| 75| 4.2
04| 91| 04| 91
embryonic viscerocranium E-| EB-| E-| E-
morphogenesis 03| 02| 03| 02 LHX1
75| 42| 75| 4.2
04| 91| 04| 91
E- E-| E-| E-
metanephric renal vesicle morphogenesis 03| 02| 03| 02 LHX1
75| 42| 75| 4.2
04| 91| 04| 91
E- E-| E-| E-
primitive streak formation 03| 02| 03| 02 LHX1
75142 75| 4.2
04| 91| 04| 91
negative requlation of B cell apoptotic E-| B E| E
process 03| 02| 03| 02 CD44
76| 43| 76| 43
49 | 46| 49| 46
cellular response to fibroblast growth E-| B E| E
factor stimulus 03| 02| 03| 02 CD44, LHX1
7.7 43| 77|43
49 | 74| 49| 74
E- E-| E-| E-
requlation of cell motility 03| 02| 03| 02 MYLK1, MLCK, Telokin
79| 44| 79| 4.4
05| 34| 05| 34
E- E-| E-| E-
response to fibroblast growth factor 03| 02| 03| 02 CD44, LHX1
80|44 | 80| 4.4
79| 74| 79| 74
positive regulation of striated muscle E- E- E- E-
contraction 03| 02| 03| 02 MLCK
80|44 | 80| 4.4
negative requlation of DNA damage 790 741 79| 74
response, signal transduction by p53 E-| E-| E-| E-
class mediator 03| 02| 03| 02 CD44
8245|8245
97| 61| 97| 61
negative regulation of apoptotic signaling E- E-| E-| E-
pathway 03| 02| 03| 02 CD44, EYAlL
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86| 45| 86| 4.5

1 53| 61| 53| 61

6 E-| E-| E-| E-

0 | otic vesicle morphogenesis 03| 02| 03| 02 EYAl
86| 45| 86| 4.5

1 53| 61| 53| 61

6 | requlation of cerebellar granule cell E-| B E-| E

1 | precursor proliferation 03| 02| 03| 02 LHX1
86| 45| 86| 4.5

1 53| 61| 53| 61

6 E-| E-| E-| E-

2 | nephric duct development 03| 02| 03| 02 LHX1
86| 45| 86| 4.5

1 53| 61| 53| 61

6 E-| E-| E-| E-

3 | renal vesicle morphogenesis 03| 02| 03| 02 LHX1
86| 45| 86| 4.5

1 53| 61| 53| 61

6 E-| E-| E-| E-

4 | requlation of sarcomere organization 03| 02| 03| 02 MLCK
86| 45| 86| 4.5

1 53| 61| 53| 61

6 E-| E-| E-| E-

5 | somite rostral/caudal axis specification 03| 02| 03| 02 LHX1
86| 45| 86| 4.5

1 53| 61| 53| 61

6 | response to stimulus involved in E-| E-| E| E

6 | requlation of muscle adaptation 03| 02| 03| 02 NOL3
9.0| 47| 9.0 4.7

1 38| 36| 38| 36

6 E-| E-| E-| E-

7 | regulation of muscle system process 03| 02| 03| 02 NOL3, MLCK
9.2 | 47| 9.2 | 4.7

1 28 | 78| 28| 78

6 | positive regulation of embryonic E-| E-| E-| E-

8 | development 03| 02| 03| 02 LHX1
9.2 | 47| 9.2 | 4.7

1 28 | 78| 28| 78

6 E-| E-| E-| E-

9 | hyaluronan catabolic process 03| 02| 03| 02 CDh44
94| 48| 9.4 | 4.8

1 requlation of cysteine-type 55| 66| 55| 66

7 | endopeptidase activity involved in E-| E-| E-| E-

0 | apoptotic process 03| 02| 03| 02 CD44, NOL3

1 98| 48| 9.8 | 4.8

7 02| 94| 02| 94

1 | pharyngeal system development E- E-| E-| E- EYAl
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03| 02| 03| 02
98| 48| 98| 4.8
02| 94| 02| 94
requlation of nephron tubule epithelial cell E-| E-| E| E
differentiation 03| 02| 03| 02 LHX1
9.8 | 48| 98| 4.8
02| 94| 02| 94
E- E- E- E-
renal vesicle development 03| 02| 03| 02 LHX1
9.8 | 48| 98| 4.8
02| 94| 02| 94
branching involved in prostate gland E-| B E-| E-
morphogenesis 03| 02| 03| 02 CD44
9.8 | 48| 98| 4.8
02| 94| 02| 94
E- E- E- E-
vagina development 03| 02| 03| 02 LHX1
98| 48| 9.8 | 4.8
43 | 94| 43| 94
E- E- E- E-
requlation of locomotion 03| 02| 03| 02 MYLK1, MLCK, Telokin
1.0 49| 1.0 49
38| 90| 38| 90
E- E- E- E-
metanephric glomerulus development 02| 02| 02| 02 LHX1
1.0 49| 1.0 49
38| 90| 38| 90
E- E- E- E-
cerebellar Purkinje cell layer formation 02| 02| 02| 02 LHX1
1.0 49| 1.0 49
38| 90| 38| 90
regulation of cell proliferation involved in E-1 E-| E-| E
heart morphogenesis 02| 02| 02| 02 EYA1
10|49 1.0 49
38| 90| 38| 90
E- E- E- E-
mesonephric tubule development 02| 02| 02| 02 LHX1
10|49 1.0 49
38| 90| 38| 90
E- E- E- E-
cerebellar Purkinje cell differentiation 02| 02| 02| 02 LHX1
10|49 1.0 49
39| 90| 39| 90
regulation of cellular component E-| E-| E-| E
movement 02| 02| 02| 02 MYLK1, MLCK, Telokin
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10|49 1.0 49
2| 53| 90| 53| 90
requlation of cysteine-type 7| B} B E| E
endopeptidase activity 4| 02| 02| 02| 02 CD44, NOL3
10|49 1.0 49
2| 68| 90| 68| 90
7| E-| E-| E-| E-
skeletal system morphogenesis 6| 02| 02| 02| 02 LHX1, EYA1
1110| 49| 10| 4.9
6| 75| 90| 75| 90
0| E-| E-| E-| E- CD44, MLCK, LHX1,
positive regulation of gene expression 7| 02| 02| 02| 02 EYAl
2110|4910 49
5| 8| 90| 86| 90
6| E-| E-| E-| E- VDAC 1, MYLK1, MLCK,
system process 8| 02| 02| 02| 02 EYA1, Telokin
6| 10| 49| 1.0 49
3| 8| 90| 86| 90 CD44, VDAC 1, MYLK1,
4| E-| E-| E-| E- MLCK, PQBP-1, LHX1,
single-organism developmental process 8| 02| 02| 02| 02 EYA1, Telokin
1.0 49| 1.0 49
8| 92| 90| 92| 90
3| E-| E-| E-| E-
protein phosphorylation 5( 02| 02| 02| 02 MYLK1, MLCK, Telokin
1.0 49| 1.0 49
95| 90| 95| 90
1| E-| E-| E-| E-
mesonephric epithelium development 9| 02| 02| 02| 02 LHX1
10|49 1.0 49
95| 90| 95| 90
regulation of epithelial cell differentiation | 1| E-| E-| E-| E-
involved in kidney development 9| 02| 02| 02| 02 LHX1
10|49 1.0 49
negative requlation of intrinsic apoptotic 951 90| 95| 90
signaling pathway in response to DNA 1| &} B E| E
damage by p53 class mediator 9| 02| 02| 02| 02 CD44
10|49 1.0 49
95| 90| 95| 90
spinal cord association neuron 1 B E| E-| E
differentiation 9| 02| 02| 02| 02 LHX1
3111|4911 49
6| 01| 91| 01| 91
9| E-| E-| E-| E- CD44, MYLK1, MLCK,
organ development 1] 02] 02| 02| 02 LHX1, EYAL, Telokin
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Table 9S: Enrichment analysis report. Enrichment by GO Processes (healthy control vs Grade )

Enrichment by GO
Processes GRADE III_INPUT_4(1)_genelist
TP M| P rl1
i
4 Processes (t) z|;1 n ; I'; D Network.Objects from
a F IR a Active Data
Y D u t
e | R
e a
213123
314|3]|4
919199
9/ 6|9]|6
E|E| E|E
Notch receptor 2100010
1| processing 97| 4| 7| 4|6 | RPS27A, Ubiquitin, UBC, Notch, UBB, NOTCH1 precursor
Annexin VIII, PEX2, KLC2, DLC1 (Dynein LC8a), CRK, HBG,
DCTN2, VAMP5, STATSA, GGA1, NASP, ERK1 (MAPK3),
Carbonic anhydrase XIlII, Bim, LASP1, CERT, STAT5, RBP-J
kappa (CBF1), RBP1, MCT4, Autophagin-1, Tex1, KLC3,
RPS27A, Ccdc109a, Ubiquitin, CDCA4L, SNX9, Kinesin light
71373 chain, Phosphatase regulator (inhibitor), ATP1A3, Fatty
- . acid-binding protein, ERK1/2, CRABP2, Syntaxin 16,
814 8| 4 Guanylate cyclase A (NPR1), GRB2, Rab-9B, PEX19, HXK4,
11919 DDC, BBS9, COG3, UBC, HBGA, SNX1, CED-6, NUP93,
0| 6|0]|6 ANXAS8L2, Dysbindin, Notch, UBB, Guanylate cyclase,
4 E|E| E|E IGHG1, TRS85 homolog, NOTCH1 precursor,
30 - - -| - GCK(MAP4K2), GGA, RAB24, ILIRN, DYNLL, E-FABP, Adult
6| 0| 0| 0| 0| 7| hemoglobin, GOCAP1, MLX, Richl, COG8, APOBEC-1, RIP,
2| transport 5/7|4| 7| 4|0]| MLCK
713173
8/ 4|8 4
11919
1/6|1|6
E|E| E|E
1 - - - -
stress-activated 7/ 00| 0| 0]|1]CRK,TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
3| MAPK cascade 57| 4| 7| 4|1 | Ubiquitin, ERK1/2, CrkL, UBC, UBB, GCK(MAP4K2)
713173
8/ 4|84
219(12|9
%:f%g— !mtehnetic 3/4/6|4|6 RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
4| process 5| E| E| E| E| 6| HXK4, UBC, UBB
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oj0|0]|O0
714|174
713|173
8| 4| 8| 4
219129
4/6|4]|6
E|E| E|E

glucan R
biosynthetic 3/0/0|0]|O0 RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
process 517|147\ 4 HXK4, UBC, UBB

713|173
9|1 4|9)| 4
5/9|5|9
3/6|3|6

requlation of cell EIE|E|E

adhesion involved T T T

in heart 0|j0|0|O0

morphogenesis 31714174 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
713|173

9|14|9)| 4
5/9|15]|9
3/6|3|6
E|E| E| E

positive regulation ST T T

of ephrin receptor 0,0/0)0

signaling pathway | 3| 7| 4| 7| 4 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
Annexin VIII, PEX2, KLC2, DLC1 (Dynein LC8a), CRK, HBG,
DCTN2, VAMP5, STATSA, GGA1, NASP, ERK1 (MAPK3),
Carbonic anhydrase XllI, Bim, LASP1, CERT, STATS5, RBP-J
kappa (CBF1), RBP1, MCT4, Autophagin-1, Tex1, KLC3,
RPS27A, Ccdc109a, Ubiquitin, CDCAL, EYA1, SNX9, Kinesin

8|1 3|8|3 light chain, Phosphatase regulator (inhibitor), ATP1A3,

A N R Fatty acid-binding protein, ERK1/2, CRABP2, Syntaxin 16,
7147)| 4 Guanylate cyclase A (NPR1), GRB2, Rab-9B, PEX19, HXK4,
419|149 DDC, BBS9, COG3, UBC, HBGA, SNX1, CED-6, NUP93,
3/6|3|6 ANXAB8L2, Dysbindin, Notch, UBB, Guanylate cyclase,

4| E| E| E|E IGHG1, TRS85 homolog, NOTCH1 precursor,

41 -1 -1 -| - GCK(MAP4K2), GGA, RAB24, ILIRN, DYNLL, E-FABP, Adult
establishmentof |6/ 0] 0] 0] O hemoglobin, GOCAP1, MLX, Rich1, COG8, APOBEC-1, RIP,
localization 7171474 MLCK
stress-activated 11113113
protein kinase 8| .| .| .| . CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
signalingcascade | 1| 0| 8| 0| 8 Ubiquitin, ERK1/2, CrkL, UBC, UBB, GCK(MAP4K2)
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91797
0|5|0]|5
E|E| E|E
oj0|0]|0
6| 4| 6|4
2/ 6|2|6
214124
oj0|0]|O0
917|197 Reticulon 4, CRK, p38 MAPK, ERK1 (MAPK3), Bim,
E| E| E|E Metallothionein-I, STAT5, SMIF, RPS27A, p38gamma
cellular response 71 - - -| - (MAPK12), Ubiquitin, Phosphatase regulator (inhibitor),
1| to growth factor 5/0(0|0|0 ERK1/2, Metallothionein-IG, CrkL, GRB2, DDC, UBC,
0| stimulus 31 6|/4|6|4 Notch, UBB, NOTCH1 precursor, WWOX
2|1 6|2|6
714|174
4|10|14|0
8| 7| 8|7
E|E| E|E
1| toll-like receptor5 | 9] 0] 0| 0] O TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
1| signaling pathway | 4| 6| 4| 6| 4 Ubiquitin, ERK1/2, UBC, UBB
3/6|3|6
14|14
5/0[5|0
91797
. E|E| E| E
apoptotic process
involved in NS
1 embryonic digit 0/0j0f0
2| morphogenesis 4/ 6|4|6| 4 Bim, Notch, NOTCH1 precursor
3/6|3|6
114|114
5/0[5|0
917|197
E|E| E|E
regulation of T T T
1| ephrin receptor 00100
3| signaling pathway | 4| 6| 4| 6| 4 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
3/6|3|6
14|11 4
1| ubiquitin 51015]0
4| homeostasis 4191797 Ubiquitin, UBC, UBB
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E|E| E|E
oj0|0]|O0
6| 4| 6|4
3/6|[3|6
N Annexin VIII, PEX2, KLC2, DCTN2, VAMP5, GGA1, ERK1
14|14 (MAPK3), Bim, CERT, RBP-J kappa (CBF1), Tex1, KLC3,
710|170 RPS27A, Ccdc109a, Ubiquitin, CDCAL, EYA1, SNX9, Kinesin
11717 light chain, Phosphatase regulator (inhibitor), ERK1/2,
2| E|E| E|E Syntaxin 16, PEX19, DDC, COG3, UBC, SNX1, ANXAS8L2,
o| -| -| -| - Dysbindin, Notch, UBB, NOTCH1 precursor,
establishmentof |1/ 0] 00| O GCK(MAP4K2), GGA, ILIRN, DYNLL, MLX, Rich1, RIP,
localizationincell |5| 6| 4| 6| 4 MLCK
3/6|3|6
4|1 4| 4|4
oj0|0]|O0
51757
E|E| E|E
DNA damage R
induced protein 110{0]0]0
phosphorylation 2, 6|4,6|14 p38 MAPK, ERK1 (MAPK3), p38gamma (MAPK12), ERK1/2
3/6|3|6
4|1 4| 4 4
oj0|0]|O0
5/7|5]|7
cellular response ElElEIlE
to granulocyte
macrophage ST T T
colony-stimulating | 1] 0] 0] 0] 0
factor stimulus 2/6|14|6|4 STATSA, STATS5, ERK1/2, Guanylate cyclase
4| 6|4|6
0/8|0]| 8
6| 4| 6| 4
3/]0(3|0
E|E| E|E
toll-like receptor ST T T
TLR6:TLR2 9/0|/0|0]|oO TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
signaling pathway | 9| 6| 4| 6| 4 Ubiquitin, ERK1/2, UBC, UBB
4|/ 6|4|6
0/ 8|0]| 8
6| 4| 6| 4
toll-like receptor 3/013/0
TLR1-TLR? 9| E|E|E|E TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
signaling pathway | 9| -| -| -| - Ubiquitin, ERK1/2, UBC, UBB
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oj0|0]|O0
6| 4| 6|4
417
714|174
213123
11717
E|E| E|E
1 - - - -
tol--like receptor2 | 0| 0| 0| 0] O TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
signalingpathway | 1| 6| 4| 6| 4 Ubiquitin, ERK1/2, UBC, UBB
4| 7|47
8| 4| 8| 4
8|1 3|8|3
217|127
response to ElEIlElE
granulocyte
macrophage T T T
m‘?s?raalatinq 110(0j00
factor 3/6|4|6]| 4 STATSA, STATS5, ERK1/2, Guanylate cyclase
51757
3/6|3|6
5/3|5]|3
requlation of ol g8l ol s
transcription from ElElEIlE
RNA polymerase
Il promoter in ST T T
response to 4/0/0100
hypoxia 8|/ 6|4|6|4 RPS27A, Ubiquitin, UBC, Notch, UBB, NOTCH1 precursor
5/7|5]|7
4| 6|4|6
913|193
218|2|8 Reticulon 4, CRK, p38 MAPK, ERK1 (MAPK3), Bim,
E|E|E|E Metallothionein-I, STAT5, SMIF, RPS27A, p38gamma
701 -1 -| -1 - (MAPK12), Ubiquitin, Phosphatase regulator (inhibitor),
response to 90|01 0|0O0 ERK1/2, Metallothionein-IG, CrkL, GRB2, DDC, UBC,
growth factor 716|146\ 4 Notch, UBB, NOTCH1 precursor, WWOX
6| 8| 6|8
N MST3, DLC1 (Dynein LC8a), CRK, STATSA, TIRAP (Mal),
112112 p38 MAPK, ERK1 (MAPK3), Bim, Metallothionein-I, STATS5,
8| 4| 8| 4 RPS27A, p38gamma (MAPK12), Ccdc109a, Ubiquitin,
5(14|5]| 4 PhLP, Phosphatase regulator (inhibitor), ERK1/2, LCKBP1,
1| E| E| E|E Guanylate cyclase A (NPR1), CrkL, GRB2, Rab-9B, CNK1,
9| -| -| -| - HXK4, Metallothionein-Il, UBC, Siglec-E, UBB, BMF,
intracellular signal | 1| 0| 0] 0| 0 Guanylate cyclase, GCK(MAP4K2), 4E-BP1, RRAD, RAB24,
transduction 8 6|4|6| 4 DYNLL, WWOX, Rich1, DOK3
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711171
8/ 0[8|0
4,0|14|0
4|1 4| 4 4
E|E| E|E
5| morphogenesis 0| 63|63 RBP-J kappa (CBF1), EYA1, MYLK1, Telokin, MLCK
81181
2/10(2|0
311131
6|3|6]| 3
E|E| E|E
2 artery 7/10(0|0]|O0 RBP-J kappa (CBF1), EYA1, MYLK1, Telokin, Notch,
6| morphogenesis 8/ 6|3|6|3 NOTCH1 precursor, MLCK
91191
1({0(1|0
31838
4121 4] 2
E|E| E| E
positive requlation | 2| = | = | -| -| |CRK TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
2| of MAP kinase 7/0(0]|0|0 Ubiquitin, ERK1/2, Ajuba, UBC, UBB, GCK(MAP4K2),
7| activity 0|6|3|6|3 ILARN
11111
01|01
16|16
83|83
MyD88- 1 “IELEIE
dependent toll- T T T
2| like receptor 1{0/0|0]|0 TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
8| signaling pathway | 2| 5| 3| 5| 3 Ubiquitin, ERK1/2, UBC, UBB
111|111
212122
13|13
6| 8| 6|8
E|E| E|E
2| viral protein 110,010]0
9| processing 6/ 5/3|5]|3 RPS27A, Ubiquitin, UBC, UBB
3| activation of 1{1]1|1]1 CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
0| MAPK activity 9 Ubiquitin, ERK1/2, UBC, UBB, GCK(MAP4K2)
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11212]2] 2
63|63
8/8|8|8
E|E|E|E
0j|0|0]|O
5/3|5]|3
111111
21222
7131713
7/817]|8
E|E|E|E
aorta 3/0/0(0}0
development 3/5/3|5(3 RBP-J kappa (CBF1), EYA1, MYLK1, Telokin, MLCK
1]1|11|1
412|142 MST3, TIPIN, CRK, TIRAP (Mal), RAD1, p38 MAPK, ERK1
313|13|3 (MAPK3), Bim, CERT, Autophagin-1, RPS27A, p38gamma
08| 0|38 (MAPK12), Ubiquitin, EYA1, XPF, Phosphatase regulator
1 E|E|E|E (inhibitor), Fatty acid-binding protein, ERK1/2, MYLK1,
6| -| -| -| - CrkL, GRB2, HXK4, UBC, Telokin, Notch, RAD23A, UBB,
cellular response | 8] 0] 0| 0] 0 NOTCH1 precursor, GCK(MAP4K2), DBC1, RPA4, DSS1,
to stress 5/5|/3|5]|3 Adult hemoglobin, MLCK
111111
41 2|4\ 2
63|63
3/8(3]|8
E|E|E|E
2| - -] -| - CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
8/, 0(0|0]|O p38gamma (MAPK12), Ubiquitin, ERK1/2, CrkL, UBC, UBB,
MAPK cascade 3/5/3|5]3 GCK(MAP4K2)
111111
412|142
7131713
6| 8|6|8
E|E|E|E
cellular
polysaccharide N
biosynthetic 5/0[0|0|0 RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
process 71 5/3|5] 3 HXK4, UBC, UBB
111111
signal 3| . . MST3, CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3),
transduction by 3142|442 RPS27A, p38gamma (MAPK12), Ubiquitin, ERK1/2, CrkL,
phosphorylation 2913|193 UBC, UBB, GCK(MAP4K2)
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718 7] 8
E|E| E|E
00|00
513|5]|3
111|111
512|5]| 2
513|5]|3
8| 8| 8| 8
E|E|E|E
aorta smooth T T T
muscle tissue 00700
morphogenesis 5/3|5]|3 MYLK1, Telokin, MLCK
111111
51 2|5]| 2
513|5]|3
8/ 8| 8| 8
.. . E|E| E|E
positive regulation
of transcription of ST T T
Notch receptor 0(0j0]0
target 5/3|5]|3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
111|111
51 2|5]| 2
513|5]|3
8| 8| 8| 8
E|E| E| E
arterial T T T
endothelial cell 0/040]0
differentiation 5/3|5]| 3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
111|111
51 2|5]| 2
51 3|5]|3
8/ 8| 8| 8
E|E| E|E
interleukin-4 0/040]0
secretion 5/3|5]| 3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
111|111
51 2|5]| 2
51 3|5]|3
cellular hypotonic 818|8|8
E|E|E|E MYLK1, Telokin, MLCK

response
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0|0j0]|O
5/3|5]|3
111111
51252
8383
71878
E|E|E|E
1! -] -] -] -
endosomal 9| 0|0|0|O0 Annexin VIII, RPS27A, Ubiquitin, CDCAL, SNX9, Syntaxin
transport 6/ 5|/3|5]|3 16, UBC, SNX1, ANXA8L2, UBB
11111
62|62
314/3|4
314/3|4
E|E|E|E
polysaccharide T T T
biosynthetic 5/0[{0|0]|0 RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
process 8 5(3|5]|3 HXK4, UBC, UBB
11111
62|62
916|9]|6
8383
E|E|E|E
artery 8/0|0|0|O RBP-J kappa (CBF1), EYA1, MYLK1, Telokin, Notch,
development 71513|5]|3 NOTCH1 precursor, MLCK
111111
8/3(8|3
911|191
0|5(0]|5
E|E|E|E
20 - -| -| - DLC1 (Dynein LC8a), DCTN2, PPP1R12B, RPS27A,
G2/M transitionof | 0] 0| 0] 0] O Ubiquitin, Phosphatase regulator (inhibitor), Ajuba, UBC,
mitotic cell cycle 0|5|3|5]|3 UBB, DYNLL
111111
8/3|8|3
911|191
0|5(0]|5
2| E|E|E|E DLC1 (Dynein LC8a), DCTN2, PPP1R12B, RPS27A,
cell cycle G2/M o -| -| -| - Ubiquitin, Phosphatase regulator (inhibitor), Ajuba, UBC,
phase transition 0,0/0|0]|O0 UBB, DYNLL
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5/3|5]|3
111|111
913|193
711171
5|/5|5]|5
E|E| E|E
positive regulation 2 I B I
of innate immune |4/ 01000 STATSA, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), STATS,
response 5/ 5]/3|5]|3 RPS27A, Ubiquitin, ERK1/2, UBC, UBB, SAP
11111
913|193
811 8|1
3/5|3]|5
cellular response ElElEIlE
to vascular
endothelial T T T
growth factor 3]0(0|0|0O p38 MAPK, Metallothionein-I, Metallothionein-IG, Notch,
stimulus 6|5[3|5|3 NOTCH1 precursor
1111
913|193
81 1| 8|1
3/5|/3]|5
E|E| E| E
neurotrophin TRK 30 - - -| - Reticulon 4, CRK, p38 MAPK, ERK1 (MAPK3), Bim,
receptor signaling | 4| 0] 0| 00 RPS27A, p38gamma (MAPK12), Ubiquitin, ERK1/2, CrkL,
pathway 115353 GRB2, UBC, UBB
211121
03|03
111|111
4|5|4]|5
. E|E| E|E
reqgulation of cell
proliferation ST T T
involved in heart 110710/0]0
morphogenesis 8/ 5|3|5]|3 RBP-J kappa (CBF1), EYA1, Notch, NOTCH1 precursor
211|121
114|114
8/ 0|8|0
regulation of 91|91
transcription from Elel E|E
RNA polymerase
response to 6/0/0/0|0
stress 1/5/3]5(|3 RPS27A, Ubiquitin, UBC, Notch, UBB, NOTCH1 precursor
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211121
214124
712 7]| 2
211121
E|E| E|E
1 - - - -
5 2/0[{0|0]|0O0 CRK, TIRAP (Mal), RPS27A, Ubiquitin, CrkL, UBC, UBB,
1| JNK cascade 5/5[3|5]3 GCK(MAP4K2)
211|121
314|334
0|2|0] 2
911|191
E|E| E|E
3 - -| -| - Reticulon 4, CRK, p38 MAPK, ERK1 (MAPK3), Bim,
5| neurotrophin 4,010|0]|0 RPS27A, p38gamma (MAPK12), Ubiquitin, ERK1/2, CrkL,
2| signaling pathway | 6| 5| 3| 5| 3 GRB2, UBC, UBB
211|121
5|/5|5]|5
311131
3|/8(3|8
E|E| E| E
5 1{0|0|0|O
3| virion assembly 9| 5|13|5]| 3 RPS27A, Ubiquitin, UBC, UBB
211121
6|5| 6|5
211121
6| 8| 6|8
E|E| E|E
toll-like receptor ST T T
5| 10 signaling 9/0/0|0|0O p38 MAPK, ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2,
4| pathway 3/ 5/3|5]|3 UBC, UBB
211|121
6| 5| 6|5
311|131
8| 8| 8| 8
E|E| E|E
5| responsetozinc | 6| 0] 0| 0| O Metallothionein-I, Metallothionein-IG, Metallothionein-II,
5| ion 3/ 5/3|5]|3 HMBS, Metallothionein-1M, APOBEC-1
nucleotide
5| biosynthetic 2121121 MIBP, GDP-mannose 4,6 dehydratase, UCK1, IMD2,
6 5 ATP1A3, ADSL, Guanylate cyclase A (NPR1), RIFK, PAP41,

process
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RPS27A, Ccdc109a, Ubiquitin, CDCAL, EYA1, SNX9, Kinesin
light chain, Phosphatase regulator (inhibitor), ERK1/2,
Syntaxin 16, Ajuba, PTP-2, PEX19, DDC, COG3, UBC, SNX1,
ANXAS8L2, Dysbindin, Notch, UBB, NOTCH1 precursor,
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Annexin VIII, PEX2, KLC2, Reticulon 4, DLC1 (Dynein
LC8a), CRK, HBG, DCTN2, VAMP5, STAT5A, GGA1, NASP,
ERK1 (MAPK3), Carbonic anhydrase XllI, Bim, LASP1,
CERT, STAT5, RBP-J kappa (CBF1), RBP1, Twinfilin, MCT4,
Autophagin-1, Tex1, KLC3, RPS27A, Ccdc109a, Ubiquitin,
CDCAL, EYAL, SNX9, Kinesin light chain, Phosphatase
regulator (inhibitor), ATP1A3, Fatty acid-binding protein,
ERK1/2, CRABP2, Syntaxin 16, Guanylate cyclase A
(NPR1), NEPH2, Ajuba, GRB2, Rab-9B, PTP-2, PEX19,
HXK4, DDC, BBS9, COG3, UBC, HBGA, SNX1, CED-6,
NUP93, ANXA8L2, Dysbindin, Notch, UBB, Guanylate
cyclase, IGHG1, TRS85 homolog, NOTCH1 precursor,
GCK(MAP4K2), GGA, RAB24, ILIRN, DYNLL, E-FABP, Adult
hemoglobin, GOCAP1, MLX, Richl, COG8, APOBEC-1, RIP,
MLCK
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5/3|5]|3
311|131
1616
8| 7| 8|7
91 2|92
E|E| E|E STATSA, TIRAP (Mal), ERK1 (MAPK3), Metallothionein-,
cellular response 71 -1 - -| - STATS5, RPS27A, Ubiquitin, IMD2, ERK1/2, LCKBP1,
6/ to cytokine ojojo|o|oO Metallothionein-IIl, HMBS, UBC, GBP5, NUP93, UBB,
stimulus 1{5(3|5]| 3 Guanylate cyclase, PYDC1 (POP1), MLCK
311|131
317|3]|7
6|3|6]|3
5|/6|5|6
E|E| E|E
1! -] - -] -
toll-like receptor 4 | 3| 0] 0| 0| O TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
signaling pathway | 2| 5| 3| 5| 3 Ubiquitin, ERK1/2, UBC, UBB
411|141
21912|9
09|09
1({5(1|5
E|E| E| E
10 - -| - -
toll-like receptor 9 | 0| 0| 0| 0] O p38 MAPK, ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2,
signaling pathway | 0| 5| 3| 5] 3 UBC, UBB
411141
31913]9
019|109
3/5|/3]|5
E|E| E|E
interleukin-4 00100
production 8/ 5|3|5]|3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
411141
regulation of 3/9(13]9
transcription from 0/9]|0|09
RNA polymerase 3/5]3]|5
Il promoter E|E|E|E
involved in
myocardial T T T
precursor cell 00400
differentiation 8/ 5|3|5]|3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
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41141
319139
09|09
31535
E| E| E|E
6| endocardium 00700
6| morphogenesis 8/ 5(3|5]|3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
411141
3191369
019|109
3/!5{3|5
E| E| E|E
auditory receptor T T T
6| cell fate 0/0j0|0
7| commitment 8/5|3|5]|3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
411141
3191369
09|09
31535
E| E| E|E
inner ear receptor T T T
6 cell fate 0,0|0|O
8| commitment 8/ 53|53 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
41141
3191369
09|09
3/5{3|5
E| E| E|E
6| hypotonic 0/0j0|0
9| response 8/ 53|53 MYLK1, Telokin, MLCK
41214 2
4,040
413|143
, 41141
regulation of Elel E|E
DNA-templated
7| response to 6/0(0|0]0
0| stress 9| 51353 RPS27A, Ubiquitin, UBC, Notch, UBB, NOTCH1 precursor
requlation of
7| muscle cell 1142|442 LAGY, MIBP, p38 MAPK, RBP-J kappa (CBF1), p38gamma
1| differentiation 7 (MAPK12), NIP2, Notch, NOTCH1 precursor, MLCK
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8/ 5/0|5|0
5|/5|5]|5
111|111
E|E| E|E
oj0|0]|0
5/3|5]|3
4121 4] 2
71070 MST3, CRK, STATSA, TIRAP (Mal), p38 MAPK, ERK1
717177 (MAPK3), Bim, LASP1, STAT5, RBP-J kappa (CBF1),
82|82 RPS27A, Ubiquitin, EYA1, SCOCO, Fatty acid-binding
1| E| E| E|E protein, ERK1/2, NIP2, MYLK1, LCKBP1, CrkL, Ajuba,
positive requlation 9 -| -| -| - GRB2, UBC, Telokin, Notch, UBB, BMF, IGHG1, NOTCH1
of response to 4,010|0]|0 precursor, GCK(MAP4K2), DBC1, ILARN, WWOX, ACP33,
stimulus 3/5/3|5]|3 SAP, MLCK
412|142
8/ 0|8|0
0|7|0]|7
31232
E|E| E|E
myoblast 4/0(0|0]|0 p38 MAPK, RBP-J kappa (CBF1), p38gamma (MAPK12),
differentiation 3/5/3|5](3 Notch, NOTCH1 precursor
4121 4] 2
8/ 0(8|0
217127
4121 4] 2
E|E| E| E
cellular
% fm 700/ 0|0|0 RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
process 0| 51353 HXK4, UBC, UBB
MST3, Annexin VIII, KLC2, TIPIN, CRK, RNASE6, HBG,
TIRAP (Mal), RAD1, p38 MAPK, ERK1 (MAPK3), Bim,
Metallothionein-I, CERT, STAT5, RBP-J kappa (CBF1),
412|142 Autophagin-1, RPS27A, p38gamma (MAPK12), Ubiquitin,
A N R Stil, EYAL, Kinesin light chain, XPF, Phosphatase
8/ 0|8|0 regulator (inhibitor), Fatty acid-binding protein, ERK1/2,
517|5]|7 ADSL, MYLK1, CrkL, Ajuba, GRB2, HXK4, Metallothionein-
712|172 I, HMBS, UBC, HBGA, Telokin, SAAL1, GBP5, ANXAS8L2,
4| E| E| E|E Dysbindin, Notch, RAD23A, UBB, Guanylate cyclase,
10 - -| -| - IGHG1, CALCOCO2, NOTCH1 precursor, GCK(MAP4K?2),
response to 5/0{0|0]|0 4E-BP1, DBC1, IL1RN, RPA4, DSS1, E-FABP, PYDC1 (POP1),
stress 6|5|3|5]|3 Adult hemoglobin, SAP, APOBEC-1, SPRR3, MLCK
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5|1 2|5]| 2
1111
8| 5| 8|5
711171 Annexin VIII, PEX2, KLC2, VAMPS5, GGA1, ERK1 (MAPK3),
1 E|E| E|E Bim, CERT, Tex1, KLC3, RPS27A, Ccdc109a, Ubiquitin,
4 -| -| -| - CDCA4L, SNX9, Kinesin light chain, Phosphatase regulator
7| intracellular 9/0|0|0]|0O0 (inhibitor), ERK1/2, Syntaxin 16, PEX19, COG3, UBC,
6| transport 115353 SNX1, ANXA8L2, Dysbindin, UBB, GGA, DYNLL, MLX, RIP
5|12 5] 2
311|131
715|7]|5
911|191
E|E|E|E
7 4,010|0]|0
7| transportofvirus |4 5 3|5 3 Tex1, RPS27A, Ubiquitin, UBC, UBB
5|12 5] 2
311|131
715|7]|5
911|191
E|E|E|E
7| intracellular 4/010(00
8| transportofvirus |4 5] 3| 5] 3 Tex1, RPS27A, Ubiquitin, UBC, UBB
5|1 2|5]| 2
311|131
715|7]|5
911|191
E|E|E|E
multi-organism ST T T
7 intracellular 410|000
9| transport 4|/ 51353 Tex1, RPS27A, Ubiquitin, UBC, UBB
5|12|5]| 2
311|131
715|7]|5
911|191
E|E|E|E
8| multi-organism 4/010(0/0
0| transport 4151353 Tex1, RPS27A, Ubiquitin, UBC, UBB
TRIF-dependent
8| toll-like receptor 115252 p38 MAPK, ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2,
1| signaling pathway | O UBC, UBB
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517127 2
4|1 6|4|6
4|1 8|48
E|E| E|E
oj0|0]|0
5/3|5]|3
6| 2|62
4|5|4]|5
1({0(1|O0
01|01
E|E| E|E
blood vessel T T T
8| endothelial cell 00700
2| differentiation 9(5|3|5]|3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
MST3, Neurochondrin, Annexin VIII, PEX2, LAGY,
Reticulon 4, ZNF261, DLC1 (Dynein LC8a), TIPIN, SCMH1,
HBG, DCTN2, VAMP5, Calpain 1(mu), p38 MAPK, NASP,
ERK1 (MAPK3), Bim, CERT, EFHD1, RBP-J kappa (CBF1),
Twinfilin, Autophagin-1, KLC3, RPS27A, Ccdc109a,
701272 Ubiquitin, IMD2, EYA1, PhLP, SNX9, Kinesin light chain,
I T XPF, Phosphatase regulator (inhibitor), PDXP, Fatty acid-
o|7/0]|7 binding protein, ERK1/2, NIP2, ADSL, ARHGEF10, MYLK1,
2/0|2]o0 PQBP-1, Kizuna (C200rf19), LCKBP1, NEPH2, GA17, Ajuba,
1/6|1]|6 GRB2, PEX19, Grancalcin, Rap1GDS1, BBS9,
5/ E| E| E|E Tropomodulin, UBC, HBGA, Telokin, ST13 (Hip), CED-6,
cellular al -| -| -| - NUP93, ANXA8L2, Dysbindin, Notch, UBB, ARID4A,
8| component 1{0(0|0|O NOTCH1 precursor, DBC1, BMP1, DYNLL, Occludin, Adult
3| organization 9/ 5(3|5]|3 hemoglobin, Richl, p47, RIP, MLCK, PAF1
7127\ 2
217|127
8| 4| 8| 4
8|1 3|8|3
E|E| E|E
1 - - - -
8/ toll-like receptor3 | 0| 0| 0| 0| O p38 MAPK, ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2,
4| signaling pathway | 9| 5| 3| 5] 3 UBC, UBB
7127 2
21727
8| 4| 8| 4
8|1 3|8]|3
woee. ||| EJE[E
independent toll-
8| like receptor o0/0|0]|O0 p38 MAPK, ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2,
5| signaling pathway [ 9| 5| 3| 5| 3 UBC, UBB
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712 7]| 2
. . A PEX2, VAMPS5, GGA1, NASP, ERK1 (MAPK3), Carbonic
5/8|5]| 8 anhydrase Xlll, CERT, RBP-J kappa (CBF1), MCT4,
82|82 Autophagin-1, Tex1, RPS27A, SNX9, Kinesin light chain,
913|193 Phosphatase regulator (inhibitor), Fatty acid-binding
2| E|E|E]|E protein, ERK1/2, CRABP2, Syntaxin 16, Rab-9B, PEX19,
oraanic 1) - - -] - HXK4, DDC, BBS9, COG3, SNX1, CED-6, NUP93, Notch,
8| substance 4,010|0]|0 NOTCH1 precursor, GGA, RAB24, IL1RN, E-FABP, Adult
6| transport 7/513|5] 3 hemoglobin, COG8, APOBEC-1, RIP
712|172
9191919
1111
3/]0(3|0
E|E| E|E
cardiac epithelial T T T
8| to mesenchymal |[2| 0| 0| 0| O Reticulon 4, RBP-J kappa (CBF1), Notch, NOTCH1
7] transition 5/5[3|5]|3 precursor
8|1 2| 8] 2
11919
5/6|5|6
113(1]3 STATSA, TIRAP (Mal), ERK1 (MAPK3), Metallothionein-,
E|E|E|E STAT5, RPS27A, Ubiquitin, IMD2, ERK1/2, LCKBP1,
8| -| -| -| - Metallothionein-1l, HMBS, UBC, GBP5, NUP93, UBB,
8| response to 8/0(0|0|O0 Guanylate cyclase, CALCOCO2, IL1RN, PYDC1 (POP1),
8| cytokine 4/5|13|5]|3 MLCK
82|82
6|19|6]|9
2/ 6|2|6
Notch signaling 8| 8|88
_pathwav i_nvolved ElElEIlE
in requlation of
secondary heart ST T T
8| field cardioblast 0/040]0
9| proliferation 2513|153 Notch, NOTCH1 precursor
8|1 2| 8] 2
6|9|6]|9
2|/6|2|6
8| 8| 8| 8
E|E| E|E
regulation of T T T
9| apolipoprotein 6(0j0]0
0| binding 2| 53|53 ERK1 (MAPK3), ERK1/2
positive requlation
9 of mast cell 81 2| 8| 2
1| differentiation 2 STATSA, STATS
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6/9|6]|9
2/ 6|2|6
8/ 88|38
E|E|E|E
0|0j0]|O
5/3|5]|3
82|82
6/9|6|9
2/ 6|2|6
8/ 88|38
E|E|E|E
venous T T T
endothelial cell 0/0j0|0
differentiation 2| 5|/3|5]3 Notch, NOTCH1 precursor
82|82
6|9|6|9
2/ 6|2|6
8/ 88|38
. E|E|E|E
negative
regulation of ST T T
apolipoprotein olo|ofo
binding 251353 ERK1 (MAPK3), ERK1/2
913193
0|0j0]|O
913193
411141
. E|E|E|E
requlation of
secondary heart T T
field cardioblast | 1| 0| 0| 0] 0
proliferation 0O[5|3|5]|3 EYA1, Notch, NOTCH1 precursor
913|193
0|0j0]|O
913|193
411141
E|E|E|E
regulation of ST T T
cardioblast | 1] 0] 0|00
proliferation 0O[5|3|5]|3 EYA1, Notch, NOTCH1 precursor
1191393 MST3, LAGY, Reticulon 4, CRK, STAT5A, TIRAP (Mal), p38
requlation of 2 . . MAPK, ERK1 (MAPK3), STAT5, RPS27A, Ubiquitin, EYA1,
response to 4/1/0|11]0 SCOCO, Fatty acid-binding protein, ERK1/2, MYLK1,
stress 2173|173 Ajuba, UBC, Telokin, UBB, GCK(MAP4K2), DBC1, IL1RN,
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0j1]0(1 Adult hemoglobin, SAP, MLCK
E|E| E|E
oj0|0]|0
5/3|5]|3
MST3, Neurochondrin, Annexin VIII, PEX2, LAGY,
Reticulon 4, ZNF261, DLC1 (Dynein LC8a), TIPIN, SCMH1,
HBG, DCTN2, VAMPS5, Calpain 1(mu), p38 MAPK, NASP,
ERK1 (MAPK3), Bim, CERT, EFHD1, RBP-J kappa (CBF1),
Twinfilin, Autophagin-1, KLC3, RPS27A, Ccdc109a,
913|193 Ubiquitin, IMD2, EYA1, PhLP, SNX9, Kinesin light chain,
A XPF, Phosphatase regulator (inhibitor), PDXP, Fatty acid-
2/0(2|0 binding protein, ERK1/2, NIP2, ADSL, ARHGEF10, MYLK1,
03|03 PQBP-1, Kizuna (C200rf19), LCKBP1, NEPH2, GA17, Ajuba,
01|01 GRB2, PEX19, Grancalcin, Rap1GDS1, BBS9,
cellular S5|E|E|E|E Tropomodulin, RRP42, UBC, HE.»G/-\., Telokin, ST13 (Hip),
compor ponent 5( - -| -| - CED-6, NUP93, ANXA8L2, Dysbindin, Notch, UBB, ARID4A,
9| organization or 5(0/0|0|0 NOTCH1 precursor, DBC1, BMP1, DYNLL, Occludin, Adult
7| biogenesis 71513|5]|3 hemoglobin, Rich1, p47, RIP, MLCK, PAF1
913|193
2/ 012|0
8|1 3|8]|3
411141
E|E| E| E
9| requlation of heart [ 2| 0| 0] 0] O
8| morphogenesis 6/5]3|5|3 RBP-J kappa (CBF1), EYA1, Notch, NOTCH1 precursor
11313
03|03
211|121
5/3|5]|3
positive regulation EIE|E|E
of protein 3] - -] - - CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
9 _Lserine/threomne 40000 Ubiquitin, ERK1/2, Ajuba, UBC, UBB, GCK(MAP4K2),
9| kinase activity 6|413|4|3 ILIRN
1(3(1]|3
1({5|1|5
1/5(1]|5 PEX2, MIBP, GDP-mannose 4,6 dehydratase, CERT, RBP1,
81 1|81 UCK1, RPS27A, Ubiquitin, IMD2, NANP, Phosphatase
1 E|E| E|E regulator (inhibitor), ATP1A3, Fatty acid-binding protein,
1 sinale-organism 4 -| -| -| - ADSL, CRABP2, Guanylate cyclase A (NPR1), Ajuba, HXK4,
0| piosynthetic 0/0j0|0]O0 RIFK, HMBS, UBC, UBB, PAP41, Guanylate cyclase, CTP
0| process 51413 4]|3 synthase Il, RPA4, E-FABP, GOCAP1
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11313
15|15
2| 5(2]|5
10111 MST3, MIBP, CRK, STATSA, TIRAP (Mal), p38 MAPK, ERK1
1| E|E|E|E (MAPK3), CERT, STATS, Twinfilin, UCK1, RPS27A,
1 3] - -| -] - p38gamma (MAPK12), Ubiquitin, ERK1/2, MYLK1,
0 3/0/0|0]|0 Guanylate cyclase A (NPR1), CrkL, CNK1, HXK4, RIFK, UBC,
1| phosphorylation 1{4|13|4]|3 Telokin, UBB, Guanylate cyclase, GCK(MAP4K2), MLCK
MST3, MIBP, GDP-mannose 4,6 dehydratase, CRK,
11313 STATSA, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), CERT,
A A STATS5, Twinfilin, UCK1, RPS27A, p38gamma (MAPK12),
1/6|1|6 Ubiquitin, IMD2, EYA1, NANP, DUPD1, Phosphatase
6|5| 6|5 regulator (inhibitor), PDXP, ATP1A3, Fatty acid-binding
5(4|5]| 4 protein, ERK1/2, ADSL, MYLK1, Guanylate cyclase A
hosphate- 2| E|E|E|E (NPR1), MOCS2(small), CrkL, Ajuba, PTP-2, CNK1, HXK4,
1 p_p—containin; 8| - -| -| - RIFK, UBC, Telokin, GBP5, UBB, PAP41, Guanylate cyclase,
0| compound 5/0(0|0|0 GCK(MAP4K2), RRAD, CTP synthase Il, E-FABP, MLCK,
2| metabolic process | 9| 4| 3| 4| 3 Galectin-13
11313
217127
4|1 8|48
214124
E|E| E| E
1| cardiac muscle ST T T
0| cell myoblast 110(0j00
3| differentiation 11434 3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
11313
217127
4|18|4)|8
214|124
E|E| E|E
1 Notch signaling T T T
O/ involvedinheart | 1] 0] 0100
4| development 11434 3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
11313
21727
41848
214|124
1 mese.r_lchy.mal ]
transition involved
0| in endocardial 110{0]0]0
5| cushion formation | 1| 4| 3| 4| 3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
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11313
31913]9
0|40 4
6|3|6]|3
E|E| E|E
1 positive regulation Lh-p - - -
0| of response to 6/0[{0|0]|0 MST3, STATSA, p38 MAPK, STATS5, Fatty acid-binding
6| wounding 0| 4(3|4]|3 protein, MYLK1, Telokin, MLCK
1(3(1]|3
319|13|9 PEX2, VAMPS5, STAT5A, GGA1, NASP, ERK1 (MAPK3),
317|3]|7 CERT, STATS5, RBP-J kappa (CBF1), Twinfilin, Autophagin-
9(719]|7 1, Tex1, RPS27A, CDCAL, EYA1, SNX9, Kinesin light chain,
2| E|E|E|E Phosphatase regulator (inhibitor), Fatty acid-binding
1 20 - -| -| - protein, ERK1/2, CRABP2, Syntaxin 16, Ajuba, Rab-9B,
0| macromolecule ojo0/0|0]|O0 PTP-2, PEX19, BBS9, COG3, SNX1, CED-6, NUP93, Notch,
7| localization 64|31 4]|3 NOTCH1 precursor, GGA, RAB24, COGS8, APOBEC-1, RIP
1({3(1]|3
319|13]9
4| 7|47
317(13]|7
E|E| E| E
1 - - - -
0| glycogen 8/0(0|0|O0 RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
8| metabolicprocess |4| 4| 3| 4| 3 HXK4, UBC, UBB
11313
319|13|9
6| 8| 6|8
411|141
E|E| E|E
1 1) - - -] -
0| toll-like receptor | 6| 0[0[ 0[O0 TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
9| signalingpathway | 1| 4| 3| 4| 3 Ubiquitin, ERK1/2, UBC, UBB
SAE1, Annexin VIII, PEX2, LAGY, DLC1 (Dynein LC8a),
LCORL, TIPIN, SCMH1, CRK, HBG, PPP1R12B, STAT5A,
TIRAP (Mal), GGA1, p38 MAPK, ERK1 (MAPK3), Bim,
10313 STAT5, RBP-J kappa (CBF1), FERD3L, SMIF, Twinfilin,
N BMAL2, Autophagin-1, RPS27A, p38gamma (MAPK12),
31913]9 ZNF397, Ubiquitin, EYA1, PhLP, SNX9, SCOCO, XPF,
6| 8| 6|8 Phosphatase regulator (inhibitor), Fatty acid-binding
911|191 protein, ERK1/2, NIP2, ARHGEF10, CRABP2, PQBP-1,
7| E| E|E|E LCKBP1, Guanylate cyclase A (NPR1), GA17, CrkL, Ajuba,
1 3] - -| -] - GRB2, PEX19, HXK4, RIFK, Rap1GDS1, ZNF655, COG3,
1| regulation of o0/0|0]|O0 UBC, HBGA, SNX1, PCP2, ST13 (Hip), HKR1, ANXAS8L2,
O| metabolicprocess | 2| 4| 3| 4| 3 Dysbindin, Notch, RAD23A, UBB, PAP41, IRX4, Guanylate
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cyclase, ARID4A, Cyclophilin E, NOTCH1 precursor,
GCK(MAP4K2), 4E-BP1, SCML1, DBC1, USP5, AO7, GGA,
ILIRN, FAM116A, ZNF3970S, DYNLL, Cystatin B, WWOX,
DKK3, PYDC1 (POP1), Adult hemoglobin, PAIP1, MLX,
CAMK2N1, Richl, APOBEC-1, RIP, MLCK, PAF1

11414
410140
319|139
415 4|5
E|E|E|E
1 - - - -
1| glucan metabolic |8 0|0 0] O RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
1| process 5/4)3|4]|3 HXK4, UBC, UBB
11414
410|140
319|139
415 4|5
E|E|E|E
1 - - - -
1| cellular glucan 8/0(0(0|O0 RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
2| metabolic process | 5| 4| 3| 4| 3 HXK4, UBC, UBB
11414
411|141
6| 4| 6| 4 DLC1 (Dynein LC8a), TIPIN, DCTN2, PPP1R12B, RAD1, p38
6|19|6|9 MAPK, NASP, ERK1 (MAPK3), RPS27A, p38gamma
1 E|E|E|E (MAPK12), Ubiquitin, EYA1, SNX9, XPF, Phosphatase
1 51 - -| -| - regulator (inhibitor), Fatty acid-binding protein, ERK1/2,
1 8/0(0|0|0 ARHGEF10, Kizuna (C200rf19), Ajuba, ZNF655, UBC,
3| cell cycle 0| 4]3|4]3 NUP93, Notch, UBB, 4E-BP1, DBC1, GINS2, RPA4, DYNLL
11414
411|14]|1
917|9|7
6| 5| 6|5
E|E|E|E
1 41 -| -| -| - DLC1 (Dynein LC8a), TIPIN, DCTN2, PPP1R12B, RPS27A,
1| cell cycle phase 1{0(0|0|0O Ubiquitin, Phosphatase regulator (inhibitor), Ajuba, UBC,
4| transition 6| 43|43 UBB, 4E-BP1, RPA4, DYNLL
1141/ 4
5/1]5]|1
1 2/017|0|7 p38 MAPK, RPS27A, Ubiquitin, Phosphatase regulator
1| glucose metabolic |0 1| 5| 1|5 (inhibitor), Fatty acid-binding protein, HXK4, UBC, UBB, E-
5| process 8|E|E|E|E FABP
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o

o .

413143
Annexin VIII, PEX2, KLC2, CRK, HBG, DCTN2, VAMPS5,
STATS5A, ERK1 (MAPK3), Carbonic anhydrase XllI, Bim,
11414 LASP1, CERT, STATS5, RBP-J kappa (CBF1), MCT4, KLC3,
B RPS27A, Ccdc109a, Ubiquitin, CDCAL, SNX9, Kinesin light
512|5]| 2 chain, Phosphatase regulator (inhibitor), ATP1A3, Fatty
5(7|5]|7 acid-binding protein, ERK1/2, CRABP2, Syntaxin 16,
5/6|5]|6 Guanylate cyclase A (NPR1), GRB2, PEX19, HXK4, DDC,
3| E|E|E|E COG3, UBC, HBGA, SNX1, CED-6, NUP93, ANXAS8L2,
1 5/ - -] -1 - Dysbindin, Notch, UBB, Guanylate cyclase, IGHG1,
1| single-organism ojoj0|j0|0O NOTCH1 precursor, ILIRN, E-FABP, Adult hemoglobin,
6| transport 64|34 3 Richl, APOBEC-1, MLCK
1(4(1| 4
5|12 5] 2
6| 7| 6|7
4|/ 6|4|6
E|E| E|E
1 positive requlation 30 - - -| - STATSA, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), STATS5,
1| of defense 6/ 0|0|0|O RPS27A, Ubiquitin, Fatty acid-binding protein, ERK1/2,
7| response 2141343 UBC, UBB, SAP
14|14
6| 4| 6|4
3/0(3|0
91797
E|E| E|E MIBP, GDP-mannose 4,6 dehydratase, UCK1, IMD2,
1 organophosphate 5/ - -] -1 - ATP1A3, Fatty acid-binding protein, ADSL, Guanylate
1| biosynthetic 3/oj0|0|o0 cyclase A (NPR1), MOCS2(small), Ajuba, RIFK, PAP41,
8| process 81 4|13|4]|3 Guanylate cyclase, CTP synthase Il, E-FABP
14|14
6| 4| 6| 4
4,01 4|0
47| 4)|7
E|E| E|E
1 - - - -
1 110[{0]0]0
9| bleb assembly 2143|143 MYLK1, Telokin, MLCK
114|114
JAK-STAT 6|al6|a
1 pascade involved slolslo
in growth
2| hormone 313|17|3]|7
0| signaling pathway | 0| E| E| E| E STATSA, ERK1 (MAPK3), STATS, ERK1/2
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oj0|0]|O0
413143
114|114
715|7]|5
217127
) 8/ 0(8|0
negative ElElElE
1 reg_ulation of L]
epidermal growth
2| factor receptor 500010
1| signaling pathway | 6| 4| 3| 4| 3 RPS27A, Ubiquitin, GRB2, UBC, UBB
1(4(1| 4
8| 7| 8|7
28|28
69| 6|9 Reticulon 4, CRK, STAT5A, p38 MAPK, ERK1 (MAPK3),
1| E|E| E|E Bim, STAT5, SMIF, RPS27A, p38gamma (MAPK12),
1 enzyme linked o -| -| -| - Ubiquitin, Phosphatase regulator (inhibitor), ERK1/2,
2| receptor protein 0j0j0l0|O Guanylate cyclase A (NPR1), CrkL, GRB2, PTP-2, CNK1,
2| signaling pathway | 7| 4| 3| 4| 3 UBC, UBB, Guanylate cyclase, 4E-BP1
1(4(1| 4
8| 8| 8| 8
81 9|8|9
0|1(0]|1
. E|E| E| E
1 ?ee jtell\t/i((am of ST T T
2| ERBB signaiing | 5| 0| 0| 0] 0
3| pathway 71413 4]|3 RPS27A, Ubiquitin, GRB2, UBC, UBB
MST3, MIBP, GDP-mannose 4,6 dehydratase, CRK,
1/5(1]5 STATSA, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), CERT,
. . S STATS, Twinfilin, UCK1, RPS27A, p38gamma (MAPK12),
9/0|9]|0 Ubiquitin, IMD2, EYA1, NANP, DUPD1, Phosphatase
411|141 regulator (inhibitor), PDXP, ATP1A3, Fatty acid-binding
5/19|5|9 protein, ERK1/2, ADSL, MYLK1, Guanylate cyclase A
2| E|E|E|E (NPR1), MOCS2(small), CrkL, Ajuba, PTP-2, CNK1, HXK4,
1 9| -| -| -| - RIFK, UBC, Telokin, GBP5, UBB, PAP41, Guanylate cyclase,
2| phosphorus 2/0/0[0|0 GCK(MAP4K2), RRAD, CTP synthase II, E-FABP, MLCK,
4| metabolicprocess | 2| 4| 3| 4| 3 Galectin-13
1({5|1|5
9/ 0|90
6| 2| 6|2
1 3121121 CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
2| requlationof MAP | 7| E| E| E| E Ubiquitin, ERK1/2, Ajuba, UBC, UBB, GCK(MAP4K2),
5| kinase activity 1) - -| -| - ILARN
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0|0j0]|O
413143
2| 5(2]|5
0/3(0]3
negative 9/0[9]0
regulation of 16|16
transmembrane ElEIlEIE
1 receptor protein 1l o] o
serine/threonine
2| kinase signaling 2/ 0(0|0|O RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
6| pathway 914|13|4| 3 UBC, Notch, UBB, NOTCH1 precursor
2| 5(2]|5
11313
2/012|0
0| 6]0]|6
E|E|E|E TIPIN, RAD1, p38 MAPK, ERK1 (MAPK3), Bim, RPS27A,
1 cellular response 8| - -| -| - p38gamma (MAPK12), Ubiquitin, EYA1, XPF, Phosphatase
2| to DNA damage 1/0{0|0]|O regulator (inhibitor), ERK1/2, GRB2, UBC, RAD23A, UBB,
7| stimulus 043|413 DBC1, RPA4, DSS1
2| 5(2]|5
11313
2/012|0
3/6|/3|6
. E|E|E|E
1 ventricular ]
trabecula
2| myocardium 110/010]0
8| morphogenesis 3143|143 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
2| 5(2]|5
11313
71917]9
6| 6| 6|6 DLC1 (Dynein LC8a), TIPIN, DCTN2, PPP1R12B, RAD1, p38
1| E|E|E|E MAPK, RPS27A, p38gamma (MAPK12), Ubiquitin, EYA1,
1 2| -| -| -] - SNX9, XPF, Phosphatase regulator (inhibitor), Fatty acid-
2 3/]0[{0|0]|0O0 binding protein, ARHGEF10, Kizuna (C200rf19), Ajuba,
9| cellcycle process | 7| 4| 3| 4] 3 ZNF655, UBC, NUP93, Notch, UBB, 4E-BP1, RPA4, DYNLL
2| 5(2]|5
419(14]|9
0|20 2
918|938
E|E|E|E
1 regulation of -1 -1 -1 -
3| striated muscle 3/o|0|0|o0 LAGY, MIBP, p38 MAPK, RBP-J kappa (CBF1), Notch,
0| cell differentiation | 2| 4| 3| 4| 3 NOTCH1 precursor, MLCK
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21 6|2|6
5{0|5|0
110110
0| 7,07
E|E| E|E
1 1] -| -] -| -
3| DNA damage 7/,0|/010|0 TIPIN, RAD1, p38 MAPK, RPS27A, Ubiquitin, UBC, UBB,
1| checkpoint 64|34 3 RPA4
21 6|2|6
5/{0|5|0
710|7]0
317|137
E|E| E|E
1 negative T T T
3| requlation of 0/040]0
2| protein refolding 3143|143 PhLP, ST13 (Hip)
21 6|2|6
5{0|5|0
710|170
317|137
E|E| E| E
1 I
3| stress response 0/040)0
3| to copper ion 3/4|3|4|3 Metallothionein-1, Metallothionein-II
21 6|2|6
5{0|5|0
710]7]0
317|137
E|E| E|E
1 S S N
3| detoxification of 0/040]0
4| copper ion 3/413|14]3 Metallothionein-I, Metallothionein-II
216|2|6
5/0|5|0
710|7]0
317|137
E|E| E|E
1 S S N
3| requlation of 0/040]0
5| protein refolding 31413|4/|3 PhLP, ST13 (Hip)
1| coronary vein 216126
3| morphogenesis 3 Notch, NOTCH1 precursor
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6 5/0|5|0
71017]0
317(13]|7
E|E|E|E
0|0j0]|O
413143
2/ 6|2|6
5/0/5|0
7/017]0
317(13]|7
E|E|E|E
1| requlation of T T T
3| extracellular o[o]o|o0
7| matrix assembly 3143|143 Notch, NOTCH1 precursor
2/ 6|2|6
6| 1|6|1
412142
213123
E|E|E|E
1 1) - - -] -
3| keratinocyte 3/oj0|0|o0 SPRR1A, RBP-J kappa (CBF1), SPRR4, Notch, NOTCH1
8| differentiation 4(413|14|3 precursor, Sprr2f, SPRR3
2/ 6|2|6
6| 1|6]|1
8/3(8|3
41 2|4\ 2
E|E|E|E
1 S
3| endocardial 1/040/0]0
9| cushion formation | 4| 4| 3| 4| 3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
2/ 6|2|6
6| 1|6|1
8/3|8|3
412142
E|E|E|E
1 - - - -
4| endocardium 110(0j00
0| development 4(4|13|4|3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
2/ 6|2|6
1\ tibonucleotide . o
4| biosynthetic 7/813|8|3 UCK1, IMD2, ATP1A3, ADSL, Guanylate cyclase A (NPR1),
1 9/1|18|1]| 8 RIFK, Guanylate cyclase, CTP synthase |l

process
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4131 4|3
E|E| E|E
00|00
413 4|3
3/6|3|6
0| 7,07
411141
619|6]|9
E|E|E|E
1 growth hormone T T T
4| receptor signaling | 3| 0| 0| 0] 0
2| pathway 5(4|13]|4]3 STATSA, ERK1 (MAPK3), STAT5, ERK1/2
3/6|3|6
0| 7|07
411141
619|6]|9
E|E| E|E
1 I S N
4| mRNA 31/0{0]0]0
3| stabilization 514|131 4]|3 TIRAP (Mal), p38 MAPK, PAIP1, APOBEC-1
3/16|3|6
0|70 7
411141
6/9|6]|9
E|E| E| E
1 S S A
4 31]0/{010|0
4| RNA stabilization | 5| 4| 3| 4| 3 TIRAP (Mal), p38 MAPK, PAIP1, APOBEC-1
3/6|3|6
0| 7|07
411141
6/19|6]|9
epithelial cell Elel E|E
1 Qifferentigtion R
involved in
4| prostate gland 3100700
5| development 5/4(3|4]|3 STATSA, STATS5, Notch, NOTCH1 precursor
3/6|3|6
pattern 1y 8p1)8
1 recognition 11419]4]9
4| veceptor signaling | 8| 7| 5| 7|5 TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
6| pathway 2| E| E|E|E Ubiquitin, ERK1/2, UBC, UBB
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oj0|0]|O0
413143
317(13]|7
211121
6|/0|6|0
5|/5|5]|5
E|E| E|E
1 1) - -| - -
4| Notch signaling 8/0/0|0]O0 GDP-mannose 4,6 dehydratase, RBP-J kappa (CBF1),
7| pathway 3/4|13|4] 3 RPS27A, Ubiquitin, UBC, Notch, UBB, NOTCH1 precursor
317|3]|7
31232
3/0(3|0
regulation of 2011211
transcription from Elel E|E
| msgmenss | || )
4| involved in heart 110{0]0]0
8| development 5/413|4|3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
317|3]|7
312|132
87|87
711171
E|E| E| E
1| ribose phosphate -1 -1 -] -
4| piosynthetic 8/0|0|0|0O UCK1, IMD2, ATP1A3, ADSL, Guanylate cyclase A (NPR1),
9| process 4141343 RIFK, Guanylate cyclase, CTP synthase |l
317(13]|7
5/5|5]|5
5/19|5]|9 HBG, DCTN2, NASP, ERK1 (MAPK3), RPS27A, Ccdc109a,
9/11|/9]|1 IMD2, PhLP, SNX9, Kinesin light chain, Phosphatase
1| E| E| E|E regulator (inhibitor), PDXP, ERK1/2, ADSL, ARHGEF10,
1 macromolecular 181 -1 -1 -] - MYLK1, PQBP-1, Kizuna (C200rf19), LCKBP1, GA17, GRB2,
5| complex subunit |2 0] 0| 0|0 Rap1GDS1, Tropomodulin, HBGA, Telokin, ST13 (Hip),
0| organization 3/14|13|4]|3 NUP93, Occludin, Adult hemoglobin, Rich1, RIP, MLCK
317|3]|7
6| 7| 6|7
411141
innate immune o e
1 esponse- 1| E|E|E|E
5| activating signal 8| -| -| -| - TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
1| transduction 6 0|0|O0 Ubiquitin, ERK1/2, UBC, UBB
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413143
317(13]|7
6| 7|6]|7
713173
4121 4] 2
E|E| E|E
1 regulation of -1 -1 -] -
5| ERBBsignaling [0 0 0] 0] 0
2| pathway 114|343 RBP-J kappa (CBF1), RPS27A, Ubiquitin, GRB2, UBC, UBB
317(13]|7
A I Reticulon 4, CRK, STAT5A, TIRAP (Mal), p38 MAPK, ERK1
717177 (MAPK3), Bim, Metallothionein-I, STAT5, SMIF, RPS27A,
0|5|0]|5 p38gamma (MAPK12), Ubiquitin, IMD2, Phosphatase
711171 regulator (inhibitor), PDXP, ERK1/2, Metallothionein-IG,
2| E| E|E|E LCKBP1, CrkL, GRB2, HXK4, DDC, Metallothionein-II,
1 cellular response 4| -| -| -| - HMBS, UBC, GBP5, NUP93, Notch, UBB, Guanylate
5| to organic 00| 0jO0]|O cyclase, NOTCH1 precursor, 4E-BP1, ILIRN, WWOX,
3| substance 41 413|143 PYDC1 (POP1), APOBEC-1, MLCK, PAF1
317|3]|7
718|178
714|174
4/10(4|0
E|E| E| E
1 1) - - -] -
5| DNA integrity glolo|o0]|oO TIPIN, RAD1, p38 MAPK, RPS27A, Ubiquitin, UBC, UBB,
4| checkpoint 70141343 RPA4
4|1 8|48
03|03
7177\ 7
213123
E|E| E|E
1 - - - -
5| cardioblast 1/0(010)0
5| differentiation 6|4|3|4|3 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
4|1 8| 4| 8
03|03
8|1 7| 8|7
313|13]|3
E|E| E|E
1| activation of = e e
5| protein kinase 40000 CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
6| activity 5/4(3[4]|3 Ubiquitin, ERK1/2, CrkL, UBC, UBB, GCK(MAP4K2)



http://portal.genego.com/cgi/process.cgi?id=-1100174344
http://portal.genego.com/cgi/process.cgi?id=-1100174344
http://portal.genego.com/cgi/process.cgi?id=-1100174344
http://portal.genego.com/cgi/process.cgi?id=-2093813642
http://portal.genego.com/cgi/process.cgi?id=-2093813642
http://portal.genego.com/cgi/process.cgi?id=-2093813642
http://portal.genego.com/cgi/process.cgi?id=-1437589757
http://portal.genego.com/cgi/process.cgi?id=-1437589757
http://portal.genego.com/cgi/process.cgi?id=-2018251923
http://portal.genego.com/cgi/process.cgi?id=-2018251923
http://portal.genego.com/cgi/process.cgi?id=-1865267366
http://portal.genego.com/cgi/process.cgi?id=-1865267366
http://portal.genego.com/cgi/process.cgi?id=-1865267366

4|1 8|48
21727
9|1 5|95
9191919
E|E| E|E
1 1) -| -] -| -
5| muscle tissue o0/0|0]|O0 RBP-J kappa (CBF1), MYLK1, Telokin, Notch, NOTCH1
7| morphogenesis 414|13|4|3 precursor, MLCK
4|1 8| 4|8
31838
9| 8|9 8
09|09
E|E| E|E
1 . 30 - -] -] -
5 %ﬁ%ne 4,010|0]|0 STATSA, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), STATS5,
8| response 8| 413|413 RPS27A, Ubiquitin, ERK1/2, UBC, UBB, SAP
419|419
62|62
11313
4|1 4| 4 4
transmembrane EIE|E|E
1 recentor protein 71 -1 - -| - Reticulon 4, CRK, STAT5A, p38 MAPK, ERK1 (MAPK3),
5 t_p_p—nrosine kinase 2/ 0(0]|0|0 Bim, STATS, RPS27A, p38gamma (MAPK12), Ubiquitin,
9| signaling pathway | 5| 4| 3| 4| 3 ERK1/2, CrkL, GRB2, CNK1, UBC, UBB, 4E-BP1
419(4]|9
62|62
413(4]|3
714|174
E|E| E|E
1 prostate gland B
6| epithelium 3/0(0(00
0| morphogenesis 9143|143 STATSA, STATS5, Notch, NOTCH1 precursor
419|141|9
6| 2| 6|2
413|143
nucleotide- 70474
binding E|E|E|E
oligomerization
1| domain NN
6| containing 3/0(0[0]0
1| signaling pathway |9 4| 3| 4| 3 RPS27A, Ubiquitin, UBC, UBB
interleukin-1-
1| mediated 1/4/9]4]°9
6| signaling pathway | 7 TIRAP (Mal), ERK1 (MAPK3), ERK1/2



http://portal.genego.com/cgi/process.cgi?id=-775977765
http://portal.genego.com/cgi/process.cgi?id=-775977765
http://portal.genego.com/cgi/process.cgi?id=-916237139
http://portal.genego.com/cgi/process.cgi?id=-916237139
http://portal.genego.com/cgi/process.cgi?id=-916237139
http://portal.genego.com/cgi/process.cgi?id=-1070907330
http://portal.genego.com/cgi/process.cgi?id=-1070907330
http://portal.genego.com/cgi/process.cgi?id=-1070907330
http://portal.genego.com/cgi/process.cgi?id=-1070907330
http://portal.genego.com/cgi/process.cgi?id=-270490632
http://portal.genego.com/cgi/process.cgi?id=-270490632
http://portal.genego.com/cgi/process.cgi?id=-270490632
http://portal.genego.com/cgi/process.cgi?id=-1039830300
http://portal.genego.com/cgi/process.cgi?id=-1039830300
http://portal.genego.com/cgi/process.cgi?id=-1039830300
http://portal.genego.com/cgi/process.cgi?id=-1039830300
http://portal.genego.com/cgi/process.cgi?id=-1039830300
http://portal.genego.com/cgi/process.cgi?id=-1039830300
http://portal.genego.com/cgi/process.cgi?id=-85498540
http://portal.genego.com/cgi/process.cgi?id=-85498540
http://portal.genego.com/cgi/process.cgi?id=-85498540

2 9(519]|5
11414
111111
E|E|E|E
0j0(0|O0
413143
419149
9151915
2(412)| 4
711(7]|1 Annexin VIII, PEX2, KLC2, VAMPS5, ERK1 (MAPK3), Bim,
1/ E|E| E|E CERT, KLC3, RPS27A, Ccdc109a, Ubiquitin, CDCAL, SNX9,
1| single-organism 20 - -| -| - Kinesin light chain, Phosphatase regulator (inhibitor),
6 —g—g—imrace"u,ar 3/ 0| 0/| 0| 0]2|ERK1/2, Syntaxin 16, PEX19, COG3, UBC, SNX1, ANXASL2,
3| transport 14| 3| 4| 3|4 | Dyshindin, UBB
5(915]|9
15|15
11414
411141
E|E|E|E
1\ atrioventricular N
6| node ojlojo|oO
4| development 4| 4| 3| 4| 32| Notch, NOTCH1 precursor
5(915]|9
15|15
11414
411141
. E|E|E|E
1 negative R
regulation of pro-
6| B cell 0/0j0|0
5| differentiation 41 41 3| 4] 3| 2] Notch, NOTCH1 precursor
5(9|5]|9
1/5(1]5
11414
411141
E|E|E|E
1\ cardiac right T T T
6 Wg_ oj{o|lo]|o
6| morphogenesis 4|1 4| 3| 4| 3| 2| Notch, NOTCH1 precursor
. . 5(9|5]|9
1 | cell migration
involved in ' o
6| endocardial 115]1]5
7| cushion formation | 4| 1| 4| 1| 4 | 2 | Notch, NOTCH1 precursor
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411141
E|E|E|E
0|0j0]|O
413143
5/9(5]|9
15|15
11414
411141
E|E| E|E
1 S
6| regulation of mast 00700
8| cell differentiation | 4| 4| 3| 4| 3 STATSA, STATS
5/9(5|9
11515
11414
411141
E|E|E|E
1 - - - -
6| prolactin signaling 0/040]0
9| pathway 41413143 STATSA, STATS
5/9(5]|9
1/5|1|5
11414
411141
. E|E|E|E
1 negative R
regulation of
7| endothelial cell 010100
0| chemotaxis 4141343 Notch, NOTCH1 precursor
5/9(5]|9
1/5(1]5
214|124
6| 1|6|1
E|E|E|E
1| cellular response ST T T
7 to gI’O\Nth 4 0 0 0 0
1| hormone stimulus | 0| 4| 3| 4| 3 STATSA, ERK1 (MAPK3), STAT5, ERK1/2
5(9|5]|9 Annexin VIII, PEX2, LAGY, DLC1 (Dynein LC8a), LCORL,
A O R TIPIN, SCMH1, CRK, HBG, STAT5A, TIRAP (Mal), GGA1,
6| 1|5| 1|5 p38 MAPK, ERK1 (MAPK3), Bim, STAT5, RBP-J kappa
1| requlation of 5(3[4|3]|4 (CBF1), FERD3L, SMIF, Twinfilin, BMAL2, Autophagin-1,
7| primary metabolic |4 0| 1] 0] 1 RPS27A, p38gamma (MAPK12), ZNF397, Ubiquitin, EYAL,
2| process OlE|E|E|E PhLP, SNX9, XPF, Phosphatase regulator (inhibitor), Fatty
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o

o .

acid-binding protein, ERK1/2, NIP2, ARHGEF10, CRABP2,

PQBP-1, LCKBP1, Guanylate cyclase A (NPR1), GA17, CrkL,
4131 4|3 Ajuba, HXK4, Rap1GDS1, ZNF655, UBC, HBGA, SNX1,
PCP2, ST13 (Hip), HKR1, ANXA8L2, Notch, RAD23A, UBB,
IRX4, Guanylate cyclase, ARID4A, Cyclophilin E, NOTCH1
precursor, GCK(MAP4K2), 4E-BP1, SCML1, DBC1, USP5,
AO7, GGA, ILIRN, FAM116A, ZNF3970S, DYNLL, Cystatin
B, WWOX, DKK3, PYDC1 (POP1), Adult hemoglobin,
PAIP1, MLX, CAMK2N1, Richl, APOBEC-1, RIP, PAF1
5/9|5|9
1({5(1|5
6| 4| 6| 4
2| 5|2]|5
E|E| E|E
1 41 -| -| -| - DLC1 (Dynein LC8a), DCTN2, PPP1R12B, RPS27A,
7| mitotic cell cycle 1/ 0| 0| 0| 0| 1| Ubiquitin, Phosphatase regulator (inhibitor), Ajuba, UBC,
3| phase transition 3|1 4| 3| 4| 3]|2]| UBB,4E-BP1, RPA4, DYNLL
5/9|5|9
3/8|3]|8
3/0(3|0
4| 6|4|6
E|E| E| E
1| activation of -1 -1 -] -
7| innate immune 9|o|o0|0]|o0 TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
4| response 71 4| 3| 4| 3|8 ]| Ubiquitin, ERK1/2, UBC, UBB
5/1|5]|1
4/10(4|0
71017]0
) 5/1|5]|1
antigen E|E|E|E
1 | Brocessing and 1
presentation of
7| exogenous 410(0(0|0 KLC2, DLC1 (Dynein LC8a), DCTN2, RPS27A, Ubiquitin,
5| peptide antigen 8| 4| 2| 4| 2|9 | Kinesin light chain, UBC, UBB, DYNLL
51151
5/0|5|0
7/10(7|0
) 21222
SRR E|E|E|E
1| fesponse: 3| | o -] -
activating cell
7| surface receptor 0| 0| 0| 0| 0]1]CRK, ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2, GRB2,
6| signaling pathway | 2| 4| 2| 4| 2 | 0| UBC, UBB, IGHG1, ACP33
1| response to 15| 1|5/ 1|2]TIPIN, RAD1, p38 MAPK, ERK1 (MAPK3), STATS, RBP1,
7| abiotic stimulus 5 8 | RPS27A, Ubiquitin, EYA1, XPF, ATP1A3, Fatty acid-binding
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7 5/6[{0|6|0 protein, ERK1/2, ADSL, MYLK1, Ajuba, GRB2, HMBS, UBC,
110|0]0|O0 Telokin, PCP2, Notch, UBB, Guanylate cyclase, NOTCH1
312|132 precursor, DBC1, APOBEC-1, MLCK
E|E|E|E
o(0j0]|O
412|142
5/1|5]|1
positive regulation 6/0|6|0
of protein 4101410
insertion into ol2lol2
mitochondrial ElEl EIlE
1 _rnembrane R
involved in
7| apoptotic 4/0/0]0}0
8| signaling pathway | 1| 4| 2| 4| 2 DLC1 (Dynein LC8a), Bim, BMF, DYNLL
5/1]5]|1
6|/0|6|0
regulation of 410140
protein insertion ol2lo0]2
into mitochondrial ElEIElE
1 _membrane R
involved in
7| apoptotic 410101010
9| signaling pathway | 1| 4| 2| 4| 2 DLC1 (Dynein LC8a), Bim, BMF, DYNLL
5/1|5]|1
6/0[6|0
410|14]|0
0|2|0] 2
E|E|E|E
1 - - - -
8| prostate gland 4/0/0]0}0
0| morphogenesis 114|2|4] 2 STATS5A, STATS, Notch, NOTCH1 precursor
LAGY, Reticulon 4, DLC1 (Dynein LC8a), Beta crystallin B2,
5/1|5]|1 VAMPS5, STATSA, SPRR1A, TIRAP (Mal), RAD1, p38 MAPK,
B ERK1 (MAPK3), Bim, Metallothionein-I, CERT, STAT5, RBP-
6|0|6|0 J kappa (CBF1), NHS, p38gamma (MAPK12), Ubiquitin,
6|/ 0|6|0 IMD2, EYA1, Fatty acid-binding protein, ERK1/2, MYLK1,
912|192 CRABP2, Metallothionein-IG, LCKBP1, SPRR4, NEPH2,
3| E|E|E|E CrkL, GRB2, PTP-2, HXK4, HMBS, Telokin, Dysbindin,
1 6| -| - -| - Notch, ACSBG1, UBB, IRX4, ARID4A, NOTCH1 precursor,
8 organ 9/0|0|0|0O 4E-BP1, Sprr2f, BMP1, DYNLL, WWOX, E-FABP, DKK3,
1| development 1142|142 Adult hemoglobin, Melusin, SPRR3, MLCK
1 cellular isp1)s)1
8| polysaccharide 0 . ] .. RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
2| metabolic process |0| 7| 0| 7| O HXK4, UBC, UBB
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911|191
5/9|15|9
E|E| E|E
oj0|0]|0
41214 2
5/1|5]|1
8/ 0(8|0
5|12 5] 2
313|13|3

. E|E| E|E
1 equlation of AIRRE
8| myoblast 110[{0]0]0
3| differentiation 81 4| 2|4]2 MIBP, Notch, NOTCH1 precursor

5/1|5]|1
9/0|9]|0
5/3|5]|3 PEX2, LAGY, DLC1 (Dynein LC8a), TIPIN, DCTN2, VAMPS5,
82|82 Bim, CERT, Ubiquitin, EYA1, SNX9, XPF, Phosphatase

1| E|E| E|E regulator (inhibitor), PDXP, Fatty acid-binding protein,
1 gingle-oraanism |81 | - -| - NIP2, ARHGEF10, MYLK1, Kizuna (C200rf19), LCKBP1,
81 organelle 7/0/0|0]|0 PEX19, Rap1GDS1, Tropomodulin, Telokin, Dysbindin,
4| organization 81 4| 2| 4| 2 UBB, ARID4A, DYNLL, Rich1, RIP, MLCK, PAF1
5/1|5]|1

91090
6|3|6]|3
91292
E|E| E| E

1 2| -| -| -] - p38 MAPK, RPS27A, Ubiquitin, Phosphatase regulator
8| hexose metabolic |5/ 0] 00| 0 (inhibitor), Fatty acid-binding protein, HXK4, UBC, UBB, E-
5| process 114|12| 4|2 FABP
MST3, PEX2, LAGY, Reticulon 4, MIBP, DLC1 (Dynein
LC8a), TIPIN, SCMH1, HBG, STAT5A, TCL1A, p38 MAPK, IL-
1F5, Metallothionein-I, STAT5, RBP-J kappa (CBF1),
6(1|6]|1 FERD3L, Twinfilin, RPS27A, p38gamma (MAPK12),

A N R Ubiquitin, EYA1, PhLP, XPF, Phosphatase regulator
0|0(0]|O (inhibitor), LYPLAL1, Fatty acid-binding protein, ERK1/2,
7147)| 4 NIP2, LCKBP1, Guanylate cyclase A (NPR1), Ajuba, GRB2,
311|131 PTP-2, HXK4, ZNF655, UBC, HBGA, ST13 (Hip), Notch,

4| E| E| E|E UBB, BMF, Guanylate cyclase, ARID4A, NOTCH1
1 negative 20 - - -| - precursor, 4E-BP1, RRAD, DBC1, IL1RN, DYNLL, Cystatin B,
8| requlation of 5/0{0|0]|0 WWOX, DKK3, PYDC1 (POP1), Adult hemoglobin, MLX,
6| cellular process 4141 2|42 CAMK2N1, APOBEC-1, PAF1
1| Ras protein signal | 2| 6] 1] 6] 1 p38 MAPK, ERK1 (MAPK3), p38gamma (MAPK12),
8| transduction 0 ERK1/2, CrkL, GRB2, CNK1, DOK3
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7 1{0|/0|0|O

8/ 4|84

8/ 1(8]|1

E|E|E|E

0|0j0]|O

41 2| 4| 2

6| 1|6|1

3/013|0

71878

5/ 5|5]|5

E|E|E|E
1 1 -] -] -] -
8| muscle organ 1{0|0|0|O RBP-J kappa (CBF1), MYLK1, Telokin, Notch, NOTCH1
8| morphogenesis 2412|142 precursor, MLCK

6| 1|6|1

4/10(4]0

719179

5/6|5|6

E|E|E|E
1| requlation of 4] -| -| -| -| | MST3,Reticulon 4, CRK, TIRAP (Mal), ERK1 (MAPK3),
8| cellular response | 8] 0| 0| 0] 0 EYA1, SCOCO, ERK1/2, Ajuba, GCK(MAP4K2), DBC1,
9| to stress 5|/4)2|4]2 ILIRN, Adult hemoglobin

6| 1|6]|1

711|7]1

713173

413(4]|3

E|E|E|E
1| requlation of T T
9 Eg—yoblast 4100|100
0| differentiation 3/1412|4)|2 MIBP, p38 MAPK, Notch, NOTCH1 precursor

6| 1|6|1

8181

0/3(0]3

11313

1| E|E|E|E CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), Bim, LASP1,

1| positive requlation | 3| | - | | - RBP-J kappa (CBF1), RPS27A, Ubiquitin, EYA1, ERK1/2,
9| of signal 3/0/0/0]|0 NIP2, LCKBP1, CrkL, Ajuba, GRB2, UBC, Notch, UBB, BMF,
1| transduction 64|24 2 NOTCH1 precursor, GCK(MAP4K2), ILIRN, WWOX, SAP

6| 1|6|1
1 positive regulation 2| :
91| of catabolic 5/8(1|8|1 GGA1, Autophagin-1, SCOCO, Fatty acid-binding protein,
2| process 6| 73|73 ARHGEF10, HXK4, SNX1, USP5, GGA
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13|13
E| E| E|E
0/0|{0|O
4121 4] 2
61161
911|191
03|03
313|3|3
E|E| E|E
1 tonic smooth T T T
9| muscle 110(0j00
3| contraction 91 4| 2| 4] 2 MYLK1, Telokin, MLCK
6|11|6|1
91191
03|03
313|133
E| E| E|E
1 positive regulation B
9| of protein 110/010]0
4| oligomerization 914| 2| 4| 2 Bim, SNX9, BMF
61161
911|191
03|03
31333
E| E| E|E
1 endocardial T T T
9| cushion 110/010]0
5| morphogenesis 914|242 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
711171
111]1]1
917|197
5145 4
E| E| E|E
1 S I R
I-kappaB
9| kinase/NF- 71010700
6| kappaB signaling | 6| 4| 2| 4] 2 TIRAP (Mal), RPS27A, Ubiquitin, UBC, UBB
711171
%gcee?l,in and 2) 1121
processing and
11 presentation of 2161 7)617 . o
9| exogenous 5121929 KLC2, DLC1 (Dynein LC8a), DCTN2, RPS27A, Ubiquitin,
7| antigen 8| E|E| E|E Kinesin light chain, UBC, UBB, DYNLL
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MST3, Neurochondrin, PEX2, LAGY, Reticulon 4, DLC1
(Dynein LC8a), SCMH1, Beta crystallin B2, VAMPS5,
STATSA, SPRR1A, TIRAP (Mal), RAD1, TCL1A, p38 MAPK,
NASP, ERK1 (MAPK3), Bim, Metallothionein-I, CERT,
STATS, EFHD1, RBP-J kappa (CBF1), FERD3L, NHS,
p38gamma (MAPK12), Ubiquitin, IMD2, EYA1,
Phosphatase regulator (inhibitor), Fatty acid-binding
protein, ERK1/2, NIP2, ARHGEF10, MYLK1, CRABP2,
Metallothionein-1G, PQBP-1, LCKBP1, SPRR4, NEPH2,
CrkL, Ajuba, GRB2, PTP-2, HXK4, BBS9, Metallothionein-II,
Tropomodulin, HMBS, Telokin, Dysbindin, Notch,
ACSBG1, UBB, PAP41, IRX4, Guanylate cyclase, ARID4A,
NOTCH1 precursor, 4E-BP1, Sprr2f, SCML1, BMP1, DYNLL,
WWOX, E-FABP, DKK3, Adult hemoglobin, Melusin, RIP,
SPRR3, MLCK, PAF1
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CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), Bim, LASP1,
RBP-J kappa (CBF1), RPS27A, Ubiquitin, EYA1, SCOCO,
ERK1/2, NIP2, LCKBP1, CrkL, Ajuba, GRB2, UBC, Notch,
UBB, BMF, NOTCH1 precursor, GCK(MAP4K2), IL1RN,
WWOX, SAP

o
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regulation of
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MST3, PEX2, LAGY, Reticulon 4, MIBP, DLC1 (Dynein
LC8a), TIPIN, SCMH1, HBG, STAT5A, TIRAP (Mal), TCL1A,
p38 MAPK, IL-1F5, Metallothionein-I, STATS, RBP-J kappa
(CBF1), FERD3L, Twinfilin, RPS27A, p38gamma (MAPK12),
Ubiquitin, EYA1, PhLP, XPF, Phosphatase regulator
(inhibitor), LYPLAL1, Fatty acid-binding protein, ERK1/2,
NIP2, Metallothionein-IG, LCKBP1, Guanylate cyclase A
(NPR1), Ajuba, GRB2, PTP-2, HXK4, Metallothionein-II,
ZNF655, UBC, HBGA, ST13 (Hip), Notch, UBB, BMF,
Guanylate cyclase, ARID4A, NOTCH1 precursor, 4E-BP1,
RRAD, DBC1, Metallothionein-1M, ILIRN, DYNLL, Cystatin
B, WWOX, DKK3, PYDC1 (POP1), Adult hemoglobin, MLX,
CAMK2N1, APOBEC-1, PAF1
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CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
Ubiquitin, ERK1/2, NIP2, Ajuba, UBC, UBB, GCK(MAP4K2),
ILIRN
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412114 2
MST3, LAGY, Reticulon 4, DLC1 (Dynein LC8a), TIPIN, CRK,
Calpain 1(mu), STATSA, TIRAP (Mal), GGA1, p38 MAPK,
ERK1 (MAPK3), Bim, LASP1, STAT5, RBP-J kappa (CBF1),
SMIF, BMAL2, Autophagin-1, RPS27A, p38gamma
711171 (MAPK12), Ccdc109a, Ubiquitin, EYA1, SNX9, SCOCO,
B PDXP, Fatty acid-binding protein, ERK1/2, NIP2,
91 2|9 2 ARHGEF10, MYLK1, LCKBP1, Guanylate cyclase A (NPR1),
8/ 6| 8|6 CrkL, Ajuba, GRB2, HXK4, UBC, Telokin, SNX1, Dysbindin,
5/5|5]|5 Notch, RAD23A, UBB, BMF, Guanylate cyclase, IGHG1,
5/ E|E|E|E Cyclophilin E, NOTCH1 precursor, GCK(MAP4K2), 4E-BP1,
2 positive requlation 2| -| -| -| - DBC1, USP5, GGA, ILIRN, FAM116A, BMP1, DYNLL,
0| of biological 4,010|0]|0 WWOX, ACP33, PYDC1 (POP1), Adult hemoglobin, PAIP1,
2| process 9|1 412|412 MLX, SAP, APOBEC-1, MLCK, PAF1
811 8|1
0|2|0] 2
6| 6| 6|6
6| 5| 6|5
E|E| E|E
2 S I R
0 2/0[{0]|0]|0
3| oxygentransport [O| 4| 2| 4| 2 HBG, HBGA, Adult hemoglobin
81|81
0|20 2
6| 6| 6|6
6| 5| 6|5
E|E| E| E
2| response to ST T T
0| muramyl 2l olololo
4| dipeptide 04|24\ 2 p38 MAPK, Notch, NOTCH1 precursor
81|81
412|142
716|7|6
0/6|0]|6
E|E| E|E
2 S I I
0| creatinine 00100
5| metabolicprocess | 5| 4| 2| 4| 2 STATSA, STATS
8|1 1| 8|1
2 412|142
0| response to 7161716
6| erythropoietin 5(0/6|0]|6 Metallothionein-I, Metallothionein-II
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412114 2
18| 1
4121 4] 2
716|7|6
0|6|0]|6
) development of EJEVEIE
secondary male T T T
1] sexual 0/040]0
2| characteristics 5/4)2)| 4] 2 STATSA, STATS
8|1 1| 8|1
412|142
716|7|6
0|6|0]|6
E|E| E|E
2 S I R
1| mitral valve 0/040]0
3| formation 514124\ 2 Notch, NOTCH1 precursor
81181
412|142
716|7]|6
0|6|0]|6
E|E| E| E
2 S I R
1] isoleucine 0/040]0
4| metabolicprocess | 5| 4| 2| 4| 2 STATSA, STATS
8|1 1|81
7127\ 2
219129 HBG, DCTN2, NASP, ERK1 (MAPK3), RPS27A, Ccdc109a,
5/8|5]| 8 IMD2, PhLP, Phosphatase regulator (inhibitor), PDXP,
1 E|E| E|E ERK1/2, ADSL, ARHGEF10, MYLK1, Kizuna (C200rf19),
2 rotein complex 5( - -| -| - LCKBP1, GRB2, Rap1GDS1, Tropomodulin, HBGA, Telokin,
1| subunit 9|0/ 0|00 ST13 (Hip), NUP93, Occludin, Adult hemoglobin, Rich1,
5| organization 6| 42|42 RIP, MLCK
81181
712172
6|/9|6]|9
) 48| 4|8
cytoplasmic ElElElE
2 pattern
recognition T T T
1| receptor signaling |4 00 0] O
6| pathway 64| 2| 4|2 RPS27A, Ubiquitin, UBC, UBB
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911|191
11313
8| 5| 8|5
314,3|4
E|E| E|E
2 1) - - -] -
1| cellular response |6 0|0 0] O RPS27A, Ubiquitin, Fatty acid-binding protein, UBC,
7| to hypoxia 514124\ 2 Notch, UBB, NOTCH1 precursor
PEX2, MUC15, LAGY, MIBP, DLC1 (Dynein LC8a), LCORL,
GDP-mannose 4,6 dehydratase, TIPIN, SCMH1, STATSA,
RAD1, p38 MAPK, NASP, ERK1 (MAPK3), CERT, STATS,
RBP-J kappa (CBF1), FERD3L, RBP1, BMAL2, UCK1,
911191 RPS27A, p38gamma (MAPK12), ZNF397, Ubiquitin, IMD2,
A I EYA1, NANP, Phosphatase regulator (inhibitor), ATP1A3,
41 314|3 Fatty acid-binding protein, ERK1/2, ADSL, CRABP2, PQBP-
4| 7| 4|7 1, Guanylate cyclase A (NPR1), MOCS2(small), GA17,
8| 8| 8| 8 Ajuba, HXK4, DDC, RIFK, ZNF655, COG3, HMBS, UBC,
4| E| E| E|E Cl60rf75, HKR1, Notch, UBB, PAP41, Guanylate cyclase,
2 cellular 9| -| -| -| - ARID4A, NOTCH1 precursor, 4E-BP1, SCML1, GINS2, CTP
1| biosynthetic 9/0|l0|0]0O synthase I, RPA4, ZNF3970S, DYNLL, E-FABP, PAIP1, MLX,
8| process 114]2| 4] 2 APOBEC-1, PAF1
PEX2, MUC15, LAGY, MIBP, DLC1 (Dynein LC8a), LCORL,
GDP-mannose 4,6 dehydratase, TIPIN, SCMH1, STATSA,
RAD1, p38 MAPK, NASP, ERK1 (MAPK3), CERT, STATS,
RBP-J kappa (CBF1), FERD3L, RBP1, BMAL2, UCK1,
9191 RPS27A, p38gamma (MAPK12), ZNF397, Ubiquitin, IMD2,
A EYA1, NANP, Phosphatase regulator (inhibitor), ATP1A3,
413143 Fatty acid-binding protein, ERK1/2, ADSL, CRABP2, PQBP-
5|/7|5]|7 1, Guanylate cyclase A (NPR1), MOCS2(small), GA17,
11818 Ajuba, HXK4, DDC, RIFK, ZNF655, COG3, HMBS, UBC,
. 5|E|E|E|E Ci160rf75, HKR1, Notch, UBB, PAP41, Guanylate cyclase,
organic
2 substance o| -| - -| - ARID4A, NOTCH1 precursor, 4E-BP1, SCML1, GINS2, CTP
1| biosynthetic g8lolo|o]|oO synthase I, RPA4, ZNF3970S, DYNLL, E-FABP, GOCAP1,
9| process 714|242 PAIP1, MLX, APOBEC-1, PAF1
911|191
5/3|5]|3
1717
0/ 8|0]| 8
. E|E|E|E
5 negative ]
regulation of type
2| Linterferon 4/0{0j0]0
0| production 7142|412 RPS27A, Ubiquitin, UBC, UBB
911|191
2 1] . B
2| polysaccharide 2|5/3|5]|3 RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
1| metabolic process | 1| 6| 7| 6| 7 HXK4, UBC, UBB



http://portal.genego.com/cgi/process.cgi?id=-640363023
http://portal.genego.com/cgi/process.cgi?id=-640363023
http://portal.genego.com/cgi/process.cgi?id=-168158862
http://portal.genego.com/cgi/process.cgi?id=-168158862
http://portal.genego.com/cgi/process.cgi?id=-168158862
http://portal.genego.com/cgi/process.cgi?id=-2091549956
http://portal.genego.com/cgi/process.cgi?id=-2091549956
http://portal.genego.com/cgi/process.cgi?id=-2091549956
http://portal.genego.com/cgi/process.cgi?id=-2091549956
http://portal.genego.com/cgi/process.cgi?id=-1750813297
http://portal.genego.com/cgi/process.cgi?id=-1750813297
http://portal.genego.com/cgi/process.cgi?id=-1750813297
http://portal.genego.com/cgi/process.cgi?id=-1750813297
http://portal.genego.com/cgi/process.cgi?id=-1207724053
http://portal.genego.com/cgi/process.cgi?id=-1207724053

0| 80| 8
E|E| E|E
0|0j0]|O
41214 2
91|91 KLC2, DLC1 (Dynein LC8a), CRK, DCTN2, STAT5A, TIRAP
B (Mal), p38 MAPK, ERK1 (MAPK3), Bim, Metallothionein-I,
53|53 CERT, STAT5, RBP-J kappa (CBF1), RPS27A, Ubiquitin,
6|7|6]|7 IMD2, KAAG1, Kinesin light chain, ERK1/2,
218|2|8 Metallothionein-IG, LCKBP1, NEPH2, CrkL, GRB2,
2| E|E|E|E Metallothionein-II, UBC, GBP5, Notch, UBB, IGHG1,
2 6| -| -| -| - ARID4A, CALCOCO2, NOTCH1 precursor, GCK(MAP4K2),
2| immune system 9|0/ 0|0]O0 ILARN, DYNLL, ACP33, PYDC1 (POP1), Adult hemoglobin,
2| process 7141242 SAP, APOBEC-1
91|91
8/ 4|8 4
5/0|5|0
3/6|3|6
E|E| E|E
21 cellular response R e
2| to decreased 6/0/0|0|O0 RPS27A, Ubiquitin, Fatty acid-binding protein, UBC,
3| oxygen levels 71412|4|2 Notch, UBB, NOTCH1 precursor
911|191
8/ 48| 4
8, 0|80 Annexin VIII, KLC2, CRK, HBG, TIRAP (Mal), p38 MAPK,
21 6|2|6 ERK1 (MAPK3), STATS5, RBP-J kappa (CBF1), Kinesin light
1| E|E| E|E chain, Fatty acid-binding protein, ERK1/2, Ajuba, GRB2,
2 41 -1 -1 -| - HBGA, SAAL1, ANXA8L2, Dysbindin, Notch, Guanylate
2| response to 5/(0/0|0|0 cyclase, NOTCH1 precursor, ILIRN, E-FABP, Adult
4| wounding 04|24\ 2 hemoglobin, SPRR3, MLCK
911|191
8/ 4|8 4
8/ 0/ 8|0
8/ 6| 8|6
immune EIE|E|E
2 response- s e e
2| activating signal |4 0[0[ 0|0 CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
5| transduction 5(4|12|4] 2 Ubiquitin, ERK1/2, GRB2, UBC, UBB, IGHG1, ACP33
111|111
0| 4|04 DLC1 (Dynein LC8a), TIPIN, DCTN2, PPP1R12B, RPS27A,
2 812|5|2]|5 Ubiquitin, EYA1, SNX9, Phosphatase regulator (inhibitor),
2| mitoticcellcycle |5 6| 2] 6] 2 Fatty acid-binding protein, ARHGEF10, Ajuba, UBC,
6| process O|E|E|E|E NUP93, UBB, 4E-BP1, RPA4, DYNLL
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oj0|0]|O0
312|132
111|111
0|40 4
4|1 6|4|6
11717
. E|E| E|E
,|sinal Ao
transduction in
2| responsetoDNA 2| 0101010
7| damage 3|1 3| 2| 3| 2]|6]| p38MAPK, RPS27A, Ubiquitin, GRB2, UBC, UBB
1111
I A Annexin VIII, PEX2, LAGY, Reticulon 4, ZNF261, DLC1
0/4|0)| 4 (Dynein LC8a), TIPIN, SCMH1, DCTN2, VAMP5, NASP, Bim,
619|6]|9 CERT, Autophagin-1, Ubiquitin, EYA1, SNX9, XPF,
413|143 Phosphatase regulator (inhibitor), PDXP, Fatty acid-
2| E| E|E|E binding protein, NIP2, ARHGEF10, MYLK1, PQBP-1, Kizuna
2 9 -| -| -| - (C200rf19), LCKBP1, PEX19, Rap1GDS1, BBS9,
2 organelle 7/ 0| 0| 0| 0|4 | Tropomodulin, Telokin, NUP93, ANXA8L2, Dysbindin,
8| organization 6| 3| 2| 3| 2| 4| UBB, ARID4A, DBC1, DYNLL, Rich1, p47, RIP, MLCK, PAF1
1111
0|40 4
719179
5|/ 85| 8
E|E| E| E
2 - - - -
2| positive requlation | 2| 0| 0 010
9| ofwound healing | 2| 3| 2| 3| 2|3 | MYLK1, Telokin, MLCK
111|111
0|40 4
7191719
718 7|8 PEX2, VAMP5, GGA1, NASP, ERK1 (MAPK3), RBP-J kappa
1| E| E| E|E (CBF1), Autophagin-1, RPS27A, SNX9, Kinesin light chain,
2 3] - -| -] - Phosphatase regulator (inhibitor), ERK1/2, Syntaxin 16,
3 8/ 0| 0| 0| 0] 2] Rab-9B, PEX19, BBS9, COG3, SNX1, NUP93, Notch,
0| protein transport O] 32| 3| 2|5 | NOTCH1 precursor, GGA, RAB24, COGS8, APOBEC-1
111|111
1({5|1|5
114|114
312|132
2 E|E| E|E
3| astrocyte 4 -1 -] - -
1| differentiation 9/ 0| 0| 0| 0] 4 | Metallothionein-Il, HMBS, Notch, NOTCH1 precursor
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312|132

111|111

15|15

2| 5(2]|5

5/1|5]|1

E|E| E|E Annexin VIII, KLC2, CRK, HBG, p38 MAPK, ERK1 (MAPK3),
2 8| -| -| -| - Kinesin light chain, ERK1/2, Ajuba, GRB2, HBGA,
3 5/0{0|0]|O0 ANXAB8L2, Dysbindin, Notch, Guanylate cyclase, NOTCH1
2| wound healing 7131232 precursor, Adult hemoglobin, SPRR3

11111

1/5|1|5

3/5[3]|5

41848

E|E| E|E DLC1 (Dynein LC8a), TIPIN, DCTN2, PPP1R12B, RPS27A,
2 9 -| -| -| - Ubiquitin, EYA1, SNX9, Phosphatase regulator (inhibitor),
3 3/0/0|0]|0 Fatty acid-binding protein, ARHGEF10, Ajuba, UBC,
3| mitotic cell cycle 0/3|2|3]2 NUP93, UBB, 4E-BP1, GINS2, RPA4, DYNLL

11111

1/5|1|5

6/9|6|9

6| 4| 6|4

. E|E| E| E
antigen

2 processing and 21 - - -]
3| presentation of 7/0/0/0/0 KLC2, DLC1 (Dynein LC8a), DCTN2, RPS27A, Ubiquitin,
4| peptide antigen 63|23 2 Kinesin light chain, UBC, UBB, DYNLL

111|111

2/ 6|2|6

1121 2

312|132

E|E| E|E
2 positive regulation 31 -1 | | -
3| of organelle 9/0|/0|0]|oO DLC1 (Dynein LC8a), ERK1 (MAPK3), Bim, PDXP, ERK1/2,
5| organization 4131232 ARHGEF10, LCKBP1, GRB2, BMF, DYNLL, MLCK

111|111

2/ 6|2|6

21222

62|62

E|E| E|E
2 70 -1 -] -| - CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
3| requlation of 2/0{0/0|0 Ubiquitin, ERK1/2, NIP2, CrkL, Ajuba, GRB2, UBC, UBB,
6| MAPK cascade 2131232 GCK(MAP4K2), ILARN, MLCK
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111|111
2/ 6|2|6
21222
82|82
E|E| E|E
2 - - - -
3| mesenchyme 2/0/0(010
7| morphogenesis 3131232 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
MST3, Neurochondrin, PEX2, LAGY, Reticulon 4, ZNF261,
DLC1 (Dynein LC8a), SCMH1, Beta crystallin B2, VAMP5,
STATSA, SPRR1A, TIRAP (Mal), RAD1, TCL1A, p38 MAPK,
NASP, ERK1 (MAPK3), Bim, Metallothionein-I, CERT,
STAT5, EFHD1, RBP-J kappa (CBF1), FERD3L, NHS,
1111 p38gamma (MAPK12), Ubiquitin, IMD2, EYA1,
A Phosphatase regulator (inhibitor), Fatty acid-binding
2|1 6|2|6 protein, ERK1/2, NIP2, ARHGEF10, MYLK1, CRABP2,
5(2|5]| 2 Metallothionein-1G, PQBP-1, LCKBP1, SPRR4, NEPH2,
6|2|6]|2 CrkL, GRB2, PTP-2, HXK4, DDC, Metallothionein-II, HMBS,
5| E|E|E|E Telokin, HKR1, Dysbindin, Notch, ACSBG1, UBB, PAP41,
2 multicellular 71 - - -| - IRX4, Guanylate cyclase, ARID4A, NOTCH1 precursor, 4E-
3| organismal 2/o0/l0|l0|0 BP1, Sprr2f, BMP1, DYNLL, WWOX, E-FABP, DKK3, Adult
8| development 3131232 hemoglobin, Melusin, RIP, SPRR3, MLCK, PAF1
111|111
2/ 6|2|6
62|62
regulation of 2121212
transmembrane ElElEIlE
2 w 3 S N N
serine/threonine
3| kinase signaling 2/0/0|0/|0O0 RBP-J kappa (CBF1), RPS27A, Ubiquitin, Phosphatase
9| pathway 5/3]2|3]|2 regulator (inhibitor), UBC, Notch, UBB, NOTCH1 precursor
1111
2|/6|2|6
6| 2| 6|2
312|132
. E|E|E|E
2 negative L]
regulation of
4| phospholipase A2 0/0j0f0
0| activity 6| 3|2|3]|2 Annexin VIII, ANXASL2
111|111
2/ 6|2|6
6| 2| 6|2
2 31232
4| osteoblast fate EIE|E|E
1| commitment 6| -| -| -| - Notch, NOTCH1 precursor



http://portal.genego.com/cgi/process.cgi?id=-1105699403
http://portal.genego.com/cgi/process.cgi?id=-1105699403
http://portal.genego.com/cgi/process.cgi?id=-528578425
http://portal.genego.com/cgi/process.cgi?id=-528578425
http://portal.genego.com/cgi/process.cgi?id=-528578425
http://portal.genego.com/cgi/process.cgi?id=-431700406
http://portal.genego.com/cgi/process.cgi?id=-431700406
http://portal.genego.com/cgi/process.cgi?id=-431700406
http://portal.genego.com/cgi/process.cgi?id=-431700406
http://portal.genego.com/cgi/process.cgi?id=-431700406
http://portal.genego.com/cgi/process.cgi?id=-431700406
http://portal.genego.com/cgi/process.cgi?id=-404781967
http://portal.genego.com/cgi/process.cgi?id=-404781967
http://portal.genego.com/cgi/process.cgi?id=-404781967
http://portal.genego.com/cgi/process.cgi?id=-404781967
http://portal.genego.com/cgi/process.cgi?id=-1722424882
http://portal.genego.com/cgi/process.cgi?id=-1722424882

oj0|0]|O0
31232
111111
2| 6|2|6
6| 2| 6|2
31232
E|E|E|E
2 S I R
4| requlation of 0/040]0
2| Golgi inheritance 31232 ERK1 (MAPK3), ERK1/2
111111
2|1 6|2|6
6| 2| 6|2
31232
E|E|E|E
2 S I R
4| MAPK import into 0/040]0
3| nucleus 31232 ERK1 (MAPK3), ERK1/2
1111
2|/ 6|2|6
positive regulation 62|62
of transcription 312032
from RNA Elel E|E
, | Rolymerase II
promoter in T T T
4| response to 0(0j0]0
4| hypoxia 312132 Notch, NOTCH1 precursor
111111
2|1 6|2|6
6| 2| 6|2
312|132
E|E|E|E
2| requlation of pro- N
4| B cell 0/0j0|0
5| differentiation 312|132 Notch, NOTCH1 precursor
111111
2|/6|2|6
6| 2| 6|2
31232
E|E|E|E
2 positive regulation T T T
41 of mast cell 0104070
6| proliferation 31232 STATSA, STAT5S
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111|111
21 6|2|6
6| 2| 6|2
312|132
E|E| E|E
2 S I N
4| cellular lactam 00700
7| metabolic process | 6| 3| 2| 3| 2 STATSA, STATS
1111
2(6|2]|6
6|2|6]|2
312132
E|E| E|E
2 S S
4| requlation of mast 0/0j0|0
8| cell proliferation 6(3|2]|3)|2 STATSA, STATS
11111
21 6|2|6
6| 2| 6|2
312|132
. E|E| E| E
) negative R
regulation of mast
4 cell apoptotic 00|00
9| process 6| 3|2|3] 2 STATSA, STATS
11111
3/613]|6
219]12]9
negative 5/6|5]|6
, | ransforming L]
growth factor beta
5| receptor signaling | 8| 0| 0| 0| O RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
0| pathway 71312|3]|2 UBC, UBB
111|111
3/6(13]|6
3/19(13]9
16|16
E|E| E|E
2 positive regulation e
5| of myeloid cel 2/0{0/0|0 STATSA, p38 MAPK, STATS5, LCKBP1, Notch, Adult
1| differentiation 913|2|3]|2 hemoglobin
2| muscle organ 3111|111 VAMP5, p38 MAPK, RBP-J kappa (CBF1), p38gamma
5| development 9 (MAPK12), MYLK1, Telokin, Dysbindin, Notch, NOTCH1
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2 91 3(7(3]|7 precursor, Melusin, MLCK
4/0(4]|0
1121 2
E|E| E|E
oj0|0]|0
312|132
MST3, LAGY, Reticulon 4, DLC1 (Dynein LC8a), TIPIN, CRK,
Calpain 1(mu), STATSA, TIRAP (Mal), p38 MAPK, ERK1
(MAPK3), Bim, LASP1, STAT5, RBP-J kappa (CBF1), SMIF,
1111 BMAL2, Autophagin-1, RPS27A, p38gamma (MAPK12),
A A Ccdc109a, Ubiquitin, EYA1, SCOCO, PDXP, Fatty acid-
317137 binding protein, ERK1/2, NIP2, ARHGEF10, MYLK1,
62|62 LCKBP1, Guanylate cyclase A (NPR1), CrkL, Ajuba, GRB2,
211121 HXK4, UBC, Telokin, Dysbindin, Notch, RAD23A, UBB,
4| E|E|E|E BMF, Guanylate cyclase, Cyclophilin E, NOTCH1
2 6 -| -| -| - precursor, GCK(MAP4K2), 4E-BP1, DBC1, USPS5, IL1RN,
5| positive requlation | 7| 0| 0| 0| O FAM116A, DYNLL, WWOX, PYDC1 (POP1), Adult
3| of cellular process | 5| 3| 2| 3| 2 hemoglobin, PAIP1, MLX, SAP, APOBEC-1, MLCK, PAF1
1111
317(13]|7
82|82
5/1|5]|1
E|E| E| E
2 cviokine- 41 -1 -1 -| - STATSA, TIRAP (Mal), ERK1 (MAPK3), STATS5, RPS27A,
5| mediated 6/0/0|0|O0 Ubiquitin, ERK1/2, Metallothionein-Il, UBC, NUP93, UBB,
4| signaling pathway | 3| 3| 2| 3| 2 PYDC1 (POP1)
11111
317(3]|7
912|192
211|121
E|E| E|E
2 inflammatory ST T T
5| response to 5/0[{0|0]|0
5| antigenic stimulus | 2| 3| 2| 3| 2 RBP-J kappa (CBF1), Notch, NOTCH1 precursor, ILIRN
111|111
317|137
9129 2
211|121
E|E| E|E
2 - - - -
5| axon cargo 500400
6| transport 2131232 KLC2, KLC3, Kinesin light chain, Dysbindin
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111|111
317|137
91 2|92
311|131
E|E| E|E
2 apoptotic process ST T T
5| involved in 2/0/0]070
7| morphogenesis 413 2|32 Bim, Notch, NOTCH1 precursor
1111
317|3]|7
912|192
311|131
E|E| E|E
2 cardiac left T T T
>| ventricle 21010100
8| morphogenesis 4131232 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
1111
317|137
91292
311|131
E|E| E| E
2 positive regulation ST T T
5| of cardiac muscle | 2| 0| 0| 0|0
9| cell proliferation 4131232 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
PEX2, LAGY, DLC1 (Dynein LC8a), LCORL, TIPIN, SCMH1,
CRK, HBG, STAT5A, TIRAP (Mal), p38 MAPK, ERK1
(MAPK3), STATS, RBP-J kappa (CBF1), FERD3L, SMIF,
Twinfilin, BMAL2, Autophagin-1, RPS27A, p38gamma
(MAPK12), ZNF397, Ubiquitin, EYA1, PhLP, SNX9, SCOCO,
XPF, Phosphatase regulator (inhibitor), Fatty acid-binding
111|111 protein, ERK1/2, NIP2, ARHGEF10, CRABP2, PQBP-1,
A I T LCKBP1, Guanylate cyclase A (NPR1), GA17, CrkL, Ajuba,
47|47 GRB2, HXK4, Rap1GDS1, ZNF655, UBC, HBGA, PCP2, ST13
5(9|5]|9 (Hip), HKR1, Notch, RAD23A, UBB, IRX4, Guanylate
713|173 cyclase, ARID4A, Cyclophilin E, NOTCH1 precursor,
6| E|E| E|E GCK(MAP4K2), 4E-BP1, SCML1, DBC1, USP5, AO7, IL1RN,
2 requlation of 41 -1 -1 -| - FAM116A, ZNF3970S, DYNLL, Cystatin B, WWOX, DKK3,
6 _g—ce"mar metabolic |4/ 010/ 0] 0 PYDC1 (POP1), Adult hemoglobin, PAIP1, MLX, CAMK2N1,
0| process 6| 3]2|3]|2 Richl, APOBEC-1, RIP, MLCK, PAF1
111|111
4| 8| 4| 8
2 requlation of 912192
6| skeletal muscle 515|858
1| fiber development | 3| E| E| E| E MIBP, p38 MAPK, Notch, NOTCH1 precursor
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0|0j0]|O
312|132
111|111
4|1 8|48
91292
71878
E|E|E|E DLC1 (Dynein LC8a), Phosphatase regulator (inhibitor),
2 5( - -| -| - PDXP, MYLK1, LCKBP1, Rap1GDS1, Tropomodulin,
6| actin filament- 3/0/0|0]|O0 Telokin, Troponin C, skeletal muscle, Dysbindin, DYNLL,
2| based process 213(12|3)|2 Rich1, MLCK
11111
5/ 85|38
14|14
) 411141 PEX2, LAGY, DLC1 (Dynein LC8a), TIPIN, SCMH1, HBG,
@9% . 1| E|E|E|E RBP-J kappa (CBF1), FERD3L, RPS27A, Ubiquitin, Fatty
Pl v r— 4| -] -| -| -| | acid-binding protein, LCKBP1, Ajuba, HXK4, UBC, HBGA,
6| biosvnt ynthetic 9/ 0(0|0]|O0 Notch, UBB, ARID4A, NOTCH1 precursor, 4E-BP1, DYNLL,
3| process 41 3]|12]3]|2 DKK3, Adult hemoglobin, MLX, PAF1
11111
5/8| 5|8
214|124
0|1(0]|1
E|E| E| E
2 1) - - -] -
6| actin filament 8/0(0(0|O0 Phosphatase regulator (inhibitor), PDXP, MYLK1, LCKBP1,
4| organization 03|23 2 Telokin, Richl, MLCK
PEX2, MUC15, LAGY, MIBP, DLC1 (Dynein LC8a), LCORL,
GDP-mannose 4,6 dehydratase, TIPIN, SCMH1, STATSA,
RAD1, p38 MAPK, NASP, ERK1 (MAPK3), CERT, STATS5,
RBP-J kappa (CBF1), FERD3L, RBP1, BMAL2, UCK1,
1111 RPS27A, p38gamma (MAPK12), ZNF397, Ubiquitin, IMD2,
A I T EYA1, NANP, Phosphatase regulator (inhibitor), ATP1A3,
5/ 8| 5|8 Fatty acid-binding protein, ERK1/2, ADSL, CRABP2, PQBP-
4|/ 6|4|6 1, Guanylate cyclase A (NPR1), MOCS2(small), GA17,
211]12]1 Ajuba, HXK4, DDC, RIFK, ZNF655, COG3, HMBS, UBC,
5/ E|E| E|E Ci160rf75, HKR1, Notch, UBB, PAP41, Guanylate cyclase,
2 1) - - -] - ARID4A, NOTCH1 precursor, 4E-BP1, SCML1, GINS2, CTP
6| biosynthetic 7/0/0|0]0 synthase I, RPA4, ZNF3970S, DYNLL, E-FABP, GOCAP1,
5| process 831232 PAIP1, MLX, APOBEC-1, PAF1
cell surfac_e _ 1111111
5 receptor signaling
pathway involved N
6| in heart 2| 5/8|5|8
6| development 5/716|7|6 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
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3/8/3|8
E|E| E|E
0|0j0]|O
31232
111|111
5/ 85| 8
716|7]|6
3/8/3|38
E|E| E|E
2 - - - -
6 2/ 0(0|0|O
7| gas transport 5/3(2]|3]2 HBG, HBGA, Adult hemoglobin
11111
5/ 85|38
716|7]|6
41848
E|E| E|E
2 positive requlation 6| -| -| -| - CRK, STAT5A, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3),
6| of immune 7/0/0|0|0 STAT5, RPS27A, Ubiquitin, ERK1/2, GRB2, UBC, UBB,
8| response 0|1 3|2]3]|2 IGHG1, ACP33, SAP
Annexin VI, PEX2, LAGY, DLC1 (Dynein LC8a), LCORL,
TIPIN, SCMH1, CRK, HBG, STAT5A, TIRAP (Mal), GGA1,
p38 MAPK, ERK1 (MAPK3), Bim, STATS, RBP-J kappa
(CBF1), FERD3L, SMIF, Twinfilin, BMAL2, Autophagin-1,
RPS27A, p38gamma (MAPK12), ZNF397, Ubiquitin, EYAL,
1111 PhLP, XPF, Phosphatase regulator (inhibitor), Fatty acid-
. . S binding protein, ERK1/2, CRABP2, PQBP-1, LCKBP1, GA17,
5/ 8| 5|8 CrkL, Ajuba, PEX19, HXK4, ZNF655, COG3, UBC, HBGA,
716|7]|6 SNX1, ST13 (Hip), HKR1, ANXA8L2, Dysbindin, Notch,
6| 8| 6|8 RAD23A, UBB, IRX4, ARID4A, Cyclophilin E, NOTCH1
6| E|E| E|E precursor, GCK(MAP4K2), 4E-BP1, SCML1, DBC1, USPS5,
2 requlation of 1) - - -] - AO7, GGA, IL1IRN, ZNF3970S, DYNLL, Cystatin B, WWOX,
6 _g—macrommecme 6/0/0|0]|0O DKK3, PYDC1 (POP1), Adult hemoglobin, PAIP1, MLX,
9| metabolic process | 3| 3| 2| 3| 2 CAMK2N1, APOBEC-1, MLCK, PAF1
111|111 MST3, Reticulon 4, CRK, STAT5A, TIRAP (Mal), p38 MAPK,
A I T ERK1 (MAPK3), Bim, Metallothionein-I, STAT5, SMIF,
5|/ 85| 8 RPS27A, p38gamma (MAPK12), Ubiquitin, IMD?2,
716|7|6 Phosphatase regulator (inhibitor), PDXP, Fatty acid-
6| 8| 6|8 binding protein, ERK1/2, Metallothionein-IG, LCKBP1,
2| E|E| E|E CrkL, GRB2, HXK4, DDC, Metallothionein-Il, HMBS, UBC,
2 cellular response 9| -| -| -| - GBP5, NUP93, Notch, UBB, Guanylate cyclase, NOTCH1
7| to chemical 410(0(0|0 precursor, 4E-BP1, Metallothionein-1M, ILIRN, WWOX,
0| stimulus 5131232 PYDC1 (POP1), Adult hemoglobin, APOBEC-1, MLCK, PAF1
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MST3, Neurochondrin, PEX2, LAGY, Reticulon 4, DLC1
(Dynein LC8a), Beta crystallin B2, VAMPS5, STATSA,
SPRR1A, TIRAP (Mal), RAD1, p38 MAPK, ERK1 (MAPK3),
Bim, Metallothionein-I, CERT, STAT5, EFHD1, RBP-J kappa

11111 (CBF1), FERD3L, NHS, p38gamma (MAPK12), Ubiquitin,
B IMD2, EYA1, Phosphatase regulator (inhibitor), Fatty acid-
5/ 8| 5|8 binding protein, ERK1/2, NIP2, ARHGEF10, MYLK1,
8/ 6| 8|6 CRABP2, Metallothionein-IG, PQBP-1, LCKBP1, SPRR4,
319(3]|9 NEPH2, CrkL, GRB2, PTP-2, HXK4, Metallothionein-Il,
4| E| E|E|E HMBS, Telokin, Dysbindin, Notch, ACSBG1, UBB, PAP41,
2 9| -| -| -| - IRX4, Guanylate cyclase, ARID4A, NOTCH1 precursor, 4E-
7| system 9|0/ 0|0]|O0 BP1, Sprr2f, BMP1, DYNLL, WWOX, E-FABP, DKK3, Adult
1| development 0/3|2|3]2 hemoglobin, Melusin, SPRR3, MLCK
11111
5/ 85|38
91797
92|92
1| E|E|E|E CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), Bim, LASP1,
2 al -| -| -| - RBP-J kappa (CBF1), RPS27A, Ubiquitin, EYA1, ERK1/2,
7| positive requlation | 2| 0| 0| 0] 0 NIP2, LCKBP1, CrkL, Ajuba, GRB2, UBC, Notch, UBB, BMF,
2| of signaling 0| 31232 NOTCH1 precursor, GCK(MAP4K2), ILLRN, WWOX, SAP
111|111
6| 8| 6|8
0|7(0]|7
21222
E|E|E|E Reticulon 4, TIRAP (Mal), Metallothionein-I,
2 negative 21 - -| -| - Metallothionein-IG, Guanylate cyclase A (NPR1),
7| regulation of 8/0(0(0|O0 Metallothionein-Il, Guanylate cyclase, RRAD,
3| growth 91 3|12|3]|2 Metallothionein-1M
11111
6| 8| 6|8
0|7(0]|7
31232
E|E| E|E
2 - - - -
7| regulation of 5(0/0]0}0
4| mRNA stability 4131232 TIRAP (Mal), p38 MAPK, PAIP1, APOBEC-1
111|111
6| 8|68
1,818
91393
2 1| E|E|E|E
7| cellular response | 8| - | -| -| - RPS27A, Ubiquitin, Fatty acid-binding protein, UBC,
5| to oxygen levels 2/0{0]0|0 Notch, UBB, NOTCH1 precursor
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312|132
111|111
6|19|6]|9
5/1|5]|1
47|47
E|E| E|E ZNF261, DLC1 (Dynein LC8a), DCTN2, EYA1, Phosphatase
2 9( -| -| -| - regulator (inhibitor), PDXP, NIP2, ARHGEF10, MYLK1,
7| cytoskeleton 6/0/0|0|O0 Kizuna (C200rf19), LCKBP1, Rap1GDS1, Tropomodulin,
6| organization 113|232 Telokin, Dysbindin, DYNLL, Rich1, RIP, MLCK
11111
6|9|6]|9
713|173
9191919
transmembrane ElElEIlE
receptor protein
2 serine/threonine I
7| kinase signaling 9/0|0|0]|O0 p38 MAPK, ERK1 (MAPK3), SMIF, RPS27A, Ubiquitin,
7| pathway 113|232 Phosphatase regulator (inhibitor), ERK1/2, UBC, UBB
1111
A DLC1 (Dynein LC8a), CRK, TIRAP (Mal), p38 MAPK, ERK1
71917]9 (MAPK3), Twinfilin, RPS27A, Ubiquitin, SNX9,
1141\ 4 Phosphatase regulator (inhibitor), Fatty acid-binding
8/ 5| 8|5 protein, ERK1/2, NIP2, ARHGEF10, LCKBP1, Guanylate
2/ E|E|E|E cyclase A (NPR1), CrkL, Ajuba, GRB2, HXK4, Rap1GDS1,
2| requlation of 20 - -| -| - UBC, PCP2, UBB, Guanylate cyclase, GCK(MAP4K2),
7 _g—ghosghate 5/0/o0[0|0O ILIRN, FAM116A, DYNLL, PYDC1 (POP1), Adult
8| metabolic process | 7| 3| 2| 3| 2 hemoglobin, CAMK2N1, Rich1, RIP, MLCK
111|111
71917]9
5/4|5]| 4
715|7]|5
E|E| E|E
2 growth involved in ST T T
7| heart 00,00
9| morphogenesis 7131232 Notch, NOTCH1 precursor
111|111
7191719
514|154
715|175
E|E| E|E
2 S I R
8| allantoin 0/0j0|0
0| metabolic process | 7| 3| 2| 3| 2 STATSA, STAT5S
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111111
719179
5/4|5]| 4
715|7]|5
E|E|E|E
2 S
8| pericardium 0/0j0|0
1| morphogenesis 312|132 Notch, NOTCH1 precursor
11111
719179
5/4|5|4
715|7]|5
E|E|E|E
2 S
8| cellular response 00700
2| to copper ion 312|132 Metallothionein-I, Metallothionein-IG
11111
719(17]9
5/4|5]| 4
715|7]|5
E|E|E|E
2 N
8| endocardial cell 0/040]0
3| differentiation 312132 Notch, NOTCH1 precursor
111111
719179
5/4|5]| 4
715|7]|5
E|E|E|E
2| cardiac right ST T T
8 W_ 0|0j0]|O
4| formation 312132 Notch, NOTCH1 precursor
111111
719179
514|5|4
715|7]|5
E|E|E|E
2 S
8| fat pad 0j0j0|0
5| development 31232 Ubiquitin, UBB
2| aortic valve 111111
8| morphogenesis Notch, NOTCH1 precursor
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6 7191719
514|5|4
715|7]|5
E|E| E|E
0j0(0|O0
312|132
111|111
71917]9
5(4|5]| 4
715|175
E|E| E|E
2 regulation of mast T T T
8| cell apoptotic 00700
7| process 71312|3]|2 STATS5A, STATS
1111
71917]9
5(4|5]| 4
715|7]|5
E|E| E|E
2| caveolin- ST T T
8| mediated 0/040]0
8| endocytosis 713]12|3]|2 ERK1 (MAPK3), ERK1/2
111|111
71917]9
514|5]| 4
715|7]|5
E|E| E| E
2 S S N
8| aortic valve 00100
9| development 70312|3)|2 Notch, NOTCH1 precursor
11212
911191
312132
0| 5]0(5
E|E| E|E
2 DNA-templated 20 - -]
9| transcription 9/0/o0|o0|o0O ERK1 (MAPK3), RBP-J kappa (CBF1), RPS27A, Ubiquitin,
0| initiation 71312|3]|2 ERK1/2, UBC, Notch, UBB, NOTCH1 precursor
11212
2 4| . . DLC1 (Dynein LC8a), Phosphatase regulator (inhibitor),
9 actin cytoskeleton | 8| 9 1] 9| 1 PDXP, MYLK1, LCKBP1, Rap1GDS1, Tropomodulin,
1| organization 2131232 Telokin, Dysbindin, DYNLL, Rich1, MLCK
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8/ 5/8|5
E|E| E|E
0|0j0]|O
31232
1121 2
911|191
51252
9| 595
E|E| E|E
2 - - - -
9| regulation of RNA || 0] 01 0|0
2| stability 7131232 TIRAP (Mal), p38 MAPK, PAIP1, APOBEC-1
11212
91|91
51252
nucleotide- 9(5]/9]|5
binding domain, E|E|E|E
5 leucine rich . L]
repeat containing
9| receptor signaling |2 0| 0| 0|0
3| pathway 713]12|3]|2 RPS27A, Ubiquitin, UBC, UBB
1121 2
911|191
51252
9| 595
E|E| E| E
2 regulation of ST T T
9| erythrocyte 5/ 00010
4| differentiation 713]2)3]2 STATSA, p38 MAPK, STAT5, Adult hemoglobin
1121 2
N DLC1 (Dynein LC8a), CRK, TIRAP (Mal), p38 MAPK, ERK1
911|191 (MAPK3), Twinfilin, RPS27A, Ubiquitin, SNX9,
6| 2| 6|2 Phosphatase regulator (inhibitor), Fatty acid-binding
5/5|5|5 protein, ERK1/2, NIP2, ARHGEF10, LCKBP1, Guanylate
2| E| E| E|E cyclase A (NPR1), CrkL, Ajuba, GRB2, HXK4, Rap1GDS1,
2 requlation of 20 - -| -| - UBC, PCP2, UBB, Guanylate cyclase, GCK(MAP4K2),
9 _g—ghosghorus 7/0/0|0]0 ILIRN, FAM116A, DYNLL, PYDC1 (POP1), Adult
5| metabolic process | 5| 3| 2| 3| 2 hemoglobin, CAMK2N1, Rich1, RIP, MLCK
11212
91|91
2 71272
9| epithelial cell fate | 2| 3| 5| 3|53
6| commitment 7/ E| E|E|E RBP-J kappa (CBF1), Notch, NOTCH1 precursor
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00|00
312|132
1121 2
91|91
712 7| 2
3/5|/3]|5
E|E| E|E
2 S R
9/ hair follicle 2/10(0(00
7| maturation 7131232 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
212|122
0O|1,0(1
0| 4|04
219]12]9
E|E| E|E
2 30 - -] -] -
9| cellular response | 5| 0| 0] 0] 0 RAD1, p38 MAPK, ERK1 (MAPK3), ERK1/2, MYLK1, GRB2,
8| to abiotic stimulus | 8| 3| 2| 3| 2 Telokin, PCP2, Guanylate cyclase, MLCK
212|122
01,01
11616
910|190
E|E| E| E
2 20 - -| -| - p38 MAPK, RPS27A, Ubiquitin, Phosphatase regulator
9| monosaccharide [9/0] 00| 0 (inhibitor), Fatty acid-binding protein, HXK4, UBC, UBB, E-
9| metabolic process | 9| 3| 2| 3| 2 FABP
21222
01,01
47|47
) 6/19|6]|9 PEX2, LAGY, DLC1 (Dynein LC8a), TIPIN, SCMH1, HBG,
@9% . 1| E|E|E|E RBP-J kappa (CBF1), FERD3L, RPS27A, Ubiquitin, XPF,
3 :]_eit(‘:rlg— ;ie“n(mo 4| -| -| -| - Fatty acid-binding protein, LCKBP1, Ajuba, UBC, HBGA,
0| compound 4,010 0]|0 Notch, UBB, ARID4A, NOTCH1 precursor, DYNLL, DKK3,
0| metabolic process | 6| 3| 2| 3| 2 Adult hemoglobin, MLX, PAF1
212|122
0O|1,0(1
51757
monophosphate
0| piosynthetic 9 - - -| -
1| process 601 0|0]|O0 UCK1, IMD2, ATP1A3, ADSL, RIFK
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31232
21222
0|2|0] 2
8|11|8]|1
913193
E|E|E|E
3 S I R
0| response to 5/ 0(0]00
2| growth hormone 813|232 STATSA, ERK1 (MAPK3), STATS, ERK1/2
21222
13|13
91191
5/7|5]|7
E|E|E|E
3 apoptotic process T T T
0| involved in 210(0(00
3| development 8/ 3|2|3|2 Bim, Notch, NOTCH1 precursor
21222
213123
requlation of 2142 4
mitochondrial 512152
outer membrgne Elel E|E
3 _permeab!hzann L]
involved in
0| apoptotic 5/ 0(0]00
4| signaling pathway | 9| 3| 2| 3| 2 DLC1 (Dynein LC8a), Bim, BMF, DYNLL
212122
213|123
4|5|4]|5
4(0|4|0
. E|E|E|E
3| [equlation of L ]
epidermal growth
0 factor receptor 9/0|0|0|0O
5| signaling pathway | 8| 3| 2| 3| 2 RPS27A, Ubiquitin, GRB2, UBC, UBB
21222
213123
45| 4|5
8/ 0|8|0 Annexin VIII, DLC1 (Dynein LC8a), ERK1 (MAPK3), RPS27A,
neqative 1/E|E|E|E Ubiquitin, Phosphatase regulator (inhibitor), Fatty acid-
3 _g_re; ulation of 20 - -| -| - binding protein, ERK1/2, Ajuba, PEX19, UBC, ANXAS8L2,
0| molecular 110|0]0/|O0 Notch, UBB, PAP41, NOTCH1 precursor, DBC1, IL1RN,
6| function 8131232 DYNLL, Cystatin B, PYDC1 (POP1), CAMK2N1
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21222
213123
5|/5|5]|5
6| 1|6|1
sositive requlation E|E|E|E CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), Bim,
3 of intracellular 9| -| -| -| - RPS27A, Ubiquitin, ERK1/2, NIP2, LCKBP1, Ajuba, UBC,
0 s_ign_al— 110[{0]0]0 Notch, UBB, BMF, NOTCH1 precursor, GCK(MAP4K2),
7| transduction 313232 ILIRN
21222
213|123
6|5| 6|5
5/3|5]|3 PEX2, LAGY, DLC1 (Dynein LC8a), TIPIN, SCMH1, HBG,
neqative 1| E|E| E|E RBP-J kappa (CBF1), FERD3L, RPS27A, Ubiquitin, Fatty
3 _g—re; ulation of 5/ - -] -1 - acid-binding protein, LCKBP1, Ajuba, HXK4, UBC, HBGA,
0 biosynthetic 31/0{0|0]|O0 Notch, UBB, ARID4A, NOTCH1 precursor, 4E-BP1, DYNLL,
8| process 8132|332 DKK3, Adult hemoglobin, MLX, PAF1
21222
213123
8| 6| 8|6
21222
E|E| E| E
3 4| - -| - -
0| response to 2/0[{0]|0]0 STATS5, RPS27A, Ubiquitin, Fatty acid-binding protein,
9| hypoxia 71312|3|2 ADSL, Ajuba, HMBS, UBC, Notch, UBB, NOTCH1 precursor
21222
313|13]|3
2/ 6|2|6
83|83
E|E| E|E
3 requlation of ST T T
1| photoreceptor cell 0/040|0
0| differentiation 8|1 3|2|3]2 Notch, NOTCH1 precursor
21222
313|13]|3
2|/6|2|6
83|83
E|E| E|E
3 S
1| taurine metabolic 0j0j0|0
1| process 8|1 31232 STATSA, STATS
positive requlation
3 of histone 212|122
1| phosphorylation 8 ERK1 (MAPK3), ERK1/2
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2 313|13]|3
2/ 6|2|6
8|1 3|83
E|E| E|E
oj0|0]|0
312|132
21222
313|13|3
2| 6|2|6
8|1 3|8]|3
E|E| E|E
3 compartment T T T
1| pattern 0/0j0f0
3| specification 813|232 Notch, NOTCH1 precursor
21222
313|13|3
2|1 6|2|6
8|1 3|83
. E|E| E|E
3 requlation of early ]
endosome to late
1| endosome 0j0j0f0
4| transport 8(3|2|3]|2 ERK1 (MAPK3), ERK1/2
21222
313|13]|3
2/ 6|2|6
8|1 3|8]|3
E|E| E| E
3| cardiac vascular T T T
1| smooth muscle 00100
5| cell development | 8| 3| 2| 3| 2 Notch, NOTCH1 precursor
21222
313|13]|3
3/6|3|6
41314|3 MST3, Reticulon 4, DLC1 (Dynein LC8a), p38 MAPK, ERK1
1 E|E| E|E (MAPK3), Bim, RPS27A, Ubiquitin, Phosphatase regulator
3 31 - - -| - (inhibitor), Fatty acid-binding protein, ERK1/2, NIP2, RIFK,
1 8/ 0|0j0]|O0 UBC, CED-6, Notch, UBB, BMF, NOTCH1 precursor, DBC1,
6| apoptotic process |0] 3| 2| 3| 2 DYNLL, Occludin, WWOX, Galectin-13
1121222 PEX2, VAMP5, GGA1, NASP, ERK1 (MAPK3), RBP-J kappa
3 establishment of 4 (CBF1), Autophagin-1, RPS27A, SNX9, Kinesin light chain,
1 protein 6|3]3|3|3 Phosphatase regulator (inhibitor), ERK1/2, Syntaxin 16,
7| localization 114|174\ 7 Rab-9B, PEX19, BBS9, COG3, SNX1, NUP93, Notch,
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910|190 NOTCH1 precursor, GGA, RAB24, COG8, APOBEC-1
E|E|E|E
0|0j0]|O
31232
212|122
314,3|4
911|191
82|82
_ E|E| E|E MIBP, CERT, UCK1, IMD2, ATP1A3, Fatty acid-binding
organonitrogen .
3 compound 701 -1 -| - - protein, ADSL, Guanylate cyclase A (NPR1),
1| biosynthetic 0j0j0l0|O MOCS2(small), DDC, RIFK, HMBS, Guanylate cyclase, CTP
8| process 0|3|2|3]2 synthase Il, E-FABP
21222
414144
313(3]3
118|138
E|E|E|E
3| regulation of N
1 _g—m 2/0(0|0]|O0
9| oligomerization 913|12|3|2 Bim, SNX9, BMF
212|122
I A O SAE1, Annexin VIII, DLC1 (Dynein LC8a), CRK, PPP1R12B,
41 4|4\ 4 TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), Bim, RPS27A,
413(4]|3 Ubiquitin, SNX9, Phosphatase regulator (inhibitor), Fatty
5/8|5]|8 acid-binding protein, ERK1/2, NIP2, ARHGEF10, CrkL,
2/ E|E|E|E Ajuba, RIFK, Rap1GDS1, UBC, PCP2, ANXA8L2, Notch,
3 50 -| -| -| - UBB, PAP41, NOTCH1 precursor, GCK(MAP4K2), DBC1,
2| requlation of 6/0/0|0]|0O ILIRN, FAM116A, DYNLL, Cystatin B, PYDC1 (POP1),
0| catalytic activity 71 312|132 CAMK2N1, Rich1, RIP
212|122
4| 4| 4|4
413143 PEX2, VAMP5, GGA1, NASP, ERK1 (MAPK3), RBP-J kappa
718178 (CBF1), Twinfilin, Autophagin-1, RPS27A, CDCA4L, EYA1,
1| E|E| E|E SNX9, Kinesin light chain, Phosphatase regulator
3 8| -| -| -| - (inhibitor), ERK1/2, Syntaxin 16, Ajuba, Rab-9B, PTP-2,
2| protein 7/0/0|0]0 PEX19, BBS9, COG3, SNX1, NUP93, Notch, NOTCH1
1| localization 813|232 precursor, GGA, RAB24, COG8, APOBEC-1
21222
4| 4| 4|4
3 1{6|4|6| 4
2| epidermal cell 9| 1|5|1]|5 SPRR1A, RBP-J kappa (CBF1), SPRR4, Notch, NOTCH1
2| differentiation 6| E|E|E|E precursor, Sprr2f, SPRR3
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oj0|0]|O0
312|132
212|122
4| 4| 4|4
8| 5| 8|5
0/6|0]|6
E|E|E|E Annexin VIII, KLC2, CRK, HBG, STATSA, p38 MAPK, ERK1
3 8| - -| -| - (MAPK3), STATS5, Kinesin light chain, ERK1/2, Guanylate
2| requlation of body | 4| 0| 0] 0] O cyclase A (NPR1), GRB2, HBGA, ANXA8L2, Dysbindin,
3| fluid levels 713]12|3]|2 Guanylate cyclase, Adult hemoglobin
21222
5/ 5|5]|5
4|10|14]|0
18138
E|E|E|E
3 response to e
2| decreased 3/0/0|0]|O0 STATS5, RPS27A, Ubiquitin, Fatty acid-binding protein,
4| oxygen levels 3/ 3[12|3|2 ADSL, Ajuba, HMBS, UBC, Notch, UBB, NOTCH1 precursor
21222
6| 5| 6|5
1,717
87|87
E|E|E|E
3| <mall GTPase 5| - - -| - p38 MAPK, ERK1 (MAPK3), p38gamma (MAPK12),
2| mediated signal | 0] 0| 0| 0|0 ERK1/2, CrkL, GRB2, Rab-9B, CNK1, RRAD, RAB24, Richl,
5| transduction 0312|332 DOK3
PEX2, LAGY, MIBP, DLC1 (Dynein LC8a), LCORL, GDP-
21222 mannose 4,6 dehydratase, SCMH1, STAT5A, p38 MAPK,
I A O ERK1 (MAPK3), STATS, RBP-J kappa (CBF1), FERD3L,
6|6|6|6 BMAL2, UCK1, RPS27A, p38gamma (MAPK12), ZNF397,
6|1|6]|1 Ubiquitin, IMD2, EYA1, Phosphatase regulator (inhibitor),
5/ 5|5]|5 ATP1A3, ERK1/2, ADSL, PQBP-1, Guanylate cyclase A
oraanic cvalic 3| E|E|E|E (NPR1), MOCS2(small), Ajuba, DDC, RIFK, ZNF655, HMBS,
3 _g—\;com yound 41 -| -| -| - UBC, HKR1, Notch, UBB, PAP41, Guanylate cyclase,
2| piosynthetic 8/ 0/ 0|0]O0 ARID4A, NOTCH1 precursor, SCML1, CTP synthase I,
6| process 2131232 ZNF3970S, DYNLL, GOCAP1, MLX, PAF1
21222
716|7|6
5/9|5|9
3 117|878
2 %rﬁasci)tri];,_g;?etal 4/ E|E|E|E Metallothionein-I, Metallothionein-IG, Metallothionein-II,
7| nanopatrticle 9| - -| -| - HMBS, Metallothionein-1M, APOBEC-1



http://portal.genego.com/cgi/process.cgi?id=-1681051395
http://portal.genego.com/cgi/process.cgi?id=-1681051395
http://portal.genego.com/cgi/process.cgi?id=-653503116
http://portal.genego.com/cgi/process.cgi?id=-653503116
http://portal.genego.com/cgi/process.cgi?id=-653503116
http://portal.genego.com/cgi/process.cgi?id=-1779154733
http://portal.genego.com/cgi/process.cgi?id=-1779154733
http://portal.genego.com/cgi/process.cgi?id=-1779154733
http://portal.genego.com/cgi/process.cgi?id=-1401345057
http://portal.genego.com/cgi/process.cgi?id=-1401345057
http://portal.genego.com/cgi/process.cgi?id=-1401345057
http://portal.genego.com/cgi/process.cgi?id=-1401345057
http://portal.genego.com/cgi/process.cgi?id=-374522101
http://portal.genego.com/cgi/process.cgi?id=-374522101
http://portal.genego.com/cgi/process.cgi?id=-374522101

0|0j0]|O
312|132
MST3, PEX2, MUC15, LAGY, MIBP, GDP-mannose 4,6
dehydratase, CRK, STATSA, TIRAP (Mal), RAD1, p38
MAPK, ERK1 (MAPK3), Carbonic anhydrase XlII, CERT,
STATS5, RBP1, Autophagin-1, UCK1, RPS27A, p38gamma
(MAPK12), Ubiquitin, IMD2, EYA1, NANP, XPF,
212122 Phosphatase regulator (inhibitor), PDXP, ATP1A3, Fatty
B acid-binding protein, ERK1/2, ADSL, CRABP2, Guanylate
8| 7| 8|7 cyclase A (NPR1), MOCS2(small), CrkL, Ajuba, GRB2,
314|134 HXK4, DDC, RIFK, COG3, HMBS, UBC, GBP5, NUP93,
713173 ACSBG1, RAD23A, UBB, PAP41, Guanylate cyclase, IGHG1,
5| E|E|E|E ARID4A, GCK(MAP4K2), RRAD, DHRS10, IL1RN, CTP
3 4| -| -| -| - synthase Il, RPA4, BMP1, DSS1, Occludin, WWOX, E-FABP,
2| single-organism 9|0/ 0|0]O0 Adult hemoglobin, GOCAP1, MLX, APOBEC-1, PAF1,
8| metabolic process | 4| 3| 2| 3| 2 Galectin-13
21222 CRK, STATSA, TIRAP (Mal), GGA1, p38 MAPK, ERK1
N (MAPK3), STATS, RBP-J kappa (CBF1), SMIF, BMAL2,
87|87 Autophagin-1, RPS27A, Ubiquitin, EYA1, SCOCO, Fatty
7147)| 4 acid-binding protein, ERK1/2, NIP2, ARHGEF10, LCKBP1,
03|03 Guanylate cyclase A (NPR1), CrkL, Ajuba, GRB2, HXK4,
3| E|E|E|E UBC, SNX1, Dysbindin, Notch, UBB, Guanylate cyclase,
3 positive requlation o -| - -| - NOTCH1 precursor, GCK(MAP4K2), USP5, GGA, IL1RN,
2| of metabolic 3/o/0|0]0O WWOX, Adult hemoglobin, PAIP1, MLX, APOBEC-1, MLCK,
9| process 8/ 3|2|3|2 PAF1
21222
87|87
914,94
213123
E|E| E| E
3 regulation of 21 - - -
3| myeloid cell 5/0[0[0|0O STATSA, p38 MAPK, STATS, RBP1, LCKBP1, Notch, Adult
0| differentiation 7131232 hemoglobin, PAF1
21222
9| 7|97
0|40 4
6|3|6]|3
. E|E| E|E
3| Ducleoside 1l - -] o]
monophosphate
3| piosynthetic 00,0100
1| process 4131232 UCK1, IMD2, ATP1A3, ADSL, RIFK
21222
3 3| . SPRR1A, RBP-J kappa (CBF1), Fatty acid-binding protein,
3 epidermis 71917197 CRABP2, SPRR4, Notch, NOTCH1 precursor, Sprr2f, E-
2| development 710140 4 FABP, SPRR3
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63|63
E|E| E|E
0|0j0]|O
31232
21222
91797
6| 4| 6|4
71373 MST3, Reticulon 4, DLC1 (Dynein LC8a), p38 MAPK, ERK1
1| E| E| E|E (MAPK3), Bim, RPS27A, Ubiquitin, Phosphatase regulator
3 4| -| -| -| - (inhibitor), Fatty acid-binding protein, ERK1/2, NIP2, RIFK,
3 programmed cell 00| 0j0]|O UBC, CED-6, Notch, UBB, BMF, NOTCH1 precursor, DBC1,
3| death 6(3|2|3]|2 DYNLL, Occludin, WWOX, Galectin-13
21222
91797
7147 4
5/3|5]|3
. E|E| E|E
3 reg_ulanon of L ]
serine-type
3| endopeptidase 0j0j00
4| activity 91 3|2|3]|2 Annexin VIII, ANXA8L2
21222
91797
714|174
5/3|5]|3
. E|E| E| E
3 negative R
regulation of
3| erythrocyte 0j0jo00
5| differentiation 9131232 STATSA, STATS
21222
9| 7|97
714|174
) 5/3|5]|3
negative ElElElE
3 re.quIaFion.of cell L]
migration involved
3| in sprouting 00100
6| angiogenesis 913(2|3]|2 Notch, NOTCH1 precursor
21222
9| 7|97
3 714|174
3| citrate metabolic 513153
7 9| E| E|E|E STATSA, STATS

process
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0j0(0|O0
312|132
21222
917|197
714|174
5(3|5]3
E|E| E|E
3 S S
3| monocyte 00700
8| activation 31232 Metallothionein-I, Metallothionein-IG
21222
9797
70147)| 4
5(3|5]|3
E|E| E|E
3 S S
3| hypothalamus cell 0/0j0|0
9| differentiation 31232 Ubiquitin, UBB
21222
917|197
714|174
5(3|5]|3
E|E| E| E
3 peptidyl-tyrosine ST T T
4| autophosphorylati 0,0/0)0
0| on 312|132 ERK1 (MAPK3), ERK1/2
21222
917|197
714|174
5(3|5]|3
E|E| E|E
3 S S N
4| coronary artery 0/0j0|0
1| morphogenesis 31232 Notch, NOTCH1 precursor
21222
917197
714|174
. 5(3|5]|3
3| Deaalive E|E|E|E
requlation of
4| phospholipase oo
2| activity 0|j0|0|O0 Annexin VIII, ANXA8L2
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312132
21222
97197
714|7)| 4
513|5]|3
E|E| E|E
3 I
4| valine metabolic 0j040|0
3| process 312132 STATS5A, STATS
21222
91 7|97
714|7)| 4
5/13|5]|3
E|E| E|E
3 I R
4 0|j0|0|O
4| female meiosis | 31232 Ubiquitin, UBB
21222
91 7|97
714|7)| 4
] 513|5]|3
negative ElelelE
3 requlation of
serine-type LT T T
4| endopeptidase 0|{0j0]O
5| activity 312|132 Annexin VIII, ANXA8L2
212|122
9(719]|7
714|7)| 4
5/13|5]|3
E|E| E|E
3 positive requlation T T T
4| of gamma-delta T 0j040|0
6| cell differentiation 312|132 STATSA, STATS
212|122
91 7|97
714|7)| 4
5/13|5]|3
" . E|E| E|E
3 positive requlation
of protein LT T T
4 homooligomerizat 0|0|0]O
7| ion 312|132 Bim, BMF
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21222
917|197
9|14|9)| 4
11717
E|E| E|E
3! fibroblast growth 21 -1 - -] -
4| factor receptor o0/0|0]|O0 ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2, GRB2, UBC,
8| signaling pathway [ 3| 3| 2| 3| 2|7 | UBB
21222
917|197
9|1 4|9)| 4
7177\ 7
E|E| E|E
3 L S I R
4 % )t{?nal 6/0/ 0|00 Reticulon 4, RBP-J kappa (CBF1), Notch, NOTCH1
9| transition 43| 2| 3| 2| 4| precursor
31232
0|7|0]|7
4|1 8| 4|8
6| 4| 6| 4
E|E| E| E
3 70 - -| -| - p38 MAPK, SMIF, Tex1, RPS27A, Ubiquitin, Phosphatase
5| mRNA metabolic | 1| 0| 0| 0| 0|1 | regulator (inhibitor), Sen15, RRP42, UBC, UBB, Cyclophilin
0| process 83| 23| 2|5]E DBC1, PAIP1, APOBEC-1, PAF1
MST3, LAGY, Reticulon 4, DLC1 (Dynein LC8a), CRK,
312|132 STATSA, TIRAP (Mal), p38 MAPK, IL-1F5, ERK1 (MAPK3),
. . S Bim, LASP1, STATS5, RBP-J kappa (CBF1), RPS27A,
0|7]0|7 Ubiquitin, EYA1, PhLP, SCOCO, Phosphatase regulator
619|6]|09 (inhibitor), Fatty acid-binding protein, ERK1/2, NIP2,
6/ 0|6|0 ARHGEF10, MYLK1, LCKBP1, CrkL, Ajuba, GRB2,
3| E|E|E|E Rap1GDS1, UBC, Telokin, Dysbindin, Notch, UBB, BMF,
3 requlation of 8| -| -| -| - Guanylate cyclase, IGHG1, NOTCH1 precursor,
5 _g—resgonse to 7/ 0]/ 0| 0| 0|5 | GCK(MAP4K2), DBC1, ILIRN, FAM116A, DYNLL, WWOX,
1| stimulus 83| 2| 3| 2| 2| DKK3, ACP33, Adult hemoglobin, Richl, SAP, RIP, MLCK
MST3, SAE1, PEX2, MUC15, LAGY, MIBP, DLC1 (Dynein
LC8a), LCORL, GDP-mannose 4,6 dehydratase, TIPIN,
312|132 SCMH1, CRK, RNASES6, Calpain 1(mu), STAT5A, SPRR1A,
A T e TIRAP (Mal), RAD1, p38 MAPK, NASP, ERK1 (MAPK3),
0| 7|07 Carbonic anhydrase XIll, CERT, STAT5, RBP-J kappa
71917]9 (CBF1), FERD3L, RBP1, SMIF, Twinfilin, BMAL2,
0/0|/0|O Autophagin-1, Tex1, UCK1, RPS27A, UIP5, p38gamma
9| E|E|E|E (MAPK12), ZNF397, Ubiquitin, IMD2, EYA1, PhLP, NANP,
3 9| -| -| -| -|1| DUPD1, XPF, Phosphatase regulator (inhibitor), PDXP,
5| cellular metabolic | 4| 0| 0| 0| 0|1 | LYPLALL, ATP1A3, Fatty acid-binding protein, ERK1/2,
2| process 13| 2| 3| 2|2]|ADSL MYLK1, CRABP2, PQBP-1, SPRR4, Guanylate cyclase
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A (NPR1), MOCS2(small), GA17, CrkL, Ajuba, GRB2, PTP-2,
CNK1, PEX19, HXK4, DDC, RIFK, ZNF655, Sen15, COG3,
HMBS, RRP42, UBC, Telokin, ST13 (Hip), C160rf75, GBPS5,
HKR1, Notch, ACSBG1, RAD23A, UBB, PAP41, Guanylate
cyclase, ARID4A, Cyclophilin E, NOTCH1 precursor,
GCK(MAP4K2), 4E-BP1, RRAD, SCML1, DBC1, GINS2,
USP5, AO7, RAB24, IL1IRN, CTP synthase Il, RPA4,
ZNF3970S, DYNLL, DSS1, Occludin, E-FABP, Adult
hemoglobin, PAIP1, MLX, APOBEC-1, SPRR3, MLCK, PAF1,
Galectin-13

LAGY, MIBP, DLC1 (Dynein LC8a), LCORL, GDP-mannose

31232 4,6 dehydratase, SCMH1, STATSA, p38 MAPK, ERK1
A T (MAPK3), STATS, RBP-J kappa (CBF1), FERD3L, BMAL2,
18138 UCK1, RPS27A, p38gamma (MAPK12), ZNF397, Ubiquitin,
0|0(0]|O IMD2, EYA1, Phosphatase regulator (inhibitor), ATP1A3,
114|114 ERK1/2, ADSL, PQBP-1, Guanylate cyclase A (NPR1),
3|/ E|E|E|E MOCS2(small), Ajuba, DDC, RIFK, ZNF655, HMBS, UBC,
3 heterocycle 3 - -| -| - HKR1, Notch, UBB, PAP41, Guanylate cyclase, ARID4A,
5| biosynthetic 2/010|0|O0 NOTCH1 precursor, SCML1, CTP synthase Il, ZNF3970S,
3| process 4131232 DYNLL, MLX, PAF1
MST3, Neurochondrin, PEX2, LAGY, Reticulon 4, VAMP5,
STATSA, SPRR1A, TIRAP (Mal), TCL1A, p38 MAPK, ERK1
312(3]2 (MAPK3), Bim, Metallothionein-I, STATS, EFHD1, RBP-J
N kappa (CBF1), FERD3L, NHS, p38gamma (MAPK12),
1/ 81|38 Ubiquitin, EYA1, Phosphatase regulator (inhibitor), Fatty
00|00 acid-binding protein, ERK1/2, NIP2, ARHGEF10,
314|134 Metallothionein-IG, PQBP-1, LCKBP1, SPRR4, NEPH2,
3|E|E|E|E GRB2, PTP-2, BBS9, Metallothionein-Il, Tropomodulin,
3 9| -| -| -| - HMBS, Dysbindin, Notch, UBB, IRX4, ARID4A, NOTCH1
5 7/010]0]|0 precursor, Sprr2f, BMP1, DYNLL, WWOX, Adult
4| cell differentiation | 4| 3| 2| 3| 2 hemoglobin, RIP, SPRR3, MLCK, PAF1
312|132
18138
716|7]|6 PEX2, LAGY, DLC1 (Dynein LC8a), TIPIN, SCMH1, HBG,
62|62 RBP-J kappa (CBF1), FERD3L, RPS27A, Ubiquitin, PhLP,
neqative 2| E|E| E|E XPF, Fatty acid-binding protein, LCKBP1, Ajuba, HXK4,
3 _g_re; ulation of o -| - -| - UBC, HBGA, ST13 (Hip), Notch, UBB, ARID4A, NOTCH1
5| cellular metabolic | 8] 0| 0| 0|0 precursor, 4E-BP1, DYNLL, Cystatin B, DKK3, PYDC1
5| process 2|1 312|332 (POP1), Adult hemoglobin, MLX, CAMK2N1, PAF1
31232
28|28
3|/8|3]|8
positive regulation 3191319
3 of natural killer E|EJEE
5| cell mediated 30 - - | -
6| cytotoxicity 2/0[{0]|0]|0 STATSA, STATS, SAP
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312|132
31232
21 8|2|8
3/8/3|8
319(3]|9
E|E| E|E
3| endocardial ST T T
5| cushion 3/0(0]00
7| development 2131232 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
312|132
218|238
3/18/3|38
31/9(3]|9
E|E| E|E
3 S I R
5| heart trabecula 3001010
8| morphogenesis 2131232 RBP-J kappa (CBF1), Notch, NOTCH1 precursor
312|132
N R I Annexin VIII, CRK, STAT5A, TIRAP (Mal), GGA1, p38
21912]9 MAPK, ERK1 (MAPK3), Bim, STAT5, Twinfilin, Autophagin-
711171 1, RPS27A, Ubiquitin, PhLP, Phosphatase regulator
47|47 (inhibitor), Fatty acid-binding protein, ERK1/2, LCKBP1,
2| E|E| E]|E GA17, CrkL, Ajuba, UBC, SNX1, ST13 (Hip), ANXAS8L2,
3 requlation of 5/ - - -| - RAD23A, UBB, GCK(MAP4K2), 4E-BP1, USP5, GGA, IL1RN,
5| protein metabolic |2 0| 0| 0| 0 Cystatin B, PYDC1 (POP1), Adult hemoglobin, PAIP1,
9| process 20131232 CAMK2N1
312|132
319(3]|9
3/ 6|3|6
91797
1| E| E| E|E CRK, GGA1, Autophagin-1, SNX9, SCOCO, Phosphatase
3 1| - -| -| - regulator (inhibitor), Fatty acid-binding protein, NIP2,
6| requlation of ojlo|lo|lo]|oO ARHGEF10, Ajuba, HXK4, Rap1GDS1, SNX1, PCP2,
0| catabolic process |1 3| 2| 3| 2 RAD23A, USP5, GGA, FAM116A, Richl, RIP
31232
3/19(3]|9
51757
2/012|0
E|E| E|E
3 carbohydrate - - -] -
6| piosynthetic 5(0{0|0]|O0 RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
1| process 5/3]2|3]|2 HXK4, UBC, UBB
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313(3]3
4,10|14|0
0|0j0]|O
5/9(5]|9
E|E|E|E
3| posttranscriptiona | 5| ~| " | 7| - PEX2, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3),
6| | requlation of 8/0|0|0|0O Phosphatase regulator (inhibitor), ERK1/2, GA17, Ajuba,
2| gene expression | 5| 3| 2| 3] 2 PEX19, COG3, 4E-BP1, PAIP1, APOBEC-1
313([3]3
4/10(4]0
413143
8/ 88|38
E|E|E|E
3 3] - -| -] -
6| Fc receptor 2/ 0(0|0|O CRK, ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2, GRB2,
3| signaling pathway | 4| 3| 2| 3| 2 UBC, UBB, IGHG1
313([3]3
5/0|5|0
0| 80| 8
6]1|6]|1 LAGY, Reticulon 4, STATSA, TIRAP (Mal), Bim,
E|E|E|E Metallothionein-I, STATS5, RBP-J kappa (CBF1),
3 8| -| -| -| - Metallothionein-IG, Guanylate cyclase A (NPR1),
6| regulation of oj|o0oj0|j0|0O Metallothionein-Il, Notch, Guanylate cyclase, NOTCH1
4| growth 21312|3|2 precursor, RRAD, Metallothionein-1M
313([3]3
5/0|5|0
319(13]|9
2/ 6|2|6
. . E|E|E|E
3 positive req_ulatlon ]
of natural killer
6| cell mediated 3/0j01010
5| immunity 3/13]12|3|2 STATSA, STATS, SAP
313([3]3
5/11|]5]|1
8/3|8|3
91797
E|E|E|E
3 5/ - -] -1 -
6| activation of 2/0[{0|0]|0 CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
6| immune response |0 3| 2| 3] 2 Ubiquitin, ERK1/2, GRB2, UBC, UBB, IGHG1, ACP33
negative
3| requlation of 1{3|13]3]|3 PEX2, LAGY, TIPIN, SCMH1, HBG, RBP-J kappa (CBF1),
6| cellular 3 FERD3L, RPS27A, Ubiquitin, Fatty acid-binding protein,
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7| macromolecule 61161 LCKBP1, Ajuba, UBC, HBGA, Notch, UBB, ARID4A,
biosynthetic 713|7]3 NOTCH1 precursor, 4E-BP1, DKK3, Adult hemoglobin,
Drocess 9(7]9]|7 MLX, PAF1
E|E| E|E
00|00
312|132
313/3]3
6]1|6]|1
913|193
6| 7| 6|7
. E|E| E|E
3 negative ]
requlation of
6| serine-type 0/0j0|0
8| peptidase activity 31232 Annexin VIIl, ANXA8L2
313/3]3
6|1|6]|1
913|193
6| 7| 6|7
E|E| E|E
3| retinoic acid ST T T
6| biosynthetic 0/040)0
9| process 312|132 RBP1, CRABP2
313/3]3
6]1|6]|1
913|193
6| 7| 6|7
E|E| E| E
3 regulation of T T
7 serine-type 0j0|0|O0
0| peptidase activity 31232 Annexin VIII, ANXA8L2
313/3]3
6|1|6]|1
913|193
6| 7| 6|7
E|E| E|E
3 lomerular T T T
7| mesangial cel o[o|o|o
1| development 3|12|3]|2 Notch, NOTCH1 precursor
313/3]3
3 .
7| energy 6|1]6]1
2| homeostasis 913|193 Ubiquitin, UBB
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6| 7|6]|7
E|E|E|E
0|0j0]|O
312|132
313(3]3
6| 1|6]|1
913193
6| 7|6]|7
E|E| E|E
3| hegative T T T
7 Ecﬂ%n of glial 00100
3| cell proliferation 312|332 Notch, NOTCH1 precursor
313([3]3
6| 1|6|1
913193
6| 7|6]|7
E|E|E|E
3 N
7| mitral valve 0/040]0
4| morphogenesis 312132 Notch, NOTCH1 precursor
313([3]3
6| 1|6]|1
913193
6| 7|6]|7
E|E|E|E
3| venous blood N
7| vessel 0|0j0]|O
5| morphogenesis 312|132 Notch, NOTCH1 precursor
313([3]3
6| 1|6|1
913|193
6| 7|6]|7
E|E|E|E
3 I
7| pulmonary valve 0/040]0
6| morphogenesis 31232 Notch, NOTCH1 precursor
313([3]3
6| 1|6|1
3 913|193
7| pulmonary valve 67|67
7| development E|E|E|E Notch, NOTCH1 precursor
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oj0|0]|O0
31232
313|13]|3
711|17]1
3/5|/3]|5
2|10(2|0
E|E|E|E
3 N
7 6/0[{0|0]|0
8| keratinization 813|232 SPRR1A, SPRR4, Sprr2f, SPRR3
313|13]|3
711171
3/5|3]|5
2|10(2|0
E|E|E|E
3 N
7| JAK-STAT 6/0(0]00
9| cascade 8| 31232 STATSA, ERK1 (MAPK3), STAT5, ERK1/2
313|13|3
711|7]1
8| 7| 8|7
7191719
E|E|E|E
3 6| -| -| -| - Annexin VIII, KLC2, CRK, HBG, p38 MAPK, ERK1 (MAPK3),
8 6/ 0|01 0|O0 Kinesin light chain, ERK1/2, GRB2, HBGA, ANXASL2,
0| coagulation 3132|132 Dysbindin, Guanylate cyclase, Adult hemoglobin
313|13]|3
711|7]1
8|1 7| 8|7
7191719
E|E|E|E
3 6 -| -| -| - Annexin VIII, KLC2, CRK, HBG, p38 MAPK, ERK1 (MAPK3),
8 6/ 0|/0|0|O0 Kinesin light chain, ERK1/2, GRB2, HBGA, ANXAS8L2,
1| blood coaqulation | 3| 3| 2| 3| 2 Dysbindin, Guanylate cyclase, Adult hemoglobin
313|13]|3
711 7]1
9| 8|9 8
8|1 1| 8|1
3 1| E|E| E|E Metallothionein-I, Fatty acid-binding protein,
8| cellular response | 5| - | | -| - Metallothionein-IG, Metallothionein-Il, HMBS,
2| to metal ion 910 0 Metallothionein-1M
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312|132
313|13|3
82|82
411141
8/ 48| 4
E|E| E|E
3 positive regulation ST T T
8| of BMP signaling [3| 00| 0] 0
3| pathway 4| 3| 2| 3| 2| 3| RBP-Jkappa (CBF1), Notch, NOTCH1 precursor
MST3, Annexin VIII, KLC2, Reticulon 4, Siglec-8, DLC1
(Dynein LC8a), GDP-mannose 4,6 dehydratase, TIPIN,
CRK, RNASE6, HBG, Beta crystallin B2, PPP1R12B, STAT5A,
TIRAP (Mal), RAD1, p38 MAPK, ERK1 (MAPK3), Bim,
Metallothionein-I, CERT, STAT5, RBP-J kappa (CBF1),
RBP1, SMIF, BMAL2, Autophagin-1, RPS27A, p38gamma
(MAPK12), Ccdc109a, Ubiquitin, IMD2, CDCA4L, Stil, EYA1,
PhLP, KAAG1, Kinesin light chain, XPF, Phosphatase
regulator (inhibitor), PDXP, ATP1A3, Fatty acid-binding
protein, ERK1/2, ADSL, MYLK1, CRABP2, Metallothionein-
IG, LCKBP1, Guanylate cyclase A (NPR1), NEPH2, CrkL,
Ajuba, GRB2, Rab-9B, PTP-2, CNK1, HXK4, DDC, BBS9,
31333 Metallothionein-Il, Tropomodulin, HMBS, UBC, HBGA,
S A Telokin, SAAL1, PCP2, CED-6, GBP5, NUP93, ANXASL2,
912|9]| 2 Siglec-E, Dysbindin, Notch, ACSBG1, RAD23A, UBB, BMF,
3/8(3]|38 Guanylate cyclase, IGHG1, CALCOCO2, NOTCH1
71017]0 precursor, GCK(MAP4K2), 4E-BP1, RRAD, Sprr2f, DBC1,
9| E|E|E|E Metallothionein-1M, RAB24, ILIRN, RPA4, DYNLL,
3 6| -| -| -| -|1] Cystatin B, DSS1, WWOX, E-FABP, DKK3, ACP33, PYDC1
8| response to 8/ 0| 0| 0| 0]|O0](POP1), Adult hemoglobin, Richl, Melusin, SAP, APOBEC-
4| stimulus 0| 3| 2| 3] 2]|9]1,SPRR3, MLCK, PAF1, DOK3
413(4]|3
114|114
111|111
9|1 4|9| 4
negative 1/ E|E| E|E PEX2, LAGY, SCMH1, HBG, RBP-J kappa (CBF1), FERD3L,
3 _g_re ulation of 20 -| - -| - RPS27A, Ubiquitin, Fatty acid-binding protein, LCKBP1,
8 t_g—ranscrigtion 0| 0| 0| 0| 02| Ajuba, UBC, HBGA, Notch, UBB, ARID4A, NOTCH1
5| DNA-templated 1| 3| 2| 3| 2| 1] precursor, DKK3, Adult hemoglobin, MLX, PAF1
413 4|3 MST3, Neurochondrin, Annexin VIII, PEX2, KLC2, MUC15,
10 .0 .| .| . LAGY, Reticulon 4, ZNF261, MIBP, Siglec-8, DLC1 (Dynein
511|141\ 4 LC8a), GDP-mannose 4,6 dehydratase, TIPIN, SCMH1,
3 1| 1] 1| 1| 1]1]CRK HBG,Beta crystallin B2, DCTN2, PPP1R12B, VAMPS5,
8| single-organism 19| 4| 9| 4|5 | Calpain 1(mu), STAT5A, SPRR1A, TIRAP (Mal), RAD1,
6| process 6| E| E| E| E| 7| TCL1A, p38 MAPK, NASP, ERK1 (MAPK3), Carbonic
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anhydrase XIII, Bim, LASP1, Metallothionein-I, CERT,
STATS, EFHD1, RBP-J kappa (CBF1), FERD3L, RBP1, SMIF,
Twinfilin, MCT4, BMAL2, Autophagin-1, MTCP1(p13),
NHS, UCK1, KLC3, RPS27A, p38gamma (MAPK12),
Ccdc109a, Ubiquitin, IMD2, CDCA4L, EYA1, PhLP, SNX9,
Kinesin light chain, NANP, XPF, Phosphatase regulator
(inhibitor), PDXP, ATP1A3, Fatty acid-binding protein,
ERK1/2, NIP2, ADSL, ARHGEF10, MYLK1, CRABP2,
MTCP1(p8), Metallothionein-IG, PQBP-1, Kizuna
(C200rf19), LCKBP1, Syntaxin 16, SPRR4, Guanylate
cyclase A (NPR1), NEPH2, MOCS2(small), CrkL, Ajuba,
GRB2, Rab-9B, PTP-2, CNK1, PEX19, HXK4, DDC, RIFK,
Rap1GDS1, BBS9, Metallothionein-Il, ZNF655,
Tropomodulin, COG3, HMBS, UBC, HBGA, Telokin, SNX1,
PCP2, Troponin C, skeletal muscle, CED-6, GBP5, NUP93,
HKR1, ANXA8L2, Siglec-E, Dysbindin, Notch, ACSBG1,
RAD23A, UBB, BMF, PAP41, IRX4, Guanylate cyclase,
IGHG1, ARID4A, NOTCH1 precursor, GCK(MAP4K2), 4E-
BP1, RRAD, DHRS10, Sprr2f, DBC1, GINS2, RAB24, IL1RN,
CTP synthase II, RPA4, BMP1, DYNLL, Cystatin B, DSS1,
Occludin, WWOX, E-FABP, DKK3, ACP33, PYDC1 (POP1),
Adult hemoglobin, GOCAP1, MLX, CAMK2N1, Rich1,
Melusin, SAP, APOBEC-1, RIP, SPRR3, MLCK, PAF1,
Galectin-13, DOK3
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hemostasis
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Annexin VIII, KLC2, CRK, HBG, p38 MAPK, ERK1 (MAPK3),
Kinesin light chain, ERK1/2, GRB2, HBGA, ANXAS8L2,
Dysbindin, Guanylate cyclase, Adult hemoglobin
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MST3, Neurochondrin, SAE1, Annexin VIII, PEX2, KLC2,
MUC15, LAGY, Reticulon 4, ZNF261, MIBP, Siglec-8, DLC1
(Dynein LC8a), LCORL, GDP-mannose 4,6 dehydratase,
TIPIN, SCMH1, CRK, RNASE6, DCTN2, PPP1R12B, VAMPS5,
Calpain 1(mu), STAT5A, SPRR1A, TIRAP (Mal), RAD1,
TCL1A, p38 MAPK, NASP, ERK1 (MAPK3), Carbonic
anhydrase XIII, Bim, LASP1, Metallothionein-I, CERT,
STATS, EFHD1, RBP-J kappa (CBF1), FERD3L, RBP1, SMIF,
Twinfilin, MCT4, BMAL2, Autophagin-1, NHS, Tex1, UCK1,
KLC3, RPS27A, UIP5, p38gamma (MAPK12), ZNF397,
Ccdc109a, Ubiquitin, IMD2, CDCA4L, EYA1, PhLP, SNX9,
Kinesin light chain, NANP, DUPD1, XPF, Phosphatase
regulator (inhibitor), PDXP, LYPLAL1, ATP1A3, Fatty acid-
binding protein, ERK1/2, NIP2, ADSL, ARHGEF10, MYLK1,
CRABP2, Metallothionein-IG, PQBP-1, Kizuna (C200rf19),
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LCKBP1, SPRR4, Guanylate cyclase A (NPR1), NEPH2,
MOCS2(small), GA17, CrkL, Ajuba, GRB2, Rab-9B, PTP-2,
CNK1, PEX19, HXK4, DDC, RIFK, Rap1GDS1, BBS9,
Metallothionein-Il, ZNF655, Sen15, Tropomodulin, COG3,
HMBS, RRP42, UBC, Telokin, PCP2, ST13 (Hip), Troponin
C, skeletal muscle, CED-6, C160rf75, GBP5, NUP93, HKR1,
ANXAB8L2, Siglec-E, Dysbindin, Notch, ACSBG1, RAD23A,
UBB, BMF, PAP41, IRX4, Guanylate cyclase, IGHG1,
ARID4A, Cyclophilin E, CALCOCO2, NOTCH1 precursor,
GCK(MAP4K2), 4E-BP1, RRAD, Sprr2f, SCML1, DBC1,
Metallothionein-1M, GINS2, USP5, AO7, RAB24, IL1RN,
CTP synthase Il, RPA4, ZNF3970S, BMP1, DYNLL, DSS1,
Occludin, WWOX, E-FABP, DKK3, ACP33, PYDC1 (POP1),
Adult hemoglobin, PAIP1, MLX, CAMK2N1, Rich1,
Melusin, SAP, p47, APOBEC-1, RIP, SPRR3, MLCK, PAF1,
Galectin-13, DOK3

413(4]|3
114|114
8/ 3|8|3
0|80 8
E|E| E|E
3| smooth muscle ST T T
8| tissue 3100010
9| development 503232 MYLK1, Telokin, MLCK
413(4]|3
214|124
5/8| 5|8
7177\ 7
E|E| E|E
3 20 - -| -| -
9| connective tissue | 7| 0] 0] 0| 0 p38 MAPK, ERK1 (MAPK3), Ubiquitin, ERK1/2, Notch,
0| development 413|232 UBB, NOTCH1 precursor, BMP1
MST3, Neurochondrin, PEX2, LAGY, Reticulon 4, VAMPS5,
STATSA, SPRR1A, TIRAP (Mal), TCL1A, p38 MAPK, ERK1
41 3| 4|3 (MAPK3), Bim, Metallothionein-I, CERT, STAT5, EFHD1,
N RBP-J kappa (CBF1), FERD3L, NHS, p38gamma (MAPK12),
214|124 Ubiquitin, EYA1, Phosphatase regulator (inhibitor), Fatty
6| 8| 6|8 acid-binding protein, ERK1/2, NIP2, ARHGEF10,
217|127 Metallothionein-1G, PQBP-1, LCKBP1, SPRR4, NEPH2,
4 E| E| E|E GRB2, PTP-2, BBS9, Metallothionein-Il, Tropomodulin,
3| cellular 10 - -| -| - HMBS, Dysbindin, Notch, UBB, IRX4, ARID4A, NOTCH1
9| developmental 2/0/0|0|O0 precursor, Sprr2f, BMP1, DYNLL, WWOX, Adult
1| process 81 3(2|3]2 hemoglobin, RIP, SPRR3, MLCK, PAF1
3 requlation of 8413|413 MST3, Reticulon 4, CRK, TIRAP (Mal), p38 MAPK, STATS,
9| cellular 20 I R R RBP-J kappa (CBF1), ERK1/2, MYLK1, Ajuba, PTP-2,
2| component 0| 3[(5|3]|5 Telokin, Notch, NOTCH1 precursor, ILIRN, MLCK
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TIPIN, RAD1, p38 MAPK, RPS27A, Ubiquitin, UBC, UBB,
RPA4

Vo]

metabolic process

N O U

md P b

m o W u .

md P b

m o w U .

N

MST3, SAE1, PEX2, KLC2, MUC15, LAGY, MIBP, DLC1
(Dynein LC8a), LCORL, GDP-mannose 4,6 dehydratase,
TIPIN, SCMH1, CRK, RNASE6, DCTN2, Calpain 1(mu),
STATSA, SPRR1A, TIRAP (Mal), RAD1, p38 MAPK, NASP,
ERK1 (MAPK3), Carbonic anhydrase XllI, Bim, CERT,
STATS, RBP-J kappa (CBF1), FERD3L, RBP1, SMIF,
Twinfilin, BMAL2, Autophagin-1, Tex1, UCK1, KLC3,
RPS27A, UIP5, p38gamma (MAPK12), ZNF397, Ubiquitin,
IMD2, EYA1, PhLP, Kinesin light chain, NANP, DUPD1, XPF,
Phosphatase regulator (inhibitor), PDXP, LYPLAL1,
ATP1A3, Fatty acid-binding protein, ERK1/2, ADSL,
MYLK1, CRABP2, PQBP-1, SPRR4, Guanylate cyclase A
(NPR1), MOCS2(small), GA17, CrkL, Ajuba, GRB2, PTP-2,
CNK1, PEX19, HXK4, Grancalcin, DDC, RIFK, ZNF655,
Sen15, COG3, HMBS, RRP42, UBC, Telokin, ST13 (Hip),
Cl160rf75, GBP5, NUP93, HKR1, Notch, ACSBG1, RAD23A,
UBB, PAP41, Guanylate cyclase, IGHG1, ARID4A,
Cyclophilin E, NOTCH1 precursor, GCK(MAP4K2), 4E-BP1,
RRAD, DHRS10, SCML1, DBC1, GINS2, N6éamt2, USP5,
AO7, RAB24, ILIRN, CTP synthase Il, RPA4, ZNF3970S,
BMP1, DYNLL, DSS1, Occludin, WWOX, E-FABP, Adult
hemoglobin, GOCAP1, PAIP1, MLX, APOBEC-1, RIP,
SPRR3, MLCK, PAF1, Galectin-13
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positive regulation

of protein kinase
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CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
Ubiquitin, ERK1/2, CrkL, Ajuba, UBC, UBB, GCK(MAP4K?2),
ILIRN
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4131 4|3
415145
913193
0| 6(0]|6
E|E|E|E
3 S I N
9| myosin filament | 1] 0] 0100
6| assembly 113(2]3]2 Rap1GDS1, Tropomodulin
413143
4151 4|5
913193
0| 60| 6
E|E|E|E
3 . S S
requlation of
9| histone 110(0j00
7| phosphorylation 11312]3]2 ERK1 (MAPK3), ERK1/2
413143
415145
9(319]|3
0| 6|0]|6
E|E|E|E
31 cell migration N
9| involvedinheart |1 00| 0|0
8| development 1{3(2]3]2 Notch, NOTCH1 precursor
41314\ 3
415145
913193
0| 60| 6
E|E|E|E
3 S S N
9| mitral valve 110,010]0
9| development 113]2]3]2 Notch, NOTCH1 precursor
413143
45| 4|5
913193
0| 60| 6
E|E|E|E
4| cardiac T T T
0| endothelialcel |10} 000
0| differentiation 113(2]3]2 Notch, NOTCH1 precursor
4| myosin filament | 1| 4] 3| 4|3
0| organization 1 Rap1GDS1, Tropomodulin



http://portal.genego.com/cgi/process.cgi?id=-1391577
http://portal.genego.com/cgi/process.cgi?id=-1391577
http://portal.genego.com/cgi/process.cgi?id=-966101557
http://portal.genego.com/cgi/process.cgi?id=-966101557
http://portal.genego.com/cgi/process.cgi?id=-966101557
http://portal.genego.com/cgi/process.cgi?id=-657213523
http://portal.genego.com/cgi/process.cgi?id=-657213523
http://portal.genego.com/cgi/process.cgi?id=-657213523
http://portal.genego.com/cgi/process.cgi?id=-768510685
http://portal.genego.com/cgi/process.cgi?id=-768510685
http://portal.genego.com/cgi/process.cgi?id=-975591484
http://portal.genego.com/cgi/process.cgi?id=-975591484
http://portal.genego.com/cgi/process.cgi?id=-975591484
http://portal.genego.com/cgi/process.cgi?id=-1855196080
http://portal.genego.com/cgi/process.cgi?id=-1855196080

1 415145
913193
0| 6|0]|6
E|E|E|E
0|0j0]|O
312|132
413143
41 5(4]|5
913193
0| 6]0]|6
E|E|E|E
4 diterpenoid T T T
0| piosynthetic 0/0/0|0
2| process 31232 RBP1, CRABP2
413(4]|3
41 5(4]|5
913193
0| 6]0]|6
E|E|E|E
4 . N
negative
0| requlation of stem 0/040)0
3| cell differentiation 312132 Notch, NOTCH1 precursor
413(4]|3
4| 5(4]|5
913193
0| 6]0]|6
E|E|E|E
4 [ T
0| mesangial cell 0/0j0f0
4| development 312|132 Notch, NOTCH1 precursor
413143
415145
913|193
0| 6|0]|6
E|E|E|E
4 [ T
glomerular
0| mesangial cell 00100
5| differentiation 3|12|3]|2 Notch, NOTCH1 precursor
413143
4 positive regulation N A
0| of endothelial cell 4151415
6| differentiation 913]9] 3 Notch, NOTCH1 precursor
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0|6|0]|6
E|E| E|E
o(0|O0]|O
312|132
4|1 3|43
45| 4|5
9139 3
96|96 Annexin VIII, DLC1 (Dynein LC8a), RPS27A, Ubiquitin,
E|E|E|E Phosphatase regulator (inhibitor), Fatty acid-binding
4 negative 9| -| -| -| - protein, Ajuba, UBC, ANXA8L2, Notch, UIISB, PAP41,
0 requlation of 7/010]0]|0 NOTCH1 precursor, DBC1, DYNLL, Cystatin B, PYDC1
7| catalytic activity 5/3(2]|3]2 (POP1), CAMK2N1
43|43
5/5|5|5
2|15]2]|5
91191
E|E| E|E
4 developmental B
0| programmedcell |3/ 0] 0| 0|0
8| death 6(3|2|3]2 Bim, Notch, NOTCH1 precursor
4|13|4]|3
5/5|5]|5
4|5|4]|5
01|01
E|E| E| E
4 antigen S e e
9| presentation 8/ 3(2|3]2 Kinesin light chain, UBC, UBB, DYNLL
4|13|4]|3
6| 6| 6|6
10|10
8|3|8]|3 DLC1 (Dynein LC8a), CRK, TIRAP (Mal), p38 MAPK, ERK1
1 E|E| E|E (MAPK3), Twinfilin, RPS27A, Ubiquitin, Fatty acid-binding
4 51 -1 - -| - protein, ERK1/2, NIP2, LCKBP1, CrkL, Ajuba, GRB2, HXK4,
1| requlation of 3lo0lo0|0|o0O UBC, UBB, GCK(MAP4K2), ILIRN, DYNLL, PYDC1 (POP1),
0| phosphorylation 9|1 3| 2|32 Adult hemoglobin, CAMK2N1, MLCK
413|143
6| 6| 6|6
4 1{3(0|3]|0
1| response to 1/5/8/5]|8
1| osmotic stress 6| E| E| E|E p38 MAPK, MYLK1, Telokin, APOBEC-1, MLCK
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312|132
MST3, Neurochondrin, PEX2, LAGY, Reticulon 4, ZNF261,
DLC1 (Dynein LC8a), SCMH1, Beta crystallin B2, VAMP5,
STATSA, SPRR1A, TIRAP (Mal), RAD1, TCL1A, p38 MAPK,
NASP, ERK1 (MAPK3), Bim, Metallothionein-I, CERT,
STATS, EFHD1, RBP-J kappa (CBF1), FERD3L, NHS,
p38gamma (MAPK12), Ubiquitin, IMD2, EYA1,
413|143 Phosphatase regulator (inhibitor), Fatty acid-binding
A protein, ERK1/2, NIP2, ARHGEF10, MYLK1, CRABP2,
6| 6| 6|6 Metallothionein-1G, PQBP-1, LCKBP1, SPRR4, NEPH2,
9|1 4|9)| 4 CrkL, Ajuba, GRB2, PTP-2, HXK4, DDC, BBS9,
5/6|5]|6 Metallothionein-Il, Tropomodulin, HMBS, Telokin, HKR1,
6| E| E| E|E Dysbindin, Notch, ACSBG1, UBB, PAP41, IRX4, Guanylate
4 3 - -| -| - cyclase, ARID4A, NOTCH1 precursor, 4E-BP1, Sprr2f,
1| developmental 9/0|0|0]|O0 SCML1, BMP1, DYNLL, WWOX, E-FABP, DKK3, Adult
2| process 91 3(2|3]|2 hemoglobin, Melusin, RIP, SPRR3, MLCK, PAF1
413|143
8| 7|8]|7
oj0|0]|O0
6| 7|6]|7
E|E| E| E
4 1) - - -] -
1| peptidyl-serine 1/0|0]0|0 p38 MAPK, ERK1 (MAPK3), p38gamma (MAPK12),
3| phosphorylation 71312|3]|2 ERK1/2, MLCK
413(4]|3
8| 7|8]|7
1/0(1|0
4|17 4|7 CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
1| E| E| E|E Ubiquitin, Fatty acid-binding protein, ERK1/2, NIP2,
4 pasitive requlation 1| -] - - - ARHGEF10, LCKBP1, Guanylate cyclase A (NPR1), CrkL,
1| of phosphorus 3/0/0|0]|0O0 Ajuba, HXK4, UBC, UBB, Guanylate cyclase,
4| metabolic process | 8| 3| 2| 3| 2 GCK(MAP4K2), ILIRN
413|143
8|1 7| 8|7
1010
417 4|7 CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
1| E| E| E| E Ubiquitin, Fatty acid-binding protein, ERK1/2, NIP2,
4 positive requlation 1| -] - - - ARHGEF10, LCKBP1, Guanylate cyclase A (NPR1), CrkL,
1| of phosphate 3/0/0|00 Ajuba, HXK4, UBC, UBB, Guanylate cyclase,
5| metabolic process | 8| 3| 2| 3| 2 GCK(MAP4K2), ILARN
positive requlation
4| of NFE-kappaB 11413]4]3
1| transcription 6 TIRAP (Mal), RPS27A, Ubiquitin, UBC, UBB, AO7
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6| factor activity 7181787

2/012|0
11717
E|E| E|E
oj0|0]|0
312|132

Neurochondrin, Annexin VIII, PEX2, KLC2, Reticulon 4,
413|143 DLC1 (Dynein LC8a), CRK, HBG, VAMP5, STAT5A, TIRAP

A A (Mal), p38 MAPK, ERK1 (MAPK3), Bim, Metallothionein-I,
8| 7| 8|7 CERT, STATS5, RBP1, Twinfilin, Ccdc109a, Ubiquitin,
5(2|5]| 2 Kinesin light chain, XPF, PDXP, Fatty acid-binding protein,
212122 ERK1/2, CRABP2, LCKBP1, Guanylate cyclase A (NPR1),

3| E|E|E|E GRB2, PEX19, HXK4, Rap1GDS1, Metallothionein-II,
4 5( - -| -| - COG3, UBC, HBGA, ANXA8L2, Dysbindin, UBB, Guanylate
1 regulation of 8, 0(0|0]|O cyclase, ARID4A, ILIRN, DYNLL, Adult hemoglobin, PAIP1,
7| biological quality |8 3| 2| 3| 2 APOBEC-1, MLCK
413|143

8| 7| 8|7
914,94
5/6|5|6
E|E| E| E

4 I

1 peptide cross- 3/0,0/00

8| linking 713]12|3]|2 SPRR1A, SPRR4, SPRR3
PEX2, LAGY, MIBP, DLC1 (Dynein LC8a), LCORL, GDP-
mannose 4,6 dehydratase, TIPIN, SCMH1, RNASES,
STATSA, RAD1, p38 MAPK, NASP, ERK1 (MAPK3), STATS,
RBP-J kappa (CBF1), FERD3L, SMIF, BMAL2, Tex1, UCK1,
RPS27A, p38gamma (MAPK12), ZNF397, Ubiquitin, IMD2,

5(3|5]|3 EYA1, XPF, Phosphatase regulator (inhibitor), PDXP,

A A T ATP1A3, ERK1/2, ADSL, PQBP-1, Guanylate cyclase A
o|8|0]|8 (NPR1), MOCS2(small), Ajuba, HXK4, DDC, RIFK, ZNF655,
314|3|4 Sen15, HMBS, RRP42, UBC, C160rf75, GBP5, HKR1, Notch,
111(1]1 RAD23A, UBB, PAP41, Guanylate cyclase, ARID4A,

6| E|E| E|E Cyclophilin E, NOTCH1 precursor, RRAD, DHRS10, SCML1,
4 oraanic cvelic o -| - -| - DBC1, GINS2, CTP synthase Il, RPA4, ZNF3970S, DYNLL,
1 _g—\;wmgound 1/o0|lo0|o0|o0 DSS1, Occludin, WWOX, GOCAP1, PAIP1, MLX, APOBEC-1,
9| metabolic process | 4| 3| 2| 3| 2 PAF1
5/3|5]|3

1919

6| 1|6]|1

negative 213123

4 requlation of G1/S LIEJE|EE

2| transition of S I B
0| mitotic cell cycle 9/,0(0(0]O0 RPS27A, Ubiquitin, ZNF655, UBC, UBB
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31232
5/3|5]|3
11919
6|1|6]|1
213|123
E|E| E|E
4| mitotic DNA N
2| damage 110[{0]0]0
1| checkpoint 9131232 TIPIN, RPS27A, Ubiquitin, UBC, UBB
5/3|5]|3
1({9(1|9
6|1|6]|1
213|123
. E|E|E|E
4 negatl\{e 1 o o) o]
requlation of cell
2| cycle G1/S phase | 1| 0 0] 0|0
2| transition 9|1 3| 2|32 RPS27A, Ubiquitin, ZNF655, UBC, UBB
Reticulon 4, CRK, STAT5A, TIRAP (Mal), p38 MAPK, ERK1
5(3|5]|3 (MAPK3), Bim, Metallothionein-I, STAT5, RBP1, SMIF,
A RPS27A, p38gamma (MAPK12), Ubiquitin, IMD?2,
1({9(1|9 Phosphatase regulator (inhibitor), PDXP, Fatty acid-
82|82 binding protein, ERK1/2, Metallothionein-IG, LCKBP1,
410140 CrkL, GRB2, PTP-2, HXK4, DDC, Metallothionein-Il, HMBS,
3| E|E|E|E UBC, GBP5, NUP93, Notch, ACSBG1, UBB, Guanylate
4 response to 4|\ - -| -1 - cyclase, CALCOCO2, NOTCH1 precursor, 4E-BP1, Sprr2f,
2 _p—orgamc 1/ololo|o0 ILLRN, WWOX, PYDC1 (POP1), Adult hemoglobin,
3| substance 4131232 APOBEC-1, MLCK, PAF1
5/3|5]|3
1919
912|192
913|193
negative 1/ E|E| E|E PEX2, LAGY, SCMH1, HBG, RBP-J kappa (CBF1), FERD3L,
4 _g_requlation of RNA 2|1 - -| -| - RPS27A, Ubiquitin, Fatty acid-binding protein, LCKBP1,
2| biosynthetic 2/0[{0/0|0 Ajuba, UBC, HBGA, Notch, UBB, ARID4A, NOTCH1
4| process 6/3|2|3]|2 precursor, DKK3, Adult hemoglobin, MLX, PAF1
5/3|5]|3
21912|9
7127 2
919|199
4 E|E| E|E
2 3 - -| -] -
5| cytokine secretion | 8| 0| 0| 0| O RBP-J kappa (CBF1), Notch, NOTCH1 precursor
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[EEN

MST3, SAE1, PEX2, MUC15, LAGY, MIBP, DLC1 (Dynein
LC8a), LCORL, GDP-mannose 4,6 dehydratase, TIPIN,
SCMH1, RNASES6, Calpain 1(mu), STATSA, SPRR1A, RAD1,
p38 MAPK, NASP, ERK1 (MAPK3), Bim, CERT, STATS, RBP-
J kappa (CBF1), FERD3L, RBP1, SMIF, Twinfilin, BMAL2,
Autophagin-1, Tex1, UCK1, RPS27A, UIP5, p38gamma
(MAPK12), ZNF397, Ubiquitin, IMD2, EYA1, PhLP, NANP,
DUPD1, XPF, Phosphatase regulator (inhibitor), PDXP,
LYPLAL1, ATP1A3, Fatty acid-binding protein, ERK1/2,
ADSL, MYLK1, CRABP2, PQBP-1, SPRR4, Guanylate cyclase
A (NPR1), MOCS2(small), GA17, Ajuba, PTP-2, PEX19,
HXK4, Grancalcin, DDC, RIFK, ZNF655, Sen15, COG3,
HMBS, RRP42, UBC, Telokin, ST13 (Hip), C160rf75, GBPS5,
NUP93, HKR1, Notch, ACSBG1, RAD23A, UBB, PAP41,
Guanylate cyclase, IGHG1, ARID4A, Cyclophilin E, NOTCH1
precursor, GCK(MAP4K2), 4E-BP1, RRAD, DHRS10,
SCML1, DBC1, GINS2, USP5, AO7, ILIRN, CTP synthase Il,
RPA4, ZNF3970S, BMP1, DYNLL, DSS1, Occludin, WWOX,
E-FABP, Adult hemoglobin, GOCAP1, PAIP1, MLX,
APOBEC-1, SPRR3, MLCK, PAF1, Galectin-13

N

requlation of
biological process

= O WN -

mul O w.

o

mwoOoN O .

o

mul O w.

o

mwoOonN O .

o

w

MST3, Neurochondrin, SAE1, Annexin VIII, PEX2, LAGY,
Reticulon 4, ZNF261, MIBP, Siglec-8, DLC1 (Dynein LC8a),
LCORL, GDP-mannose 4,6 dehydratase, TIPIN, SCMH1,
CRK, HBG, PPP1R12B, Calpain 1(mu), STATSA, TIRAP
(Mal), TCL1A, GGA1, p38 MAPK, IL-1F5, ERK1 (MAPK3),
Bim, LASP1, Metallothionein-I, CERT, STAT5, RBP-J kappa
(CBF1), FERD3L, RBP1, SMIF, Twinfilin, BMAL2,
Autophagin-1, RPS27A, p38gamma (MAPK12), ZNF397,
Ccdc109a, Ubiquitin, CDCAL, EYA1, PhLP, SNX9, SCOCO,
XPF, Phosphatase regulator (inhibitor), PDXP, LYPLAL1,
ATP1A3, Fatty acid-binding protein, ERK1/2, NIP2,
ARHGEF10, MYLK1, CRABP2, Metallothionein-IG, PQBP-1,
LCKBP1, Guanylate cyclase A (NPR1), GA17, CrkL, Ajuba,
GRB2, Rab-9B, PTP-2, CNK1, PEX19, HXK4, RIFK,
Rap1GDS1, Metallothionein-Il, ZNF655, COG3, UBC,
HBGA, Telokin, SNX1, PCP2, ST13 (Hip), Troponin C,
skeletal muscle, CED-6, NUP93, HKR1, ANXA8L2, Siglec-E,
Dysbindin, Notch, RAD23A, UBB, BMF, PAP41, IRX4,
Guanylate cyclase, IGHG1, ARID4A, Cyclophilin E, NOTCH1
precursor, GCK(MAP4K2), 4E-BP1, RRAD, SCML1, DBC1,
Metallothionein-1M, USP5, AO7, GGA, RAB24, IL1RN,
FAM116A, ZNF3970S, BMP1, DYNLL, Cystatin B, WWOX,
DKK3, ACP33, PYDC1 (POP1), Adult hemoglobin, PAIP1,
MLX, CAMK2N1, Rich1, Melusin, SAP, APOBEC-1, RIP,
MLCK, PAF1, DOK3
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5/3|5]3
3/913]9
5125 2
5/9|5]9
E|E| E| E
4 N
2| mammarygland |1] 0] 0100
8| involution 213(2(3]2 STATSA, STATS
53|53
3/913]9
5125 2
5/9|5]|9
E|E| E|E
4 ) S I I
requlation of
2| gamma-delta T 110101010
9| cell differentiation | 2| 3| 2| 3| 2 STATSA, STATS
53|53
3/913]9
5125 2
5/9|5]9
E|E| E| E
4 atrioventricular T T T
3| vave 1/0/0]0|o0
0| morphogenesis 2131232 Notch, NOTCH1 precursor
51353
3/913]9
5125 2
5/9|5]|9
E|E| E| E
4 positive requlation T T T
3| of natural killer 1/0/0/0]|0
1| cell differentiation | 2| 3| 2| 3| 2 STATSA, STATS
53|53
3/913]9
5125 2
5/9|5]|9
E|E| E| E
4 I
3| oxaloacetate 1,0{010]|O0
2| metabolic process | 2| 3| 2| 3| 2 STAT5A, STATS
4| regulation of 1/5{3]5]3
3| somitogenesis 2 Notch, NOTCH1 precursor
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3 31913]9
5|1 2|5]| 2
5/9|15|9
E|E|E|E
oj0|0]|0
31232
5/3|5]|3
319|13|9
5|12 5] 2
5/9|5|9
E|E|E|E
4 N
3| mesangial cell 1,0(0[0]0
4| differentiation 2|1 3|12|3]2 Notch, NOTCH1 precursor
5/3|5]|3
319|13|9
5|12 5] 2
5/9|15|9
E|E|E|E
4 I
3| renal interstitial 110{0]0]0
5| cell development | 2| 3| 2| 3| 2 Notch, NOTCH1 precursor
5/3|5]|3
319|13]9
5|1 2|5]| 2
5/9|15|9
E|E|E|E
4 I S R
3| creatine 11010/0]0
6| metabolic process | 2| 3| 2| 3| 2 STATSA, STATS
5/3|5]|3
419|141|9 MST3, SAE1, MUC15, LAGY, STATSA, SPRR1A, p38 MAPK,
2|1 5|2]|5 ERK1 (MAPK3), CERT, STATS5, Twinfilin, RPS27A, UIP5,
0/9]0|09 p38gamma (MAPK12), Ubiquitin, EYA1, DUPD1, PDXP,
2| E|E| E|E LYPLAL1, ERK1/2, MYLK1, SPRR4, Guanylate cyclase A
4| cellular rotein 6| -| -| -| - (NPR1), PTP-2, COG3, HMBS, UBC, Telokin, UBB,
3| modification 9/0|0|0]|O0 Guanylate cyclase, ARID4A, Cyclophilin E, GCK(MAP4K2),
7| process 0|3|2|3]|2 USP5, AO7, SPRR3, MLCK, PAF1
2| 5/3|5]|3 MST3, SAE1, MUC15, LAGY, STATSA, SPRR1A, p38 MAPK,
4 rotein 6| . . ERK1 (MAPK3), CERT, STATS5, Twinfilin, RPS27A, UIP5,
3| modification 9141949 p38gamma (MAPK12), Ubiquitin, EYA1, DUPD1, PDXP,
8| process 0| 25|25 LYPLAL1, ERK1/2, MYLK1, SPRR4, Guanylate cyclase A
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0/9/0]|9 (NPR1), PTP-2, COG3, HMBS, UBC, Telokin, UBB,
E|E|E|E Guanylate cyclase, ARID4A, Cyclophilin E, GCK(MAP4K2),
R USP5, AO7, SPRR3, MLCK, PAF1
oj0|0]|0
31232
5/4|5]| 4
5/0[5|0
313|13]|3
6| 4| 6| 4
regulation of ElEIEI|E
4 transforming A
growth factor beta
3| receptor signaling | 2| 0| 0| 0| O RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
9| pathway 113]2|3] 2 UBC, UBB
LAGY, MIBP, DLC1 (Dynein LC8a), LCORL, GDP-mannose
5(4|5]| 4 4,6 dehydratase, SCMH1, STAT5A, p38 MAPK, ERK1
N (MAPK3), STATS, RBP-J kappa (CBF1), FERD3L, BMAL2,
6|0|6|0 UCK1, RPS27A, p38gamma (MAPK12), ZNF397, Ubiquitin,
218128 IMD2, EYA1, Phosphatase regulator (inhibitor), ATP1A3,
217127 ERK1/2, ADSL, PQBP-1, Guanylate cyclase A (NPR1),
Aromatic 3/ E|E|E|E Ajuba, DDC, RIFK, ZNF655, HMBS, UBC, HKR1, Notch,
4 compound 30 - - -| - UBB, PAP41, Guanylate cyclase, ARID4A, NOTCH1
4| piosynthetic 310(0|0|0 precursor, SCML1, CTP synthase Il, ZNF3970S, DYNLL,
0| process 63232 MLX, PAF1
5/4|5]| 4
6|/0|6|0
419(4]|9
negative 706|7]|6
ﬁ% 1| E|E|E|E PEX2, LAGY, TIPIN, SCMH1, HBG, RBP-J kappa (CBF1),
4| containing 3| - -] -| - FERD3L, RPS27A, Ubiquitin, XPF, Fatty acid-binding
4 compound 9/ 0(0|0]|O0 protein, LCKBP1, Ajuba, UBC, HBGA, Notch, UBB, ARID4A,
1| metabolic process | 8| 3| 2| 3| 2 NOTCH1 precursor, DKK3, Adult hemoglobin, MLX, PAF1
514|154 MST3, SAE1, MUC15, LAGY, STAT5A, SPRR1A, p38 MAPK,
. . - ERK1 (MAPK3), CERT, STATS5, Twinfilin, RPS27A, UIP5,
6(1|6]|1 p38gamma (MAPK12), Ubiquitin, EYA1, PhLP, DUPD1,
710|710 PDXP, LYPLAL1, ERK1/2, MYLK1, SPRR4, Guanylate cyclase
o|l4|0|4 A (NPR1), MOCS2(small), GA17, PTP-2, PEX19, COG3,
3| E|E|E|E HMBS, UBC, Telokin, ST13 (Hip), Notch, RAD23A, UBB,
4 6| -| -| -| - Guanylate cyclase, ARID4A, Cyclophilin E, NOTCH1
4| cellular protein 1/0|0]0|o0 precursor, GCK(MAP4K2), 4E-BP1, USP5, AO7, PAIP1,
2| metabolic process | 7| 3| 2| 3| 2 SPRR3, MLCK, PAF1
, 54|54
negative
requlation of )
4 cellular response L7171
4| to growth factor 21313133 RPS27A, Ubiquitin, Phosphatase regulator (inhibitor),
3| stimulus 2,01 8|0]|8 UBC, UBB
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E|E| E|E
0|0j0]|O
31232
5/4|5]| 4
8/ 1(8]|1
11717
2/012|0
lati ¢ E|E| E|E
4| redrEton o 5| -| -| -| -| | CRK TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
4| serinelthreonine 5/0(0|0|0 Ubiquitin, ERK1/2, Ajuba, UBC, UBB, GCK(MAP4K2),
4| kinase activity 3131232 ILIRN
MST3, Neurochondrin, PEX2, LAGY, Reticulon 4, ZNF261,
DLC1 (Dynein LC8a), SCMH1, Beta crystallin B2, VAMP5,
STATSA, SPRR1A, TIRAP (Mal), RAD1, TCL1A, p38 MAPK,
NASP, ERK1 (MAPK3), Bim, Metallothionein-I, CERT,
STAT5, EFHD1, RBP-J kappa (CBF1), FERD3L, NHS,
p38gamma (MAPK12), Ubiquitin, IMD2, EYA1,
5|/4|5]| 4 Phosphatase regulator (inhibitor), Fatty acid-binding
N T e protein, ERK1/2, NIP2, ARHGEF10, MYLK1, CRABP2,
81 1|8]|1 Metallothionein-1G, PQBP-1, LCKBP1, SPRR4, NEPH2,
11717 CrkL, Ajuba, GRB2, PTP-2, HXK4, DDC, BBS9,
3/0(3|0 Metallothionein-Il, Tropomodulin, HMBS, Telokin, HKR1,
6| E| E| E|E Dysbindin, Notch, ACSBG1, UBB, PAP41, IRX4, Guanylate
4 sinale-oraanism 3] - - -| - cyclase, ARID4A, NOTCH1 precursor, 4E-BP1, Sprr2f,
4 _g_g—deve|09mema| 4/0l0/0]0 BMP1, DYNLL, WWOX, E-FABP, DKK3, Adult hemoglobin,
5| process 831232 Melusin, RIP, SPRR3, MLCK, PAF1
5/4|5]| 4
81|81
17|17
negative 3/0|3|0
4 l.Jbiguitin-Q. r_otein L]
ligase activity
4| involved in mitotic | 7| 0| 0| 0| O
6| cell cycle 71312|3]|2 RPS27A, Ubiquitin, UBC, UBB
514|154
92|92
11313
1/0(1|0
E|E| E|E
4 6| -| -| -| - MST3, Reticulon 4, TIRAP (Mal), p38 MAPK, RBP-J kappa
4| requlation of cell 9|0/ 0|0]|O0 (CBF1), ERK1/2, MYLK1, Ajuba, PTP-2, Telokin, Notch,
7| migration 813|123 2 NOTCH1 precursor, ILARN, MLCK
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PEX2, LAGY, DLC1 (Dynein LC8a), LCORL, TIPIN, SCMH1,
CRK, HBG, STATSA, TIRAP (Mal), p38 MAPK, ERK1

6|4|6|4 (MAPK3), STATS, RBP-J kappa (CBF1), FERD3L, SMIF,
N U e BMAL2, RPS27A, p38gamma (MAPK12), ZNF397,
0[3|0] 3 Ubiquitin, EYA1, Phosphatase regulator (inhibitor), Fatty
2(012]0 acid-binding protein, ERK1/2, CRABP2, PQBP-1, LCKBP1,
_ 85|85 GA17, Ajuba, HXK4, ZNF655, UBC, HBGA, HKR1, Notch,
L—i?htjllgtr'ﬂ 4 E|E| E|E UBB, IRX4, ARID4A, Cyclophilin E, NOTCH1 precursor, 4E-
4| hacromolecule 2| -| -| - - BP1, SCML1, DBC1, AO7, ZNF3970S, DYNLL, WWOX,
4| piosynthetic 9/0|0|0]|O0 DKK3, PYDC1 (POP1), Adult hemoglobin, PAIP1, MLX,
8| process 2131232 APOBEC-1, PAF1
6| 4| 6| 4
03|03
913|193
9|/ 6|96
E|E| E|E
4 N
4| requlation of 4/0{0j0]0
9| organ formation 0] 3(2|3]2 EYA1, Notch, NOTCH1 precursor
6| 4| 6|4
03|03
913|193
9|/ 6|96
E|E| E| E
4 I
5| response to 4/0/0100
0| copper ion 0| 3(2|3]2 Metallothionein-I, Metallothionein-IG, Metallothionein-II
6| 4| 6|4
1(3(1]|3
7177\ 7
28|28
E|E| E|E
4 ceII_uIar response o o] o
to fibroblast
5| growth factor 3/0/0|0foO ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2, GRB2, UBC,
1| stimulus 2131232 UBB
6| 4| 6| 4
213|123
419|141|9
714|174 SAE1, CRK, PPP1R12B, TIRAP (Mal), p38 MAPK, ERK1
1| E| E| E|E (MAPK3), Bim, RPS27A, Ubiquitin, SNX9, Phosphatase
4 4| -| -| -| - regulator (inhibitor), Fatty acid-binding protein, ERK1/2,
5| positive requlation | 9| 0| 0| 0| O NIP2, CrkL, Ajuba, RIFK, Rap1GDS1, UBC, UBB,
2| of catalytic activity | 3| 3| 2| 3| 2 GCK(MAP4K2), ILIRN, Rich1, RIP
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6|4/ 6|4
213123
919199
14|11/ 4
E|E|E|E
4 [ T
5| neuronal stem 0,0/0|0
3| cell maintenance 312|132 Notch, NOTCH1 precursor
6|4/ 6|4
213123
919199
] 14|14
negative ElElElE
4 regqlatiqn of ]
calcium ion-
5| dependent 6(0j0j0
4| exocytosis 31232 Notch, NOTCH1 precursor
6|4 6|4
213123
919|199
14|14
E|E| E|E
4 R T
5| renal interstitial 0(0j0]0
5] cell differentiation 312132 Notch, NOTCH1 precursor
6|4 6|4
213123
positive regulation 919|199
of transcription 114 1] 4
from RNA Elel E|E
4 Qolymerase Il L]
promoter in
5| response to 60(0j0]0
6| stress 31232 Notch, NOTCH1 precursor
6|4|6|4
213123
919199
regulation of 114|111 a4
epithelial cell ElElElE
4 D roIiferatipn L]
involved in
5 prostate gland 00400
7| development 31232 Notch, NOTCH1 precursor
positive requlation
6|4 6|4

[Sa e -

of gamma-delta T
cell activation

STATSA, STATS
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8 213|123
9191919
1141\ 4
E|E|E|E
oj0|0]|0
31232
6| 4| 6| 4
31434
6|0|6|0
DNA damage 215|215
response, signal
4 trggscliuction by E E E E
class
> mresultinq 0/0j0|0
9| in cell cycle arrest 312132 RPS27A, Ubiquitin, UBC, UBB
6| 4| 6| 4
314|334
6|0|6|0
2| 5|2]|5
signal E|E|E|E
involved in mitotic
6| G1 DNA damage 0/040]0
0| checkpoint 31232 RPS27A, Ubiquitin, UBC, UBB
6| 4| 6| 4
314|134
6|0|6|0
2| 5|2]|5
E|E|E|E
4 [ T
6 prostate gland 0/0j0f0
1| development 312132 STATS5A, STATS, Notch, NOTCH1 precursor
6| 4| 6| 4
314|334
6|0|6|0
] ) 2|1 5|2]|5
mtracellullar signal Elel E|E
4 _transduct_lon L]
involved in G1
6| DNA damage 00100
2| checkpoint 312|132 RPS27A, Ubiquitin, UBC, UBB
6| 4| 6| 4
4 N CRK, TIRAP (Mal), p38 MAPK, ERK1 (MAPK3), RPS27A,
6| positive requlation 4|1 4| 4|4 Ubiquitin, ERK1/2, CrkL, Ajuba, UBC, UBB, GCK(MAP4K2),
3| of kinase activity 45| 4]|5 ILIRN
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110110
E|E| E|E
00|00
312|132
64|64
4| 4| 4|4
5/ 5|5]|5
9/0|9|0
E|E|E|E
4 cellular response I
to transforming
6| growth factorbeta | 3| 0| 0| 0| O SMIF, RPS27A, Ubiquitin, Phosphatase regulator
4| stimulus 4131232 (inhibitor), UBC, UBB, WWOX
PEX2, LAGY, DLC1 (Dynein LC8a), LCORL, TIPIN, SCMH1,
CRK, HBG, STATSA, TIRAP (Mal), p38 MAPK, ERK1
(MAPK3), STATS, RBP-J kappa (CBF1), FERD3L, SMIF,
BMAL2, RPS27A, p38gamma (MAPK12), ZNF397,
6|4|6| 4 Ubiquitin, EYA1, SNX9, XPF, Phosphatase regulator
A A (inhibitor), Fatty acid-binding protein, ERK1/2, NIP2,
514|154 ARHGEF10, CRABP2, PQBP-1, LCKBP1, Guanylate cyclase
3|/5[3|5 A (NPR1), Ajuba, Rap1GDS1, ZNF655, UBC, HBGA, PCP2,
] 1010 HKR1, Notch, UBB, IRX4, Guanylate cyclase, ARID4A,
@W 4l E|E|E|E Cyclophilin E, NOTCH1 precursor, SCML1, DBC1, AO7,
4| Cortame 9| -| -| -| - FAM116A, ZNF3970S, DYNLL, WWOX, DKK3, PYDC1
6| compound 8/0(0|0|0 (POP1), Adult hemoglobin, MLX, Rich1, APOBEC-1, RIP,
5| metabolic process | 6| 3| 2| 3| 2 PAF1
6| 4| 6|4
5/14|5| 4
3/5|/3]|5
6/ 0|6|0
E|E| E|E
4 I
6| dopamine 4/0(0100
6| metabolicprocess | 1| 3| 2| 3| 2 Guanylate cyclase A (NPR1), DDC, Guanylate cyclase
6| 4| 6|4
51454
3/5/3]|5
6/ 0|6|0
E|E| E|E
4| nitric oxide N
6| mediated signal |4 0[ 0| 0|0
7| transduction 113|232 Metallothionein-I, Metallothionein-Il, Guanylate cyclase
lipopolysaccharid
4| e-mediated 41614164
6| signaling pathway | 1 p38 MAPK, ERK1 (MAPK3), ERK1/2
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8 514|5]| 4
3/5[3]|5
6|/0[6|0
E| E| E|E
o(0|O0]|O
31232
6|4/ 6|4
514|5]| 4
45| 4|5
o(0|O0]|O
E| E| E|E
4 antigen receptor- L R R I
6| mediated 710101010
9| signaling pathway | 8| 3| 2| 3| 2 RPS27A, Ubiquitin, ERK1/2, UBC, UBB, ACP33
6|4|6|4
5/4|5]| 4
5/5|5]|5
4(0|4|0
E| E| E|E
4! mitotic DNA L e e I
7| integrity 2/0(0|0]|O0
0| checkpoint 6| 3|2|3] 2 TIPIN, RPS27A, Ubiquitin, UBC, UBB
6|4 6|4
6|4 6|4
0|5|0]|5
6|/ 0|6|0
E| E| E|E
4 epidermal growth I
7| factor receptor 3/0/0|0|0 ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2, GRB2, UBC,
1| signaling pathway | 5| 3| 2| 3| 2 UBB
6|4|6|4
6|4|6|4
4151 4|5
9/ 0|90
signal E|E|E|E
4 .transduct.ion. . L]
involved in mitotic
7| DNA integrity 810101010
2| checkpoint 0| 3|23 2 RPS27A, Ubiquitin, UBC, UBB
signal 64|64
involved in mitotic : N
7| cell cycle 8/ 64|64
3| checkpoint 0(4|5|4|5 RPS27A, Ubiquitin, UBC, UBB
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910|190
E|E| E|E
00|00
312|132
6| 4| 6|4
6| 4| 6|4
415145
9/0|9|0
signal E|E|E|E
4 ftransduct_ion L]
involved in DNA
7| damage 0/0j0|0
4| checkpoint 312|132 RPS27A, Ubiquitin, UBC, UBB
6| 4| 6| 4
6| 4| 6|4
415145
9/0|9|0
E|E| E|E
4 positive regulation B
7| of mitochondrion 0/040]0
5| organization 31232 DLC1 (Dynein LC8a), Bim, BMF, DYNLL
6| 4| 6|4
6| 4| 6|4
415145
910|190
signal E|E|E|E
4 _transduct_ion R
involved in DNA
7| integrity 00100
6| checkpoint 312132 RPS27A, Ubiquitin, UBC, UBB
6| 4| 6|4
6| 4| 6|4
4151 4]5
9/0|9]|0
E|E| E|E
4 I
7| activation of 6c(0j0]o0
7| MAPKK activity 312132 CRK, ERK1 (MAPK3), ERK1/2, CrkL
6| 4| 6|4
e 6|4|6|4
transduction
4 involved in mitotic 415]14]5
7 DNA damage 910|910
8| checkpoint E|E|E|E RPS27A, Ubiquitin, UBC, UBB
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oj0|0]|O0
312|132
6| 4| 6|4
6| 4| 6|4
9|/ 6|96
4|1 8|48
positive regulation EIE|E|E
4| of cellular 9| -| -| -| - MST3, DLC1 (Dynein LC8a), p38 MAPK, ERK1 (MAPK3),
7| componer ponent 3/ 00| 0| 0]|1]Bim,SNX9, PDXP, ERK1/2, ARHGEF10, LCKBP1, Ajuba,
9| organization 6| 3| 2| 3| 2| 7| GRB2, Notch, BMF, NOTCH1 precursor, DYNLL, MLCK
6| 4| 6| 4
714|174
0/6|0]|6
5|/ 85| 8
E|E| E|E
4 regulation of L
8| protein complex 9|0j0j0]0
0| assembly 6| 3| 2| 3| 2| 8| Bim, Twinfilin, SNX9, LCKBP1, Ajuba, GRB2, BMF, 4E-BP1
6| 4| 6| 4
714|174
5/9|15]|9
6|3|6]|3
E|E| E| E
4 response to 3 I B I
8| fibroblastgrowth |3 0| 0| 0] 0 ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2, GRB2, UBC,
1| factor 6| 3|2|3|2]|7]|UBB
MST3, Neurochondrin, PEX2, KLC2, MUC15, LAGY,
Reticulon 4, MIBP, Siglec-8, DLC1 (Dynein LC8a), GDP-
mannose 4,6 dehydratase, TIPIN, SCMH1, CRK, DCTN2,
PPP1R12B, VAMPS5, Calpain 1(mu), STAT5A, SPRR1A,
TIRAP (Mal), RAD1, TCL1A, p38 MAPK, NASP, ERK1
(MAPK3), Carbonic anhydrase XIlI, Bim, LASP1,
Metallothionein-I, CERT, STATS5, EFHD1, RBP-J kappa
(CBF1), FERD3L, RBP1, SMIF, Twinfilin, MCT4, BMAL2,
Autophagin-1, NHS, UCK1, KLC3, RPS27A, p38gamma
6| 4| 6|4 (MAPK12), Ccdc109a, Ubiquitin, IMD2, CDCA4L, EYA1,

A N R PhLP, SNX9, Kinesin light chain, NANP, XPF, Phosphatase
8| 5| 8|5 regulator (inhibitor), PDXP, ATP1A3, Fatty acid-binding
212|122 protein, ERK1/2, NIP2, ADSL, ARHGEF10, MYLK1, CRABP2,

115|959 Metallothionein-1G, PQBP-1, Kizuna (C200rf19), LCKBP1,
3| E|E|E|E SPRR4, Guanylate cyclase A (NPR1), NEPH2, CrkL, Ajuba,
4 4| -| -| -| -|1| GRB2,Rab-9B, PTP-2, CNK1, PEX19, HXK4, DDC, RIFK,
8| single-organism 7/ 0| 0| 0| 0|4 | RaplGDS1, BBS9, Metallothionein-Il, ZNF655,
2| cellular process 9| 3| 2| 3| 2| 2| Tropomodulin, COG3, HMBS, UBC, Telokin, PCP2,
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Troponin C, skeletal muscle, CED-6, GBP5, NUP93, Siglec-
E, Dysbindin, Notch, ACSBG1, RAD23A, UBB, BMF, PAP41,
IRX4, Guanylate cyclase, IGHG1, ARID4A, NOTCH1
precursor, GCK(MAP4K2), 4E-BP1, RRAD, Sprr2f, DBC1,
GINS2, RAB24, IL1RN, CTP synthase Il, RPA4, BMP1,
DYNLL, DSS1, Occludin, WWOX, E-FABP, DKK3, ACP33,
PYDC1 (POP1), Adult hemoglobin, MLX, CAMK2N1, Rich1,
Melusin, SAP, APOBEC-1, RIP, SPRR3, MLCK, PAF1,
Galectin-13, DOK3

6| 4| 6|4
8/ 5/8|5
9| 595
5/5|5|5
E|E| E|E
4 1) - -| -| -
8| diencephalon 8/0/0|0]O0 DLC1 (Dynein LC8a), RAD1, RBP-J kappa (CBF1), Ubiquitin,
3| development 03232 UBB, DYNLL
6| 4| 6|4
9/ 595
0|5(0]|5
8/ 5(8|5
E|E| E| E
4 201 - - -| -
8| ERBB signaling | 3| 0|0/ 0|0 ERK1 (MAPK3), RPS27A, Ubiquitin, ERK1/2, GRB2, UBC,
4| pathway 70131232 UBB
6| 4| 6|4
9| 595
4| 5(4]|5
5/5|5|5
E|E| E|E
4 I
8! nucleobase 8400|000
5| metabolicprocess | 1| 3| 2| 3| 2 UCK1, IMD2, ERK1/2, ADSL
6| 4| 6|4
9| 595
4151 4|5
5/5|5|5
. E|E| E|E
4 signal L]
transduction
8| involved in cell 8010100
6| cycle checkpoint 113(2]3]2 RPS27A, Ubiquitin, UBC, UBB
pyrimidine
4| ribonucleoside 41614164
8| metabolic process | 2 UCK1, CTP synthase I, APOBEC-1
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7 915|195
915|195
1({5|1]|5
E| E| E|E
0/0|{0|O
312(3]|2
6|4 6|4
9| 5|95
9| 5|95
1({5|1]|5
E| E| E|E
4 S I
response to
8| epidermal growth [4| 0| 0] 0] 0
8| factor 21 3| 2| 3| 2| 3| ERK1(MAPK3), STATS5, ERK1/2
64| 6|4
915|195
915|195
1({5|1]5
E| E| E|E
4 I
8| auditory receptor | 4| 00| 0|0
9| cell differentiation | 2| 3| 2| 3| 2 | 3 | RBP-J kappa (CBF1), Notch, NOTCH1 precursor
64| 6| 4
915|195
915|195
1({5|1]|5
E| E| E|E
4 I S R
9| cellular response |4 0| 0| 0|0
O| to osmoticstress | 2| 3| 2| 3| 2|3 | MYLK1, Telokin, MLCK
64| 6|4
9| 5|95
9| 5|95
1/5]1]5
E| E| E|E
4 . S N
regulation of
9| cardiac muscle 4,/0{0/00
1| cell proliferation 2| 3| 2| 3| 2| 3| RBP-Jkappa (CBF1), Notch, NOTCH1 precursor
117|147\ 4 MST3, SAE1, PEX2, MUC15, LAGY, MIBP, DLC1 (Dynein
4 organic 0| . 1 | LC8a), LCORL, GDP—mar?nose 4,6 dehydratase, TIPIN,
9 _g—substance 40| 5|0/ 5]|1|SCMH1, RNASE6, Calpain 1(mu), STATSA, SPRR1A, RAD1,
2| metabolic process | 7| 1| 5| 1| 5|5 | p38 MAPK, NASP, ERK1 (MAPK3), Bim, CERT, STAT5, RBP-
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6121929 J kappa (CBF1), FERD3L, RBP1, SMIF, Twinfilin, BMAL2,
E|E|E|E Autophagin-1, Tex1, UCK1, RPS27A, UIP5, p38gamma
S (MAPK12), ZNF397, Ubiquitin, IMD2, EYA1, PhLP, NANP,
oj0|0]|0 DUPD1, XPF, Phosphatase regulator (inhibitor), PDXP,
312132 LYPLAL1, ATP1A3, Fatty acid-binding protein, ERK1/2,
ADSL, MYLK1, CRABP2, PQBP-1, SPRR4, Guanylate cyclase
A (NPR1), MOCS2(small), GA17, Ajuba, GRB2, PTP-2,
PEX19, HXK4, Grancalcin, DDC, RIFK, ZNF655, Sen15,
COG3, HMBS, RRP42, UBC, Telokin, ST13 (Hip), C160rf75,
GBP5, NUP93, HKR1, Notch, ACSBG1, RAD23A, UBB,
PAP41, Guanylate cyclase, IGHG1, ARID4A, Cyclophilin E,
NOTCH1 precursor, GCK(MAP4K2), 4E-BP1, RRAD,
DHRS10, SCML1, DBC1, GINS2, USP5, AO7, IL1RN, CTP
synthase Il, RPA4, ZNF3970S, BMP1, DYNLL, DSS1,
Occludin, WWOX, E-FABP, Adult hemoglobin, GOCAP1,
PAIP1, MLX, APOBEC-1, RIP, SPRR3, MLCK, PAF1,
Galectin-13
714|174
0|5|0]|5
7191719
8|1 3|8|3
. E|E|E|E
4| ransforming 1 - o] o]
growth factor beta
9| receptor signaling |8/ 0| 0| 0| O SMIF, RPS27A, Ubiquitin, Phosphatase regulator
3| pathway 1132|332 (inhibitor), UBC, UBB
714|7)| 4
2|1 6|2|6
413|143
9/ 0|90
. . E|E|E|E
4 g?fr:tl\so:gqulatlon ]
9| leukocyte 8/010j00
4| differentiation 21312|3|2 STATS5A, STATS, LCKBP1, Notch
714|7)| 4
2|/6|2|6
913|193
4,01 4|0
E|E|E|E
4 S
9| heart valve 11010100
5| formation 4131232 Notch, NOTCH1 precursor
714|174
4 vascular smooth )
9| muscle cell 1121626
6| development 4913|193 Notch, NOTCH1 precursor
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4(0|4|0
E| E| E|E
0oj0(0]|O
312(3]2
70147\ 4
2|612|6
913|193
4,0(4|0
E|E| E|E
4 3'-UTR-mediated LT T T
9] mMRNA 110,000
7| stabilization 413|12|3]|2 TIRAP (Mal), p38 MAPK
714|7)| 4
21 6|2]|6
9(319]|3
4,0(4|0
E| E| E|E
4 I
9| glomerulus 1,0{0j0]|O0
8| morphogenesis 41312312 NEPH2, Notch
70147 4
2| 612|6
913|193
4(0|4|0
E| E| E|E
4 I
9| cardiac ventricle 1/0{010]|O0
9| formation 4(312|3|2 Notch, NOTCH1 precursor
70147 4
21 6|2]|6
9(319]|3
4,0(4|0
E| E| E|E
5 . N I R I
terpenoid
0| piosynthetic 1,0{0j0]|O0
0| process 413|232 RBP1, CRABP2
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Table 9S: Enrichment analysis report. Enrichment by GO Processes (healthy control vs Grade 1V)

GRADE
IV_INPU
T geneli
Enrichment by GO Processes st
|
T|P M p n
V|
(0] v | F .
4 Processes il2/"lalplp Network_ObJects from
| | F Active Data
a |l [R|a
1Y D u t
e | R
e a
711171
3/13/13]3
41514|5
6|5|6|5
E|E|E|E
positive regulation of LT T T
histone 0/0/0|0
1| phosphorylation 89| 5| 9|5]4]| CyclinB1, ERK1 (MAPK3), Cyclin B, ERK1/2
21222
1010
912|192
3(13/13]3
E|E|E|E
negative requlation of T T T
inclusion body 1/0/010|0
2| assembly 0| 8| 5| 8| 5|4 | HSPA1B, HSP70, HSPA1A, HSPA2
312132
411141
311131
84|84
E|E|E|E
regulation of histone 1100100
3| phosphorylation 1| 8| 5| 8| 5] 4| CyclinB1, ERK1 (MAPK3), Cyclin B, ERK1/2
713173
414|144
11212
6|1|6]1
E|E|E|E
2/0]0]0|0O0
4| protein refolding 27| 4] 7| 4] 4| HSPA1B, HSP70, HSPA1A, HSPA2
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1(5(1|5
71777
1(3(1]3
11717
E|E|E|E
regulation of protein A
serine/threonine 5(0/0[0]0 Ajuba, Cyclin B1, HEXIM1, TIRAP (Mal), Calmyrin,
kinase activity 3/6/4|6]4 HSP70, ERK1 (MAPK3), HSPA2, CKS2, Cyclin B, ERK1/2
215125
417|147
713|713
67|67
1/ E|E|E|E Ajuba, Cyclin B1, HEXIM1, TIRAP (Mal), Calmyrin,
20 -| -] -] - HSP70, ERK1 (MAPK3), eEF2K, CD43, HSPA2, CKS2,
requlation of protein 6{0/0|0]|0O0 Spinophilin, Cyclin B, Adult hemoglobin, CAMK2N1,
phosphorylation 7/6|4|6|4 ERK1/2
215125
57|57
83|83
57|57
. . E|E|E|E
regulation of cyclin-
dependent protein S s
serine/threonine 110/0j0|0
kinase activity 9/6|4|6|4 Cyclin B1, HEXIM1, HSP70, HSPA2, CKS2, Cyclin B
21525
717\|7|7
93|93
87|87
E|E|E|E
0|0|0]|O
heat acclimation 9/6|4|6|4 HSPA1B, HSP70, HSPA1A
215215
71777
93|93
8|7|8]|7
E|E|E|E
cellular heat 0/0(0]0
acclimation 9/6|4|6|4 HSPA1B, HSP70, HSPA1A
1| requlation of inclusion | 3|3 |5] 3|5
body assembly 1 HSPA1B, HSP70, HSPA1A, HSPA2
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117117
215|125
0|6|0]|6
E|E|E|E
0/0(0]|O0
6|4|6|4
416|4]|6
07,07
317137
71117]1
E|E|E|E
1 00|00
1| response to ischemia 6|4|6]|4 HSPA1B, Calmyrin, HSP70, HSPA1A
11111
0(2|0]2
6|12|6]|2
11313
E|E|E|E
1| requlation of 0|0j0]|0O
2| apolipoprotein binding 513]5]|3 ERK1 (MAPK3), ERK1/2
111111
0(2|0]2
6|12|6]|2
11313
E|E|E|E
1 00|00
3| response to DDT 5/3|5]|3 Cyclin B1, Cyclin B
111111
0(2|0]2
6|2|6]|2
11313
E|E|E|E
1! regulation of vesicle 0/0(0]0
4| size 5/3(5]3 Rab-3B, Rab-3
111111
1| synaptonemal 012102
5| complex disassembly 6]2]6]|2 HSP70, HSPA2



http://portal.genego.com/cgi/process.cgi?id=-735723527
http://portal.genego.com/cgi/process.cgi?id=-49388835
http://portal.genego.com/cgi/process.cgi?id=-49388835
http://portal.genego.com/cgi/process.cgi?id=-532897441
http://portal.genego.com/cgi/process.cgi?id=-845334851
http://portal.genego.com/cgi/process.cgi?id=-845334851
http://portal.genego.com/cgi/process.cgi?id=-712421682
http://portal.genego.com/cgi/process.cgi?id=-712421682

1(3|1]3
E|E|E|E
0{0j0]|O0
5{3|5]|3
17111
01202
6(2|6]|2
1(3|1]3
E|E|E|E
1| negative regulation of 0/0(0]0
6| apolipoprotein binding | 2| 5| 3| 5| 3 ERK1 (MAPK3), ERK1/2
111111
414 4| 4
919199
5{3|5]|3
E|E|E|E
1| negative requlationof |1/ 0] 0| 0|0
7| vasoconstriction 5(5|13|5|3 HSPA1B, HSP70, HSPA1A
17111
5{415|4
519/5]|9
91393
. . E|E|E|E
negative requlation of
extrinsic apoptotic LT T T
1] signaling pathway in 4/0/0/0|0
8| absence of ligand 651353 HSPA1B, HSP70, HSPA1A, EYA1
17111
51454
5/{9/5]|9
91393
E|E|E|E
negative regulation of T T T
1| signal transductionin |4 0] 0| 0|0
9| absence of ligand 65353 HSPA1B, HSP70, HSPA1A, EYA1
17111
1/16|4|6|4 Cyclin B1, Clp1, ASAP, AL1A1, HBG, HBGA, Calmyrin,
macromolecular 8/ 1|9|1|9| [COLEC12, HSP70, ERK1 (MAPK3), Annexin VI, CKS2,
2| complex subunit 2(9(1319]3 Spinophilin, Cyclin B, IMD2, Adult hemoglobin,
0] organization 3|/E|E|E]|E ERK1/2, PQBP-1
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ojo0fj0]|oO0
5/3|5]|3
211121
219129
215|125
313133
E|E|E|E
interleukin-1-mediated | 1| 0| 0| 0|0
signaling pathway 75| 3| 5] 3] 3] TIRAP (Mal), ERK1 (MAPK3), ERK1/2
212|122
84|84
711171
5/1(5]|1
1/ E|E|E|E Ajuba, Cyclin B1, HEXIM1, TIRAP (Mal), Calmyrin,
5/ -] -] -| - HSP70, ERK1 (MAPK3), eEF2K, CD43, HSPA2, CKS2,
regulation of 3/0[0]| 0] 0] 1] Spinophilin, Cyclin B, Adult hemoglobin, CAMK2N1,
phosphorylation 9/5|3|5]|3|6]|ERK1/2
312132
04|04
914|194
111111
E|E|E|E
8| -| -] -| - Ajuba, Cyclin B1, HEXIM1, TIRAP (Mal), Calmyrin,
requlation of protein 9/ 0| 0|0/ 0]1|HSP70, ERK1 (MAPK3), HSPA2, CKS2, Cyclin B,
kinase activity 6/5|3|5]|3]|2| CAMK2N1, ERK1/2
312(3]2
14|14
71417|4
6|1|6|1
E|E|E|E
mitotic spindle 0/0(0]0
stabilization 3/ 5|/3]5]| 3]|2] CyclinB1, CyclinB
312(13]2
6|6|6]|6
71272
3/6|3]|6
regulation of E|E|EE
erythrocyte SI-] -] - -
differentiation 70 0| 0| 0| 4| HSPA1B, HSP70, HSPA1A, Adult hemoglobin



http://portal.genego.com/cgi/process.cgi?id=-85498540
http://portal.genego.com/cgi/process.cgi?id=-85498540
http://portal.genego.com/cgi/process.cgi?id=-889065203
http://portal.genego.com/cgi/process.cgi?id=-889065203
http://portal.genego.com/cgi/process.cgi?id=-1349204891
http://portal.genego.com/cgi/process.cgi?id=-1349204891
http://portal.genego.com/cgi/process.cgi?id=-850263765
http://portal.genego.com/cgi/process.cgi?id=-850263765
http://portal.genego.com/cgi/process.cgi?id=-771162075
http://portal.genego.com/cgi/process.cgi?id=-771162075
http://portal.genego.com/cgi/process.cgi?id=-771162075

513]5]|3
312132
71617|6
01202
116|1|6
E|E|E|E
2 2/0|0]0]O0
6| oxygen transport 0| 53|53 HBG, HBGA, Adult hemoglobin
312132
9|16|9]|6
69|69
111|111

1| E|E|E|E

51 - -] -1 - Ajuba, Cyclin B1, TIPIN, ASAP, Calmyrin, HSP70, ERK1
2 8/0(0|0]|O0 (MAPK3), HSPA2, CKS2, Annexin Xl, Spinophilin,
7| cell cycle 0| 5(3|5]3 Septin 3, Cyclin B, EYA1, ERK1/2, PRCC

42|42
0|6|0]|6
8|19|/8|9
411141

1|E|E|E|E Ajuba, Cyclin B1, HEXIM1, TIRAP (Mal), Calmyrin,

5( -1 -1 -| - HSP70, ERK1 (MAPK3), eEF2K, CD43, HSPA2, CKS2,
2| requlation of protein 80000 Spinophilin, Cyclin B, Adult hemoglobin, CAMK2N1,
8| modification process 4/5(3|5/|3 ERK1/2

412142
317137
114|114
01202

1|E|E|E|E

41 -1 - -1 - Cyclin B1, Clp1, ASAP, AL1A1, HBG, HBGA, COLEC12,
2| macromolecular 1{0(0|0]|0O HSP70, ERK1 (MAPK3), Annexin VI, Cyclin B, IMD2,
9| complex assembly 5(5|13|5|3 Adult hemoglobin, ERK1/2, PQBP-1

42|42
4171417
715|715
42|42

1 E|E|E|E Cyclin B1, ASAP, AL1A1, HBG, HBGA, Calmyrin,

50 -] -| -1 - COLEC12, HSP70, ERK1 (MAPK3), Annexin VI, CKS2,
3| protein complex 9(0(0|0]0O0 Spinophilin, Cyclin B, IMD2, Adult hemoglobin,
0| subunit organization 6| 5|3|5]|3 ERK1/2
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5{3]5]|3
713173
0|7]0]|7
917197
E|E|E|E
negative regulation of LT T T
3| myeloid cell apoptotic | 2| 0| 0] 0|0
1| process 3/!5(3|5]3 HSPA1B, HSP70, HSPA1A
6/3|6]|3
313(3]3
317137
8| 7|8|7
E|E|E|E
3| cellular response to 0/0/0]0
2| iron(lll) ion 4/5(3|5|3 Cyclin B1, Cyclin B
6/3|6]|3
313(3]3
317137
regulation of cyclin- 8| 7187
dependent pr_otein ElElEIE
serine/threonine
kinase activity involved LT T T
3| in G2/M transition of 0/0/0|0
3| mitotic cell cycle 41 5|13|5]|3 HSP70, HSPA2
6/3(6]|3
313(3]|3
positive regulation of 317137
cyclin-dependent 8l 7187
protein E|E|E|E
serine/threonine
kinase activity involved LT T T
3| in G2/M transition of 0/0/0|0
4| mitotic cell cycle 415353 HSP70, HSPA2
6/3|6]|3
413|4|3
0|7]0]|7
71777
E|E|E|E
9| -| -] -| - Ajuba, Cyclin B1, HEXIM1, TIRAP (Mal), Calmyrin,
3| requlation of kinase 6/0/0|0]|0O HSP70, ERK1 (MAPK3), HSPA2, CKS2, Cyclin B,
5| activity 651353 CAMK2N1, ERK1/2
3 217131713
6| gas transport 5 HBG, HBGA, Adult hemoglobin
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317|137
718|7]|8
912]9]| 2
E|E|E|E
0j0|0]|O
5/3|5]|3
713173
8/ 8|8]|8
0/9]/0]|9
412|4|2
E|E|E|E
3| positive regulation of 6/0/0]0]0
7| histone modification 9/5|13]5]|3 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2
83|83
119119
5/6|5]|6
5/0[5]|0
2| E|E|E|E Ajuba, Cyclin B1, AL1A1, HEXIM1, TIRAP (Mal),
: 21 - -] - - Calmyrin, EPS8L1, HSP70, ERK1 (MAPK3), eEF2K
regulation of ’ ’ ’ ’ ’
8| process 7/5|13]5]| 3 Adult hemoglobin, CAMK2N1, ERK1/2
914|9]|4
0[2]|0]2
7191719
8/ 5|8]|5
2| E|E|E|E Ajuba, Cyclin B1, AL1A1, HEXIM1, TIRAP (Mal),
; 21 -| -] - - Calmyrin, EPS8L1, HSP70, ERK1 (MAPK3), eEF2K
regulation of ’ ’ ’ ’ ’
9| process 5(5|13|5]|3 Adult hemoglobin, CAMK2N1, ERK1/2
91494
3/3(3]|3
4101410
0| 8|0]| 8
E|E|E|E
30 -| -] -] -
4 response to 2/0(0(0]|O0 Cyclin B1, HSPA1B, HSP70, ERK1 (MAPK3), HSPA1A,
0| mechanical stimulus 5/5|/3|5]|3 Cyclin B, ERK1/2
11414
4 0| 6|0]|6
1| spindle stabilization 5/5|13]5]|3 Cyclin B1, Cyclin B
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411141
E|E|E|E
0|0|0]|O
4|13|4)|3
114|114
0| 6|0]|6
53|53
411141
E|E|E|E
4| peptidyl-cysteine 0/0(0]0
2| methylation 5(4(314]3 Rab-3B, Rab-3
1414
1(9(1]9
6|8|6]|8
1(3(13
E|E|E|E
negative regulation of LT T T
4| microtubule 210101010
3| depolymerization 914|343 Cyclin B1, Calmyrin, Cyclin B
1(5(1|5
1010
92|92
83|83
. L E|E|E|E
regulation of extrinsic
apoptotic signaling LT T T
4| pathway in absenceof | 7| 0 0] 010
4| ligand 71413143 HSPA1B, HSP70, HSPA1A, EYA1
1(5(1|5
210210
2131213
712|712
1/ E|E|E|E
20 - - -| - Cyclin B1, ASAP, AL1A1, HBG, HBGA, COLEC12,
4| protein complex 0jo0o|0|0]|O HSP70, ERK1 (MAPK3), Annexin VI, Cyclin B, IMD2,
5| assembly 0/4|3|4]3 Adult hemoglobin, ERK1/2
1/5|1|5
1/12|0]|2]0
2|5(4|5]|4 Cyclin B1, ASAP, AL1A1, HBG, HBGA, COLEC12,
4| protein complex 0| 87|87 HSP70, ERK1 (MAPK3), Annexin VI, Cyclin B, IMD2,
6| biogenesis 3|E|E|E]|E Adult hemoglobin, ERK1/2
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00|00
413143
11515
3/0(3]0
71817|8
719179
. . E|E|E|E
posm_ve reqgulation of S I I
protein
4| serine/threonine 4/0|0|0]0 Ajuba, TIRAP (Mal), Calmyrin, HSP70, ERK1 (MAPK3),
kinase activity 64343 HSPA2, ERK1/2
1515
3/0(3]|0
98|98
09|09
E|E|E|E
8/ 00|00
telomere maintenance |0| 4| 3| 4| 3 HSPA1B, HSP70, HSPA1A, OBFC1
1515
4(0(4|0
5/8|5]|8
819|8|9
E|E|E|E
8/ 00|00
telomere organization 1141343 HSPA1B, HSP70, HSPA1A, OBFC1
15|15
5(0(5]|0
3/8|13)|8
819|8|9 IGHM, Ajuba, IGHG4, Cyclin B1, HSPA1B, TIPIN,
4 E|E|E|E AL1A1, HBG, HBGA, CDO1, TIRAP (Mal), Olfactory
10 - -| -| - receptor, Calmyrin, COLEC12, IGHG1, HSP70, ERK1
5/0(0|0|0 (MAPK3), CALCOCO2, HSPA1A, CD43, HSPA2, Cyclin
response to stress 6(4|13|4]|3 B, Adult hemoglobin, EYA1, RIG-G, ERK1/2, CapZIP
1515
5(0|5]|0
71878
. . 819|8|9
positive regulation of
attachment of spindle E|E|E|E
microtubules to N
kinetochore 6/0|0]0]|O0 Cyclin B1, Cyclin B
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413|4|3
1|5(1]|5
5/0[5]|0
718|7]|8
8/9(8|9
E|E|E]|E
5| MAPK import into 0/0{0]0
2| nucleus 413|143 ERK1 (MAPK3), ERK1/2
1|5(1]|5
5/0[5]|0
718|7]|8
8/9|8|9
positive requlation of EIE|E|E
dopamine uptake LT T T
5| involved in synaptic 0/0(0]0
3| transmission 41314|3 Rab-3B, Rab-3
1|5(1]|5
5/0[|5]|0
718|7]|8
8/9(8|9
E|E|E]|E
positive regulation of T T T
5| neurotransmitter 0/0{0]0
4| uptake 413|4|3 Rab-3B, Rab-3
1|/5(1]|5
5/0[5]|0
718|7]|8
8/9|8|9
. . E|E|E|E
positive regulation of
catecholamine uptake T T T
5| involved in synaptic 0/0/0]|0
5| transmission 41314|3 Rab-3B, Rab-3
1/{5(1]|5
5/0[|5]|0
718|7]|8
8/9|8|9
E|E|E]|E
5| regulation of Golgi 0/0(0]0
6| inheritance 413143 ERK1 (MAPK3), ERK1/2
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1(5(1|5
5/0(5]|0
718|7]|8
8/9(8|9
E|E|E|E
regulation of LT T T
5| chromosome oofofo
7| condensation 6(4|3|4] 3]|2] CyclinBl, CyclinB
15|15
6/0|6|0
0/ 8|08
319139
E|E|E|E
positive regulation of T T T
5| chromosome g8/0j0j0]O
8| organization 3/4|3]| 4| 3]|4]| CyclinBl, ERK1 (MAPK3), Cyclin B, ERK1/2
15|15
6/0|6|0
28|28
7191719
E|E|E|E
20 - -] - -
5 4101000 IGHG4, COLEC12, IGHG1, ERK1 (MAPK3), Annexin XI,
9| phagocytosis 8/4|13|4]|3|6]|ERK1/2
1(5(1|5
8|7|8]|7
88|88
ojofjo0]|oO
E|E|E|E
regulation of LT T T
6 m 3/0[{0|0|0
0| depolymerization 41 4|3| 4| 3| 3| CyclinB1, Calmyrin, Cyclin B
15|15
919|199
98|98
71272
E|E|E|E
7 - - - -
6 7,0 0| 0| 0] 1] CyclinB1,TIPIN, ASAP, Calmyrin, HSP70, HSPA2,
1| cell division 21 4|3] 4] 3]|0]| CKS2, Annexin XI, Septin 3, Cyclin B
6/ requlation of primary | 6| 2| 5| 2| 5 3 | Ajuba, Cyclin B1, HSPA1B, TIPIN, AL1A1, HBG, HBGA,
2| metabolic process 5 6 | SNX1, HEXIM1, TIRAP (Mal), Olfactory receptor,
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410(9]|10]9 PTDO15, Calmyrin, EPS8L1, HSP70, ERK1 (MAPK3),
o|1/8]1]8 eEF2K, HSPA1A, CD43, HSPA2, AO7, CKS2, OBFC1,
0ol2|0]2 ZNF3970S, ICMT, ZNF397, Spinophilin, Cyclin B, Rab-
E|E|E|E 3, Adult hemoglobin, EYA1, CAMK2N1, ZHX3, ERK1/2,
B DEAF, PQBP-1
0|0j0]|O0
413143
2|6|2]6
1711|111
514|5|4
917197
1 E|E|E|E
o -1| -] -| - Ajuba, Cyclin B1, HEXIM1, TIRAP (Mal), Calmyrin,
6| regulation of 9/0|0|0]|O0 HSP70, ERK1 (MAPK3), HSPA2, CKS2, Cyclin B,
3| transferase activity 914|13|4]|3 CAMK2N1, ERK1/2
26|26
211121
0|40 4
417|147
E|E|E|E
6| response to iron(lll) 0/0(0]0
4| ion 71413143 Cyclin B1, Cyclin B
2|6|2|6
211(2]1
0|40 4
417|147
E|E|E|E
6| caveolin-mediated 0j0j0]0
5| endocytosis 71413143 ERK1 (MAPK3), ERK1/2
2|6|2|6
211121
0|40 4
417|147
E|E|E|E
positive regulation of LT T T
6| chromosome 0|0|0]|O
6| segregation 714|13|4|3 Cyclin B1, Cyclin B
2|6|2|6
positive regulation of : N
6| erythrocyte 3121112]1
7| differentiation 6/3|4|3|4 HSPA1B, HSP70, HSPA1A
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217127
E|E|E|E
0|0j0]|O0
4|13|4)|3
217127
6161
313133
0|6|0]|6
2/ E|E|E|E Ajuba, Cyclin B1, Clp1, ASAP, AL1A1, HBG, HBGA,
o| - -| -| - COLEC12, HSP70, ERK1 (MAPK3), Annexin VI,
cellular component 5(0/0(0]0 Spinophilin, Cyclin B, IMD2, Adult hemoglobin,
assembly 41 413|4]3 ERK1/2, PQBP-1
21727
8|5|8|5
3/18(3|38
717 \|7|7
. . E|E|E|E
negative requlation of
microtubule N
polymerization or 3/0(0]00
depolymerization 914|343 Cyclin B1, Calmyrin, Cyclin B
217127
917|197
313133
3/0(3]|0
E|E|E|E
regulation of early LT T T
endosome to late 0/0/0|0
endosome transport 8/ 41343 ERK1 (MAPK3), ERK1/2
318(3|8
0|0|0]|O
8|/0|8|0
11717
1/ E|E|E|E
8| -| -] -1 - Cyclin B1, HSPA1B, TIPIN, TIRAP (Mal), Calmyrin,
requlation of cell 8/ 0|0|0]|O0 HSP70, SHCBP1, HSPA1A, CD43, ICMT, Spinophilin,
proliferation 21413143 Cyclin B, EYA1, RIG-G, ERK1/2, DEAF
3/18/3|38
1/0|1|0
5/8|5|8
regulation of T cell 9168|638
mediated immunity 9| E|E|E|E HSPA1B, HSP70, HSPA1A, CD43
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0|0j0]|O0
4|13|4)|3
318(3|8
21222
81|81
1(3(13
E|E|E|E
6 - - - -
7| positive requlation of 7/0|/0]0]|0 IGHG4, HSPA1B, TIRAP (Mal), COLEC12, IGHG1,
3| immune response 04343 HSP70, ERK1 (MAPK3), HSPA1A, ERK1/2
3/18/3|38
21222
91191
43|43
E|E|E|E
7| requlation of myeloid 4101000
4| cell apoptotic process 114|343 HSPA1B, HSP70, HSPA1A
3/18(3|38
413|143
0|80 8
71171
E|E|E|E
1 - - - -
7| cellular response to 0/0j040]0
5| interleukin-1 114(3|4]3 TIRAP (Mal), HSP70, ERK1 (MAPK3), ERK1/2
318(3|8
5/4|5)| 4 Ajuba, Cyclin B1, HSPA1B, TIPIN, Clp1, HBG, HBGA,
111111 SNX1, HEXIM1, TIRAP (Mal), Olfactory receptor,
311131 PTDO015, Calmyrin, HSP70, ERK1 (MAPK3), eEF2K,
6| E|E|E|E HSPA1A, CD43, HSPA2, AO7, CKS2, OBFC1,
requlation of 1| - -| -] - ZNF3970S, ICMT, ZNF397, Spinophilin, Cyclin B, Adult
7 _g—macrommecme 6|0[0|0]|0 hemoglobin, EYA1, CAMK2N1, ZHX3, ERK1/2, DEAF,
6| metabolic process 314|343 PQBP-1
318/3|8
51454
211121
2(0]11]0(1 Ajuba, Cyclin B1, HSPA1B, SNX1, HEXIM1, TIRAP
S5|E|E|E|E (Mal), Calmyrin, HSP70, ERK1 (MAPK3), eEF2K,
7| requlation of protein 20 -| -] -] - HSPA1A, CD43, HSPA2, CKS2, Spinophilin, Cyclin B,
7| metabolic process 2|10 0|0 Adult hemoglobin, CAMK2N1, ERK1/2
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4|13|4)|3
318(3|8
5/4|5]|4
51|51
6161
2| E|E|E|E Ajuba, ZNF261, Cyclin B1, HSPA1B, ASAP, Olfactory
requlation of cellular 1 - -] -1 - receptor, Calmyrin, EPS8L1, HSP70, ERK1 (MAPK3),
7| component 0/0j(0|0|0 HSPA1A, HSPA2, Spinophilin, Cyclin B, Rab-3, ERK1/2,
8| organization 701413143 PQBP-1
318[3|8
71777
6| 8|68
3/18(3|38
E|E|E|E
7| peptidyl-tyrosine 0/0/0]0
9| autophosphorylation 914|343 ERK1 (MAPK3), ERK1/2
31913]|9
9/0/9]|0 Ajuba, Cyclin B1, HSPA1B, TIPIN, Clp1, AL1A1, HBG,
1121112 HBGA, SNX1, HEXIM1, TIRAP (Mal), Olfactory
5{8]5|8 receptor, PTDO15, Calmyrin, PAP41, EPS8L1, HSP70,
7/ E|E|E|E ERK1 (MAPK3), eEF2K, HSPA1A, CD43, HSPA2, AO7,
3 -1 -1 -| - CKS2, OBFC1, ZNF3970S, ICMT, ZNF397, Spinophilin,
8| requlation of metabolic | 0| 0[ 0| 0| 0O Cyclin B, Rab-3, Adult hemoglobin, EYA1, CAMK2N1,
0| process 2(41314|3 ZHX3, ERK1/2, DEAF, PQBP-1
419|149
0[2|0]2
513]5]|3
4|5|4|5
E|E|E|E
2 - - - -
8 9/0|0|0]|O0
1| germ cell development |4 4| 3| 4| 3 Cyclin B1, Calmyrin, HSP70, HSPA2, Cyclin B, DEAF
4(9(14|9
4(9(14|9
112|112
0|3]0]3
2|E|E|E|E Ajuba, Cyclin B1, HSPA1B, AL1A1, HEXIM1, TIRAP
50 -] -| -1 - (Mal), Calmyrin, PAP41, EPS8L1, HSP70, ERK1
8| requlation of catalytic | 6] 0|0 0]|0 (MAPK3), HSPA1A, HSPA2, CKS2, Spinophilin, Cyclin
2| activity 71413143 B, Rab-3, CAMK2N1, ERK1/2
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411141
5{0[5]|0
8| 1/8|1
31913]9
E|E|E|E
8 - - - -
8 5(0/]0]0|0 Ajuba, Cyclin B1, HBG, HBGA, HSP70, ERK1 (MAPK3),
3| wound healing 714242 CDA43, Cyclin B, Adult hemoglobin, ERK1/2
411141
6/0|6|0
5{1(5]|1
5/{9/5]|9
E|E|E|E
cellular process A
8| involved in olojlo|o]|oO Cyclin B1, HSPA1B, Calmyrin, HSP70, HSPA1A, HSPA2,
4| reproduction 314|1214]2 CKS2, Cyclin B, DEAF
411141
6/06|0
91191
3/1913]9
E|E|E|E
8| requlation of mitotic 1/0/0100
5| spindle organization 0| 4|24 2 Cyclin B1, Cyclin B
5{1]5]|1
0|0j0]|O0
71617]|6
0|5/0]|5
E|E|E|E
2 - - - -
8| G2/M transition of 0/0|0j0|0
6| mitotic cell cycle 0|4(2|4)|2 Ajuba, Cyclin B1, HSP70, HSPA2, Cyclin B
51151
0|0j0]|O0
71617]|6
0|5]0]|5
E|E|E|E
2 - - - -
8| cell cycle G2/M phase |0 0| 0] 00
7| transition 014|12|4]2 Ajuba, Cyclin B1, HSP70, HSPA2, Cyclin B
reqgulation of cellular
8| protein metabolic 115|11|5|1 Ajuba, Cyclin B1, HEXIM1, TIRAP (Mal), Calmyrin,
8 9 HSP70, ERK1 (MAPK3), eEF2K, CD43, HSPA2, CKS2,

process
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6/0(0|0]|O0 Spinophilin, Cyclin B, Adult hemoglobin, CAMK2N1,
8/8|6|8|6 ERK1/2
11515
E|E|E|E
0|0|0]|O
412|142
511]5]|1
210210
5/9|5]9
8/0|8|0
E|E|E|E
binding of sperm to 4/0/0]00
zona pellucida 8141242 HSPA1B, HSP70, HSPA1A
51|51
31131
90|90
115|115
E|E|E|E
positive regulation of 8l -1 - |-
protein 710(0(0]|0 Ajuba, Cyclin B1, TIRAP (Mal), Calmyrin, HSP70, ERK1
phosphorylation 5/141214]2 (MAPK3), CD43, HSPA2, Cyclin B, ERK1/2
511]5]|1
511]5]|1
83|83
83|83
E|E|E|E
cellular response to 4/0(0]0)0
heat 914|242 HSPA1B, HSP70, HSPA1A
51|51
711|711
21424
418|438
E|E|E|E
cellular response to 11010100
iron ion 114|242 Cyclin B1, Cyclin B
26161 FLI22494, Ajuba, Cyclin B1, HSPA1B, Clp1, TIRAP
phosphate-containing 8| . . (Mal), PAP41, HSP70, ERK1 (MAPK3), eEF2K, COASY,
compound metabolic 51212122 HSPA1A, CKS2, Cyclin B, IMD2, Rab-3, EYA1, DUPD1,
process 9(3|133|3 Fructosamine-3-kinase, ERK1/2
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213123
E|E|E|E
0{0j0]|O0
412142
6|1(6]|1
21222
91393
91393
1/ E|E|E|E
2 - - - -
9 3/0|/]0]0|0O0 Ajuba, Cyclin B1, TIPIN, ASAP, HSP70, HSPA2, CKS2,
4| cell cycle process 71412142 Annexin XI, Spinophilin, Cyclin B, EYA1, PRCC
6|1(6]|1
312132
5{3|5]|3
1(3|11]3
1| E|E|E|E
0 - - - -
9 600|000 Cyclin B1, TIPIN, ASAP, HEXIM1, Olfactory receptor,
5| requlation of cellcycle |2| 4| 2| 4| 2 HSP70, HSPA2, CKS2, Spinophilin, Cyclin B, PRCC
6|1(6|1
81282
519/5]|9
5{0[5|0
E|E|E|E
regulation of dopamine LT T T
9| uptake involved in 110/0j0|0
6| synaptic transmission | 2| 4| 2| 4| 2 Rab-3B, Rab-3
6|1(6|1
81282
5/{9/5]|9
5{0[5]|0
. E|E|E|E
regulation of
catecholamine uptake LT T T
9| involved in synaptic 1/0/010|0
7| transmission 21412142 Rab-3B, Rab-3
6|1(6|1
81282
DNA damage induced 5191519
9| protein 115101510
8| phosphorylation 2| E|E|E|E ERK1 (MAPK3), ERK1/2
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0|0j0]|O0
412142
71171
1(3]1]3
914|194
1010
2| E|E|E|E Ajuba, Cyclin B1, Clp1, ASAP, AL1A1, HBG, HBGA,
20 -| -] -] - COLEC12, HSP70, ERK1 (MAPK3), Annexin VI,
9| cellular component 3/{0/0]0]0O0 Spinophilin, Cyclin B, IMD2, Adult hemoglobin,
9| biogenesis 914242 ERK1/2, PQBP-1
711171
313133
71617]|6
511]5]|1
1/ E|E|E|E
1 8| -| -] -| - IGHM, IGHG4, HSPA1B, CDO1, TIRAP (Mal), Olfactory
0 3]0|/0|0]|O0 receptor, COLEC12, IGHG1, HSP70, ERK1 (MAPK3),
0| defense response 314124\ 2 CALCOCO2, HSPA1A, CD43, RIG-G, ERK1/2
711171
64|64
8|/0[|8|0
81 4|8|4
E|E|E|E
1 70 -1 -1 -| -
0| positive requlation of 5(0/0[0]|0 Ajuba, Cyclin B1, TIRAP (Mal), Calmyrin, HSP70, ERK1
1| transferase activity 4141242 (MAPK3), HSPA2, Cyclin B, ERK1/2
81|81
04|04
8|1 6|8|6
42|42
. E|E|E|E
1| fequlation of R
attachment of spindle
0 microtubules to 1{0({0|0]0
2| kinetochore 314|242 Cyclin B1, Cyclin B
81181
21424
5/7|5|7
2(519|5(|9 FLI22494, Ajuba, Cyclin B1, HSPA1B, Clp1, TIRAP
1 9| E|E|E|E (Mal), PAP41, HSP70, ERK1 (MAPK3), eEF2K, COASY,
0| phosphorus metabolic | 2| - | - | - | - HSPA1A, CKS2, Cyclin B, IMD2, Rab-3, EYA1, DUPD1,
3| process 2(0|10]0|0 Fructosamine-3-kinase, ERK1/2
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412042
81|81
41 4|44
0|80 8
918(9]|8
E|E|E|E
1 6 -| -] -] -
0 110{0|10]0 IGHG4, SNX1, COLEC12, IGHG1, ERK1 (MAPK3),
4| endocytosis 0|4(2|4)|2 Annexin XI, Rab-3, ERK1/2
81|81
5|14|5| 4
71817]|8
6| 8|68
E|E|E|E
1 positive regulation of S
0| myeloid cell 2101000
5| differentiation 914|242 HSPA1B, HSP70, HSPA1A, Adult hemoglobin
81181
51454
71817]|8
6| 8|6]|8
E|E|E|E
1 1) - - -1 -
0| regulation of histone 210101010
6| modification 941|242 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2
81|81
64|64
28|28
8|1 8|8|8
E|E|E|E
1 9| -| -| -| -
0 3/0/0]0|0O Ajuba, Cyclin B1, TIPIN, ASAP, Calmyrin, HSP70,
7| mitotic cell cycle 0(4]2|4]2 HSPA2, Cyclin B, EYA1, PRCC
91191
0|5]0]|5
8|5|8|5
212212
E|E|E|E
1 negative regulation of Li-f - -] -
0| extrinsic apoptotic 3/0{00]0
8| signaling pathway 114|242 HSPA1B, HSP70, HSPA1A, EYA1
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91|91
4|5|4|5
19119
1(3(1]3
E|E|E|E
1 S R R
0| requlation of spindle | 1] 0| 0] 00
9| organization 4142|142 Cyclin B1, Cyclin B
91|91
8/ 6|8|6
81 4|8|4
) 0[2]|0]2
immune response- EleElE|E
1 requlatinq_cell §urface oo o]
receptor signaling
1| pathway involved in 3/0j0j010
0| phagocytosis 41412|4]2 IGHG4, IGHG1, ERK1 (MAPK3), ERK1/2
91|91
8/ 6|8|6
81 4|8|4
0[2|0]2
E|E|E|E
1 F_c—qamma receptor 1l o -] o]
signaling pathway
1| involved in 3/0(0j00
1| phagocytosis 4142|142 IGHG4, IGHG1, ERK1 (MAPK3), ERK1/2
17111
0| 6|0]|6
0|4]0|4 Ajuba, ZNF261, Cyclin B1, HSPA1B, TIPIN, Clp1, ASAP,
11414 AL1A1, HBG, HBGA, Olfactory receptor, Rab-3B,
S5|E|E|E|E Calmyrin, COLEC12, HSP70, ERK1 (MAPK3), Annexin
1 41 -1 - -1 - VI, HSPA1A, HSPA2, CKS2, OBFC1, ICMT, Spinophilin,
1| cellular component 110j0|0|0O0 Cyclin B, IMD2, Rab-3, Adult hemoglobin, EYAL,
2| organization 9(3(2(3]|2 ERK1/2, PQBP-1
17111
0| 6|0]|6
114|114
114|114
E|E|E|E
1 positive regulation of T ST T T
1| cell mediated 6/0{0(0]|0
3| cytotoxicity 0|3|2|3]2 HSPA1B, HSP70, HSPA1A
1| Ec-gamma receptor 111]171]1
1| signaling pathway 3 IGHG4, IGHG1, ERK1 (MAPK3), ERK1/2
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4 5/0/6]0]|6
114|114
6/4|6)|4
E|E|E|E
0j0|0]|O0
312|132
111111
0/ 6|0]|6
417 4|7
415|145
E|E|E|E
1 e receptor mediated - - -
1| stimulatory signaling |30 0[0|0
5| pathway 63232 IGHG4, IGHG1, ERK1 (MAPK3), ERK1/2
111111
0/ 6|0]|6
6/8|6]|8
11616
E|E|E|E
1 - - -] -
1 6/0(0]0|O0
6| sperm-eqgq recognition | 1| 3| 2| 3| 2 HSPA1B, HSP70, HSPA1A
111111
0/ 6|0]|6
6/8|6]|8
9/6|9]|6
E|E|E|E
1 heqative requlationof |3 ~| | 7| - ) ) )
1| protein 5/0[{0|0|0 Cyclin B1, HEXIM1, Calmyrin, HSP70, Cyclin B,
7| phosphorylation 413|12(3|2 CAMK2N1
111111
118|138
61161
27127
E|E|E|E
1 1 - -| -] -
1| requlation of chromatin | 4| 0| 00| 0
8| organization 0|32]3]|2 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2
111111
1 positive regulation of 91 .
1| immune system 618 8 IGHG4, HSPA1B, TIRAP (Mal), COLEC12, IGHG1,
9 9|1 7| 2 2 HSP70, ERK1 (MAPK3), HSPA1A, CD43, ERK1/2

process
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81787
E|E|E|E
0{0j0]|O0
312132
17111
218|128
21828
5{3|5]|3
E|E|E|E
1 1| - -| -] -
2| response to 4/0/0/0]0
0| interleukin-1 21312132 TIRAP (Mal), HSP70, ERK1 (MAPK3), ERK1/2
111111
21912]9
71417|4
6|5(6|5
. E|E|E|E
1 | requilation of R
microtubule
2| polymerization or 6/0(0]00
1| depolymerization 5/3]2]3]|2 Cyclin B1, Calmyrin, Cyclin B
17111
2191219
81 418|4
6/ 5/6|5
E|E|E|E
1| gellular process S
involved in
2 reproduction in 6/0(0]00
2| multicellular organism | 7] 3| 2] 3] 2 Cyclin B1, Calmyrin, HSP70, HSPA2, Cyclin B, DEAF
11212
3/{0(3]|0
411141 Ajuba, IGHG4, Cyclin B1, HSPA1B, TIPIN, AL1A1,
3/14(3|4 SNX1, TIRAP (Mal), Olfactory receptor, PTD015, Rab-
5/E|E|E]|E 3B, Calmyrin, EPS8L1, COLEC12, IGHG1, HSP70, ERK1
1 20 - - -| - (MAPK3), HSPA1A, CD43, HSPA2, OBFC1, ICMT, Cyclin
2| positive requlation of 4/0(0|0|0O0 B, Rab-3, Adult hemoglobin, EYA1, ZHX3, ERK1/2,
3| biological process 913232 DEAF
112|112
3/{0(3]|0
1 requlation of 9171917
2| neurotransmitter 11819189
4| uptake 7/ E|E|E|E Rab-3B, Rab-3
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0|0|0]|O
312|132
11212
411141
21020
716|7]|6
E|E|E|E
1 1) -] -] -] -
2 4/0(0|0]|0
5] single fertilization 8131232 HSPA1B, Olfactory receptor, HSP70, HSPA1A
112112
411141
64|64
312|312
E|E|E|E
1 1) - -] -] -
2 4/0(0|0]|0
6| cell recognition 9131232 HSPA1B, COLEC12, HSP70, HSPA1A
1(2(1]2
51|51
419149 Ajuba, ZNF261, Cyclin B1, HSPA1B, TIPIN, Clp1, ASAP,
71617]|6 AL1A1, HBG, HBGA, Olfactory receptor, Rab-3B,
S5|E|E|E|E Calmyrin, COLEC12, HSP70, ERK1 (MAPK3), Annexin
1 cellular component 5( -1 -1 -| - VI, HSPA1A, HSPA2, CKS2, OBFC1, ICMT, Spinophilin,
2| organization or 5/0[{0|0|0 Cyclin B, IMD2, Rab-3, Adult hemoglobin, EYA1,
7| biogenesis 71312132 ERK1/2, PQBP-1
11212
51|51
5/9|5]|9
6| 6|6]|6
E|E|E|E
1 20 -| -] -] -
2| requlation of myeloid 5(0/0[0]|0 HSPA1B, Calmyrin, HSP70, HSPA1A, Adult
8| cell differentiation 7131232 hemoglobin
112112
51151
6969
9/6|9]|6
1 ventricular cardiac E|E|EE
2| muscle cell -1 -] -] -
9| development 8/ 0|0|0]|O0 Cyclin B1, Cyclin B
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312132
11212
5/1|5]|1
61969
916]9]|6
E|E|E|E
1 - -] -] -
3| mitotic metaphase 1100100
0| plate congression 8131232 Cyclin B1, Cyclin B
11212
511]5]|1
69|69
9|16|9]|6
E|E|E|E
1 S R R
3| peptidyl-cysteine 1100100
1| modification 83232 Rab-3B, Rab-3
112|112
511]5]|1
8|19|/8|9
1/6|1|6
E|E|E|E
1 S
3| requlation of T cell 710101010
2| mediated cytotoxicity 0/ 32]|3]2 HSPA1B, HSP70, HSPA1A
11212
5/1|5]|1
8|19/8|9
3/!6[3]|6
E|E|E|E
1 20 - -] -| -
3 5/0/0|0]|0
3| response to ethanol 8131232 HSPA1B, AL1A1, CDO1, HSP70, HSPA1A
112|112
62|62
4/6|4|6
61|61
E|E|E|E
1 negative requlation of T T T
3 protein 7/0|0]0]|0
4| depolymerization 1{312|3]2 Cyclin B1, Calmyrin, Cyclin B
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11212
6(2|6]|2
5/6|5]|6
411141
1/E|E|E|E
1 o -| -| -| -
3| positive requlationof | 1] 0] 0] 0|0 Ajuba, Cyclin B1, TIRAP (Mal), Calmyrin, HSP70, ERK1
5| phosphorylation 4312|132 (MAPK3), CD43, HSPA2, Cyclin B, ERK1/2
112112
713173
3/14(3]|4
118|138
E|E|E|E
1 positive regulation of e I
3| ERK1 and ERK2 5/{0]0j010
6| cascade 63232 TIRAP (Mal), Calmyrin, ERK1 (MAPK3), ERK1/2
112112
713173
71817|8
214|2)| 4
E|E|E|E
1 8 -| -| -| -
3| mitotic cell cycle 5/0/0/0|0 Ajuba, Cyclin B1, TIPIN, ASAP, HSP70, HSPA2, Cyclin
7| process 0|3(2]3]|2 B, EYA1, PRCC
11212
713173
81 8|8|8
3/4(3]|4
E|E|E|E
1 S R I
3 710000
8| cell-cell recognition 3/3|12(3|2 HSPA1B, HSP70, HSPA1A
112112
8/ 4|8|4
5/6|5]|6
411141
E|E|E|E
1 negative regulation of ST T T
3| protein complex 710101010
9| disassembly 413(2|3]|2 Cyclin B1, Calmyrin, Cyclin B
1| requlation of cellular | 6] 12|12 Ajuba, Cyclin B1, TIPIN, AL1A1, HBG, HBGA, HEXIM1,
4| metabolic process 4 TIRAP (Mal), Olfactory receptor, PTD015, Calmyrin,
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0 4195|1915 EPS8L1, HSP70, ERK1 (MAPK3), eEF2K, CD43, HSPA2,
6|5|6|5]|6 AQ7, CKS2, OBFC1, ZNF3970S, ICMT, ZNF397,
317|137 Spinophilin, Cyclin B, Rab-3, Adult hemoglobin, EYA1,
E|E|E|E CAMK2N1, ZHX3, ERK1/2, DEAF, PQBP-1
0|0|0]|O
312|3]2
11212
915|915
6| 6|6]|6
717177
E|E|E|E
1 5/ -] -] -| -
4 4/0(0|0]|O0 AL1A1, HBG, HBGA, COLEC12, Annexin VI, IMD2,
1| protein oligomerization | 2| 3| 2| 3| 2 Adult hemoglobin
112112
915|915
716|7]|6
67|67
3|E|E|E|E Ajuba, Cyclin B1, HSPA1B, AL1A1, HEXIM1, TIRAP
1 1) - -| -] - (Mal), Calmyrin, PAP41, EPS8L1, HSP70, ERK1
4| requlation of molecular | 3| 00| 0] 0 (MAPK3), HSPA1A, HSPA2, AO7, CKS2, Spinophilin,
2| function 3131232 Cyclin B, Rab-3, CAMK2N1, ERK1/2
21222
0| 6|0]|6
718|178
81|81
E|E|E|E
1 S R R
4| positive requlationof T | 7| 0 0] 010
3| cell mediated immunity | 7| 3| 2| 3| 2 HSPA1B, HSP70, HSPA1A
212122
117117
44|44
0|2|0]2
E|E|E|E
1 positive regulation of LT T T
4| mRNA 3"-end 2/010]0]0
4| processing 113|232 Cyclin B1, Cyclin B
212122
1 2| .
4| response to toxic L I A I
5| substance 7/!5/4|5]|4 Cyclin B1, HSP70, ERK1 (MAPK3), Cyclin B, ERK1/2
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917|917
E|E|E|E
0|0j0]|O0
312|132
21222
217127
0|80 8
313133
E|E|E|E
1 5/ - -] -] -
4 5/0/0|0]|0
6| nuclear division 3{3(2(3]2 Cyclin B1, TIPIN, ASAP, HSP70, HSPA2, CKS2, Cyclin B
21222
28|28
63|63
1/8|1]|8
1| E|E|E|E
1 o| - -] -| -
4| requlation of immune | 5| 0[0|0]0 IGHG4, HSPA1B, TIRAP (Mal), COLEC12, IGHG1,
7| response 831232 HSP70, ERK1 (MAPK3), HSPA1A, CD43, ERK1/2
21222
31913]|9
6|5|6]|5
6|0|6|0
E|E|E|E
1 1) - - -1 -
4| response to unfolded 710101010
8| protein 0[3]2]3]2 HSPA1B, HSP70, HSPA1A, HSPA2
21222
4(9(14|9
2191219
0|6|0]|6
E|E|E|E
1 41 -1 - -1 -
4| cell cycle phase 11010j0}0
9| transition 613|232 Ajuba, Cyclin B1, TIPIN, HSP70, HSPA2, Cyclin B
213123
114(0|14|0
1 4l6|2|6]2 Ajuba, Cyclin B1, HBG, HBGA, CDO1, TIRAP (Mal),
5 5/4|18|4]|8 HSP70, ERK1 (MAPK3), CD43, Cyclin B, Adult
0| response to wounding |O| E| E| E|E hemoglobin, ERK1/2
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0|0|0]|O
312|132
213123
410140
71272
8/8|8|8
E|E|E|E
1 41 -| -| -| -
5| negative requlationof |1] 0|0 0| 0 Cyclin B1, HEXIM1, Calmyrin, HSP70, Cyclin B,
1| phosphorylation 8/ 3]2|3|2]|6|CAMK2N1
213123
51|51
914|194
418|438
E|E|E|E
1 20 -| -] -] -
5| negative requlationof |8 0| 0] 0|0
2| growth 9| 3| 2| 3| 2]|5]| HSPA1B, TIRAP (Mal), HSP70, HSPA1A, Spinophilin
213123
61|61
317|137
0[2|0]2
E|E|E|E
1 9( -| -| -| -
5| requlation of organelle |0 00| 0| O Cyclin B1, ASAP, Olfactory receptor, Calmyrin, ERK1
3| organization 13|23 29| (MAPK3), Spinophilin, Cyclin B, Rab-3, ERK1/2
213123
61|61
8/18|8|38
2/6[2|6
E|E|E|E
1 1) - - - -
>| requlation of protein 7/010]0]0
4| binding 63|23 2]4] TIRAP(Mal), HSP70, ERK1 (MAPK3), ERK1/2
213123
711171
5/8|5]|8
1/8|6|8]|6
1 8|E|E|E|E Cyclin B1, HSPA1B, TIPIN, ASAP, Calmyrin, HSP70,
5| single-organism 71 -1 -1 -] -] 1| HSPA1A, HSPA2, CKS2, OBFC1, Spinophilin, Cyclin B,
5| organelle organization | 8| 0| 0| O | 0| 4 | Rab-3, EYAl
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312|332
213123
71117]|1
918|988
5/6|5]|6
E|E|E|E
1 I -
5| requlation of MRNA3- | 2| 01 01010
6| end processing 41312(3]2 Cyclin B1, Cyclin B
213123
711171
98|98
5/6|5]|6
E|E|E|E
1 positive regulation of T T T
5| cardiac muscle cell 2101000
7| proliferation 4132|132 Cyclin B1, Cyclin B
213|123
8/ 1(8]|1
5/8|5]|8
0/ 6|0]|6
E|E|E|E
1 requlation of Ly - -
5| lymphocyte mediated 70010100
8| immunity 9131232 HSPA1B, HSP70, HSPA1A, CD43
213123
81|81
88|88
41646
E|E|E|E
1 requlation of Al -] -]
5| cytoskeleton 3]0/0]0]|O0 Cyclin B1, Olfactory receptor, Calmyrin, ERK1
9| organization 1132|132 (MAPK3), Cyclin B, ERK1/2
213|123
911|191
0/ 8|08
8/ 6|8]|6
E|E|E|E
1 1) - - -1 -
6| positive requlationof |8 0| 0] 0|0
0| cell cycle 0[3]2]3]2 Cyclin B1, HSP70, HSPA2, Cyclin B
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213123
91|91
418|438
1616
E|E|E|E
1 positive regulation of LT T T
6| leukocyte mediated g8/0j0f0]0O
1| cytotoxicity 71312132 HSPA1B, HSP70, HSPA1A
213123
91191
5|/8|5|8
71617]|6
E|E|E|E
1 5/ - -] -] -
6 8/0|0|0]|O0
2| organelle fission 3131232 Cyclin B1, TIPIN, ASAP, HSP70, HSPA2, CKS2, Cyclin B
213123
91|91
6| 8|68
5/6|5|6
1| E|E|E|E
1 6| -| -| -] - Cyclin B1, HSPA1B, TIPIN, TIRAP (Mal), Calmyrin,
6| cellular response to g8lojojo0|o0 HSP70, ERK1 (MAPK3), HSPA1A, Cyclin B, Adult
3| stress 5/!3(2]3]2 hemoglobin, EYA1, ERK1/2, CapZIP
213123
91|91
6| 8|6]|8
6| 6| 6|6
E|E|E|E
1 regulation of S e
6| chromosome 8/0{010]0
4| organization 1/3(2|3]2 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2
213123
91191
918938
26|26 Ajuba, Cyclin B1, TIPIN, AL1A1, HBG, HBGA, HEXIM1,
requlation of 4| E|E|E|E TIRAP (Mal), Olfactory receptor, PTD015, Calmyrin,
1 _g—nucleobase-containinq 9 -| -| -| - EPS8L1, HSP70, ERK1 (MAPK3), AO7, OBFC1,
6| compound metabolic 8/0|0|0]|O0 ZNF3970S, ICMT, ZNF397, Cyclin B, Rab-3, Adult
5| process 63232 hemoglobin, EYA1, ZHX3, ERK1/2, DEAF, PQBP-1
pattern recognition
1| receptor signaling 11313133
6| pathway 8 TIRAP (Mal), COLEC12, ERK1 (MAPK3), ERK1/2
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6 0j1/0]1
2(812)|8
6| 6|6]|6
E|E|E|E
0j0|0]|O0
312|132
313(13]3
0/[1|]0]|1
3/8(3]|8
11616
E|E|E|E
1 S R I
6 0j0|0]|O0
7| response to insecticide 312132 Cyclin B1, Cyclin B
3/3[13]3
0[1|]0]|1
3/8(3]|8
11616
E|E|E|E
1 - - -] -
6| metaphase plate 0/0{0]0
8| congression 312132 Cyclin B1, Cyclin B
3/13[13]3
01|01
3/8(3]|8
11616
E|E|E|E
1 S
6| positive requlation of 0/0j0]|O0
9| histone acetylation 312132 ERK1 (MAPK3), ERK1/2
3/3[13]3
0[1|]0]|1
3/8(3]|8
11616
E|E|E|E
1 - - - -
7| synaptonemal 0/0(0]0
0| complex organization 312(13]2 HSP70, HSPA2
3/3[3]3
1 regulation of synaptic o
7| transmission 011101
1| dopaminergic 3/8]3]|8 Rab-3B, Rab-3
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11616
E|E|E|E
0j0|0]|O0
312|132
313(13]3
0/1|0]|1
81 8|8]|8
6|/6|6]|6
E|E|E|E
1 response to Le-p -1 - -
7| topologically incorrect | 8| 0| 0] 00
2| protein 313232 HSPA1B, HSP70, HSPA1A, HSPA2
3/3[13]3
111111
3/8(3]|8
716|7]|6
E|E|E|E
1 - - - -
7| regulation of protein 810101010
3| depolymerization 913232 Cyclin B1, Calmyrin, Cyclin B
3/13[13]3
111111
718|7]|8
91696
1/ E|E|E|E
1 positive regulation of Ly - -
7| protein modification 0ojoj0|0|O0 Ajuba, Cyclin B1, TIRAP (Mal), Calmyrin, HSP70, ERK1
4| process 913232 (MAPK3), CD43, HSPA2, Cyclin B, ERK1/2
3/13(13]3
211121
718|7]|8
11616
E|E|E|E
1| innate immune A
7| response-activating 8/0/0]0]0
5| signal transduction 613232 TIRAP (Mal), COLEC12, ERK1 (MAPK3), ERK1/2
3/3[13]3
211121
1 718|7]|8
7 217|6]7]|6
6| male meiosis | 6| E|E|E|E HSP70, HSPA2
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0j0|0]|O0
312132
313(13]3
211121
81 8|8|8
16|16
E|E|E|E

1 deoxyribonucleoside N

7| diphosphate catabolic 0/0/0]0

7| process 312|332 FLI22494
3/3[13]3
211121
8/ 8|8|8
11616
E|E|E|E

1 - - - -

7 0j0|0]|O0

8| GDP catabolic process 312(3]2 FLJ22494
3/3[3]3
211(2]1
81 8|8]|8
1/(6|1]|6
E|E|E|E

1 TIRAP-dependent toll- N

7| like receptor signaling 0/0(0]0

9| pathway 312132 TIRAP (Mal)
3/13[13]3
211(2]1
8/ 8|8|8
11616
E|E|E|E

1| sirna loading onto LT T T

8| RISC involved in RNA 0/0/0]0

0| interference 312|332 Clp1
3/13[3]3
211121
8/ 8|8|8
11616

1 E|E| E|E

8| dADP catabolic T T T

1 0 0 FLJ22494

process
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312132

313(13]3

211121

81 8|8|8

16|16

. E|E|E|E

1 regulathn of ]

chemokine (C-X-C

8| motif) ligand 1 0/0j0}]0
2| production 312|332 TIRAP (Mal)

3/13(3]3

211121

8/ 8|8|8

11616

E|E|E|E

1 TIRAP-dependent toll- T T T

8| like receptor 4 0/0(0]0
3| signaling pathway 312(3]2 TIRAP (Mal)

3/3[3]3

211121

8/ 8|8|8

1/6|1]|6

E|E|E|E

1| requlation of T T T

8 interleukin-15 olojo|o
4| production 312|332 TIRAP (Mal)

3/13(13]3

211121

81 8|8|8

1/6|1|6

. . E|E|E|E

1 posmve_requlatlon of R

chemokine (C-X-C

8| motif) ligand 1 0/0/0]0
5| production 312(3]2 TIRAP (Mal)

3/3[3]3

211121

8/ 8|8|8

11616

E|E|E|E

1 S R I

8| fructoselysine 0|0j0]|O0

6| metabolic process 312(13]2 Fructosamine-3-kinase
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313(3]|3
211121
81 88| 8
16|16
E|E|E|E
1 positive regulation of T T T
8| interleukin-15 0/0{0]0
7| production 312(3]2 TIRAP (Mal)
313(3]3
211121
8| 88|38
1/6|1]|6
. E|E|E|E
1| Bunne . S R I
deoxyribonucleoside
8| diphosphate catabolic 0/0(0]0
8| process 312(3]2 FLJ22494
313(3]3
211121
8| 88|38
1/6|1]|6
E|E|E|E
1 S
8| dGDP catabolic 0|0j0]|0O
9| process 31232 FLI22494
313(3]3
211121
8| 88|38
1/6|1]|6
E|E|E|E
1 N I
9 0|0j0]|O0
0| thymocyte aggregation 31232 CD43
313(3]|3
312132
71617]|6
5{0[5]|0
E|E|E|E
1} immune response- N
9| activating signal olojo]|oO IGHG4, TIRAP (Mal), COLEC12, IGHG1, ERK1 (MAPK3),
1| transduction 312132 ERK1/2
regulation of adaptive
1| immune response 313/3|3
9| based on somatic HSPA1B, HSP70, HSPA1A, CD43
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2| recombination of 0/5/3|5]3
immqne receptors t_)uilt 215215
fom ol | 15 /a|s |8
E|E|E|E
0j0|0]|O0
312132
313(13]3
5/3[5]|3
3/5[3]|5
118|138
E|E|E|E
1 positive regulation of T T T
9| peptidyl-lysine 2/0/0]0]0
3| acetylation 7131232 ERK1 (MAPK3), ERK1/2
3/3[13]3
5/3[5]|3
3/5[3]|5
18|18
E|E|E|E
1 positive regulation of N
9| neurotransmitter 210101010
4| transport 71312132 Rab-3B, Rab-3
3/13[13]3
513[]5]|3
5/6|5]|6
10|10
E|E|E|E
1 S R I
9| positive regulationof |9 0| 0] 0|0
5| cell killing 31312132 HSPA1B, HSP70, HSPA1A
3/3[13]3
5/3[|5]|3
918|198
413|143
E|E|E|E
1 6 -| -| -| -
9| positive requlation of 0jo0o|0|0]|O Ajuba, TIRAP (Mal), Calmyrin, HSP70, ERK1 (MAPK3),
6| protein kinase activity | 4| 3| 2| 3| 2 HSPA2, ERK1/2
3/3[3]3
1 I A N
9] toll-like receptor 5 2| 6|4|6]|4
7| signaling pathway 416|262 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
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0|7]0]|7
E|E|E|E
0{0j0]|O0
312132
313(3]3
7147\ 4
91919]9
5{0[5]|0
E|E|E|E
1 S R R
9 2(0|10]0|0O0
8| response to stilbenoid | 8| 3| 2| 3| 2 Adult hemoglobin, RIG-G
313(3]|3
714174
919199
5{0[5]|0
E|E|E|E
1 - - - -
9| positive requlationof |2[ 0| 0] 0|0
9| protein acetylation 8/ 3(2]3]|2 ERK1 (MAPK3), ERK1/2
313(3]3
81 418|4
0910|909
10|10
E|E|E|E
2 1) - - -1 -
0 901000
0| protein import 413]12|3]2 Olfactory receptor, HSP70, ERK1 (MAPK3), ERK1/2
313(3]|3
81 4/8|4
21912]9
10|10
1/ E|E|E|E
2 positive regulation of Li-f - -] -
0| phosphorus metabolic | 3] 0] 0] 0|0 Ajuba, Cyclin B1, TIRAP (Mal), Calmyrin, HSP70, ERK1
1| process 83232 (MAPK3), CD43, HSPA2, Cyclin B, ERK1/2
313(3]|3
118484
2 positive regulation of 11219129
0| phosphate metabolic | 3| 1] 0] 1|0 Ajuba, Cyclin B1, TIRAP (Mal), Calmyrin, HSP70, ERK1
2| process 8| E|E|E|E (MAPK3), CD43, HSPA2, Cyclin B, ERK1/2
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0j0|0]|O0
312132
313(13]3
9/6|9]|6
6/0(6|0
71517]|5
E|E|E|E
2 negative regulation of 61 -1 -] |-
0| cellular component 1/{o0[0|0]|0 Cyclin B1, HSPA1B, Calmyrin, HSP70, HSPA1A, HSPA2,
3| organization 5/3|12(3|2 Cyclin B
413143
0/ 6|0]|6
0[1|]0]|1
213123
E|E|E|E
2 6| -| -] -1 -
0| requlation of cellcycle |10 0] 0|0 Cyclin B1, TIPIN, ASAP, Olfactory receptor,
4| process 63232 Spinophilin, Cyclin B, PRCC
413|143
0/ 6|0]|6
111111
413|143
E|E|E|E
2 1) - - -1 -
0| activation of innate 910101010
5| immune response 7131232 TIRAP (Mal), COLEC12, ERK1 (MAPK3), ERK1/2
413|143
0/ 6|0]|6
64|64
8/3(8]|3
E|E|E|E
2 N I
0 210000
6| oocyte maturation 9132|132 Cyclin B1, Cyclin B
413|143
27127
3/0(3]|0
311131
2| toll-like receptor E|E|E|E
0| TLR6:TLR2 signaling | 9] ~| - | - | -
7| pathway 9|0 0|0 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
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312|332
41343
217127
3/{0|3]|0
31131
E|E|E|E
2| toll-like receptor N
0| TLR1:TLR2 signaling |2 0000
8| pathway 9131232 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
413|143
217127
60|60
81|81
1| E|E|E|E
2 5( -] -] -1 - Ajuba, Cyclin B1, HSPA1B, TIPIN, HSP70, ERK1
0| response to abiotic 5(0/0|0]|0 (MAPK3), HSPA1A, Cyclin B, Rab-3, EYA1, ERK1/2,
9| stimulus 113|232 CapzIP
413|143
37|37
1010
17111
E|E|E|E
2 20 - - -] -
1| Ras protein signal 0/0/0j0]|0
0| transduction 1{3(2|3]2 EPS8L1, ERK1 (MAPK3), Rab-3, ERK1/2
413|143
317|137
3/{0|3]|0
61|61 Ajuba, Cyclin B1, TIPIN, AL1A1, HBG, HBGA, HEXIM1,
5|E|E|E|E TIRAP (Mal), Olfactory receptor, PTD015, Calmyrin,
2| requlation of nitrogen | 1| < | - | -| -| | EPS8LL, HSP70, ERK1 (MAPK3), AO7, OBFCL,
1| compound metabolic 1/0|/0|0]O0 ZNF3970S, ICMT, ZNF397, Cyclin B, Rab-3, Adult
1| process 21312132 hemoglobin, EYA1, ZHX3, ERK1/2, DEAF, PQBP-1
4|13|4)|3
317|317
4|10/14|0
91|91
E|E|E|E
2 positive regulation of T T T
1| cyclin-dependent 3/040j0]0
2| protein kinase activity |0| 3| 2| 3| 2 HSP70, HSPA2
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413143
317137
4/10(4|0
91191
E|E|E|E
2| establishment of LT T T
1| chromosome 3|0j0j0}|0
3| localization 0|32|3]|2 Cyclin B1, Cyclin B
41314|3
317137
4(0(4|0
911|191
E|E|E|E
2 S R I
1| histone 3/0/0]0]0
4| phosphorylation 0[3|2]3]2 Cyclin B1, Cyclin B
41314|3
317137
41040
911|191
E|E|E|E
2 - - -] -
1| positive requlationof |3 0|0 0|0
5| mRNA processing 0|32|3]|2 Cyclin B1, Cyclin B
413143
317137
4/10(4|0
911|191
) JAK-STAT cascade E_ I_E I_E E_
involved in growth
1| hormone signaling 3/0j0j00
6| pathway 0/3|2]3]2 ERK1 (MAPK3), ERK1/2
41314|3
317137
5/0(5]|0
311131
E|E|E|E
2 1| -| -| -] -
1| requlation of 0/0j040]0
7| vasoconstriction 0|3(2|3]|2 HSPA1B, HSP70, HSPA1A
2| toll-like receptor 2 1141343
1| signaling pathway 0 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
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8 1147|147
717177
6|1(6]|1
E|E|E|E
0j0|0]|O0
312132
413|143
417 4|7
717|177
61161
E|E|E|E
2 1| - -| -] -
1| requlation of protein 0/0j040]0
9| complex disassembly | 13| 2| 3|2 Cyclin B1, Calmyrin, Cyclin B
413|14|3
6/8|6]|8
0[4|0]| 4
0j1/0]|1
E|E|E|E
2 6 -| -1| -| -
2| positive requlationof | 3] 0|0] 00 Ajuba, TIRAP (Mal), Calmyrin, HSP70, ERK1 (MAPK3),
0| kinase activity 21312132 HSPA2, ERK1/2
413|143
6/8|6]|8
214124
111111
E|E|E|E
2 8 -| -| -| -
2 ojoj0|0]|O Cyclin B1, HSPA1B, TIRAP (Mal), Calmyrin, HSP70,
1| requlation of growth 2131232 HSPA1A, Spinophilin, Cyclin B
413|143
6/8|6]|8
214124
211121
E|E|E|E
2 20 - - -| -
2| mitotic cell cycle 0/0j0j0jo0
2| checkpoint 5(3123]|2 Cyclin B1, TIPIN, Cyclin B, PRCC
413|143
2 2| . .
2| regulation of ERK1 071878
3| and ERK2 cascade 610909 TIRAP (Mal), Calmyrin, ERK1 (MAPK3), ERK1/2
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21020
E|E|E|E
0|0|0]|O
312|132
413|143
7191719
83|83
31939
E|E|E|E
2 20 -| -] -] -
2| regulation of adaptive |0 0| 00| 0
4| immune response 7131232 HSPA1B, HSP70, HSPA1A, CD43
413|143
89|89
5/5|5|5
_ , 7017177
neqat_lve regulation of ElElElE
5 cysteine-type N T
endopeptidase activity
2| involved in apoptotic [0 00|00
5| process 4132|132 HSPA1B, HSP70, HSPA1A
413|143
819|189
5/5|5]|5
71777
E|E|E|E
2 1) - - -1 -
2| requlation of leukocyte [0 0| 0| 0|0
6| mediated cytotoxicity 413|12(3|2 HSPA1B, HSP70, HSPA1A
413|143
819|189
6|5/6]|5
8|7|8]|7
1/ E|E|E|E
2 positive regulation of 31 -1 - | -
2| protein metabolic 7/0(0(0]0 Ajuba, Cyclin B1, SNX1, TIRAP (Mal), Calmyrin, HSP70,
7| process 4312|132 ERK1 (MAPK3), CD43, HSPA2, Cyclin B, ERK1/2
4|13|4)|3
919|919
2 8/0|6|0]|6
2| cellular response to 112|727 HSPA1B, TIPIN, Calmyrin, HSP70, ERK1 (MAPK3),
8| DNA damage stimulus |O| E| E| E | E HSPA1A, EYA1, ERK1/2
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0|0j0]|O0
312|132
5/4|5]|4
0|0j0]|O0
315/3]|5
1(3(13
E|E|E|E
2 20 -| -] -] -
2| negative requlationof | 1[0 | 0] 0|0
9| cell growth 032|332 HSPA1B, HSP70, HSPA1A, Spinophilin
5|14|5)|4
1/0|1|0
119|119
62|62
E|E|E|E
2 regulation of extrinsic A
3| apoptotic signaling 1/0/0100
0| pathway 1{3(2|3]2 HSPA1B, HSP70, HSPA1A, EYAl
5|14|5)|4
1010
2191219
412142
E|E|E|E
2 4| -| -| -| -
3| requlation of cellular | 8] 0|0/ 0] 0 Ajuba, TIRAP (Mal), ERK1 (MAPK3), Adult
1| response to stress 51312132 hemoglobin, EYA1, ERK1/2
5/4|5]|4
211121
213123
6| 6|6]|6
E|E|E|E
2 negative regulation of Al -] o
3| phosphorus metabolic | 8| 0[0| 0|0 Cyclin B1, HEXIM1, Calmyrin, HSP70, Cyclin B,
2| process 71312(3|2 CAMK2N1
51454
211121
213123
6| 6|6]|6
2 negative requlation of AlE|E|E|E
3| phosphate metabolic 8| -| -] -] - Cyclin B1, HEXIM1, Calmyrin, HSP70, Cyclin B,
3 7/0|0]0]|0 CAMK2N1

process
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312132
5{14]5|4
211121
413|143
5/{6|5]|6
E|E|E|E
2 I -
3| chromosome 3/0(0]00
4| localization 3{3(2(3]2 Cyclin B1, Cyclin B
5({4]5|4
312132
91393
5|{6|5]|6
E|E|E|E
2 negative requlation of A
3| cysteine-type 0jo0j0j0]|O
5| endopeptidase activity | 8| 3| 2| 3| 2 HSPA1B, HSP70, HSPA1A
514|5|4
41214\ 2
214124
713173 Ajuba, Cyclin B1, HSPA1B, TIPIN, Clp1, HBG, HBGA,
4| E|E|E|E HEXIM1, TIRAP (Mal), PTDO15, Thioredoxin-like 2,
2 6 -| -1| -| - Calmyrin, HSP70, HSPA1A, CD43, HSPA2, Spinophilin,
3| negative requlationof | 6| 00| 0|0 Cyclin B, Adult hemoglobin, EYA1, RIG-G, CAMK2N1,
6| biological process 831232 ZHX3, ERK1/2, PRCC
5{415|4
412142
5{415|4
6|7|6]|7 Cyclin B1, HSPA1B, AL1A1, CDO1, TIRAP (Mal),
3|E|E|E|E Calmyrin, COLEC12, HSP70, ERK1 (MAPK3),
2 41 -1 - -1 - CALCOCO2, eEF2K, SHCBP1, HSPA1A, HSPA2,
3| response to organic 100|000 Spinophilin, Cyclin B, IMD2, Adult hemoglobin, RIG-G,
7| substance 41312|3]2 ERK1/2
51454
512|5]|2
21828
10|10
1/ E|E|E|E
2 6| -| -| -] - IGHG4, HSPA1B, TIRAP (Mal), Calmyrin, COLEC12,
3| requlation of immune |0/ 0] 0| 0|0 IGHG1, HSP70, ERK1 (MAPK3), HSPA1A, CD43, Adult
8| system process 21312132 hemoglobin, ERK1/2
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5/4|5]|4
63|63
718|7]|8
71272
E|E|E|E
2 1) - - -1 -
3 1{0(0|0]0
9| regulation of cell killing |0| 3| 2| 3| 2 HSPA1B, HSP70, HSPA1A
5/4|5]| 4
714|7]|4
3/0(3]|0
6/9|6|9
E|E|E|E
2 20 -| -] -] -
4 1/{0({0|0]0
0| fertilization 8/ 3|12]3]|2 HSPA1B, Olfactory receptor, HSP70, HSPA1A
5/4|5]| 4
81 4|8|4
213123
8/3(8]|3
E|E|E|E
2 20 - - -] -
4| requlation of leukocyte | 1] 0 0010
1| mediated immunity 9131232 HSPA1B, HSP70, HSPA1A, CD43
5/4|5]|4
81 4|8|4
8/3(8]|3
63|63
E|E|E|E
2 growth hormone LT T T
4| receptor signaling 3/040j0]0
2| pathway 5/3(2]3]2 ERK1 (MAPK3), ERK1/2
5(4]5|4
84|84
91393
11313
1/ E|E|E|E
2 0| -| -| -| -
4 1/]0|{0|0|O0 Cyclin B1, HSPA1B, Olfactory receptor, Calmyrin,
3| sexual reproduction 913[2]3]2 HSP70, HSPA1A, HSPA2, Cyclin B, DEAF
small GTPase
2| mediated signal 5/5|/4|5|4 ARL5B, Rab-3B, EPS8L1, ERK1 (MAPK3), Rab-3,
4| transduction 0 ERK1/2
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4 009|494
213123
713|713
E|E|E|E
0|0|0]|O
312|3]2
5/4|5]|4
914|194
4|13|4)|3
93|93
E|E|E|E
2 6| -| -] -1 -
4 6/{0|0|0]|0 HBG, HBGA, HSP70, ERK1 (MAPK3), CD43, Adult
5| blood coagulation 313232 hemoglobin, ERK1/2
5/4|5]|4
914|194
413|143
93|93
E|E|E|E
2 6| -| -] -1 -
4 600|000 HBG, HBGA, HSP70, ERK1 (MAPK3), CD43, Adult
6| coaqulation 31312132 hemoglobin, ERK1/2
5/4|5]|4
914|194
6363
713|713
E|E|E|E
2 1) -] -] -] -
4 1/0|/0|0]|O0
7| meiosis | 21312132 HSP70, HSPA2, CKS2
51454
94|94
6363
713|713
E|E|E|E
2 MyD88-dependent toll- S
4| like receptor signaling |1 0| 0] 0|0
8| pathway 203|232 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
51454
2 50 .0 .1 .| .
4| regulation of mitotic 0/9|4]9 4
9| cell cycle 1183|183 Cyclin B1, TIPIN, ASAP, Spinophilin, Cyclin B, PRCC
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313133
E|E|E|E
0|0j0]|O0
312132
6|4|6|4
11515
1/0|1/|0
213123
E|E|E|E
2 20 -| -] -] -
5| meiotic nuclear 2/010]0]0
0| division 21312132 HSP70, HSPA2, CKS2, Cyclin B
6|4|6]|4
15|15
3/10[3]|0
913193
1| E|E|E|E
2 20 - - -] -
5| negative requlationof |1/ 00|00 Ajuba, HSPA1B, HEXIM1, PAP41, HSP70, ERK1
1| molecular function 8131232 (MAPK3), HSPA1A, Spinophilin, CAMK2N1, ERK1/2
6|4|6]|4
15|15
5/0|5|0
0|3]0]3
1| E|E|E|E
2 41 -1 - -1 -
5| single organism 110({0|0]|0 Cyclin B1, HSPA1B, AL1A1, CDO1, Olfactory receptor,
2| reproductive process 8(3|2|3|2 Calmyrin, HSP70, HSPA1A, HSPA2, Cyclin B, DEAF
6| 4|64 Ajuba, IGHG4, ZNF261, Cyclin B1, HSPA1B, TIPIN,
I Clp1, ASAP, AL1A1, ARL5B, HBG, HBGA, SNX1,
215125 HEXIM1, TIRAP (Mal), Olfactory receptor, PTD015,
512|5]|2 Thioredoxin-like 2, Rab-3B, Calmyrin, PAP41, EPS8L1,
110(7|0]|7 COLEC12, IGHG1, HSP70, ERK1 (MAPK3), Annexin VI,
2|E|E|E|E eEF2K, SHCBP1, HSPA1A, CD43, HSPA2, AO7, CKS2,
2 3 -1 -1 -| - OR10G3, OBFC1, ZNF3970S, ICMT, ZNF397,
5| requlation of biological |9 0] 0] 0] 0 Spinophilin, Cyclin B, Rab-3, Adult hemoglobin, EYA1,
3| process 113232 RIG-G, CAMK2N1, ZHX3, ERK1/2, DEAF, PRCC, PQBP-1
6|4|6]|4
2|52]|5
2 619|292
5 711|171 1]|7 HBG, HBGA, HSP70, ERK1 (MAPK3), CD43, Adult
4| hemostasis OlE|E|E|E hemoglobin, ERK1/2
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0|0j0]|O0
312132
6/4|6|4
3/5(3]|5
7127\ 2
917197
E|E|E|E

2 gl -| -| -] -

5| requlation of body fluid | 4| 0| 0| 0|0 HBG, HBGA, CDO1, HSP70, ERK1 (MAPK3), CD43,

5| levels 7131232 Adult hemoglobin, ERK1/2
6/4|6]|4
5/5|5|5
512]|5]|2
21727
E|E|E|E

2 N R

5| negative requlation of 0/0(0]0

6| fibril organization 213|232 HSP70
6/4|6|4
5{5/5]|5
512|5]|2
217127
E|E|E|E

2 B I

5| requlation of fibril 0|0j0]|O

7| organization 21312132 HSP70
6/4|6|4
5{5/5]|5
512]|5]|2
217127
E|E|E|E

2 N I

5| GDP metabolic 0/0(0]0

8| process 21312(3|2 FLJ22494
6/4|6]|4
5/5|5|5
512]|5]|2
217127

2 E|E|E|E

5| taurine biosynthetic N I I

9 2(0|10]0|0 Cbho1

process
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312|132
64| 6|4
5/5|5|5
52|52
217|127
E|E|E]|E

2 positive regulation of T T T

6| male germ cell 0/0j0}]0

0| proliferation 312132 Calmyrin
6/4| 6|4
5(5|5]|5
512|5]|2
217127
E|E|E]|E

2 S

6| fructosamine 0j0j0}0

1| metabolic process 312132 Fructosamine-3-kinase
64| 6|4
5(5|5]5
512|5]|2
2171217
E|E|E]|E

2 - - -] -

6| L-cysteine catabolic 0/0j0]0

2| process to taurine 312132 CDO1
6/4| 6|4
5/5|5|5
512|5] 2
2171217
E|E|E|E

2 thrombopoietin- T T T

6| mediated signaling 0/0]0]0

3| pathway 312132 Calmyrin
64| 6|4
5({5|5]|5
512|5]|2
217127
E|E|E]|E

2 requlation of protein LT T T

6| folding in endoplasmic 0/0/0|0

4| reticulum 312132 HSP70
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6/4|6|4
5{5/5]|5
512|5]|2
217127
E|E|E|E

2| maintenance of LT T T

6| presynaptic active 0/0/0]0

5| zone structure 21312(3|2 Rab-3
6/4|6]|4
5/5|5|5
512]|5]|2
21727
E|E|E|E

2 S R I

6| small RNA loading 0/0(0]0

6| onto RISC 20131232 Clpl
6/4|6]|4
5{5/5]|5
512|5]|2
217127
E|E|E|E

2 S R I

6 0|0j0]|O0

7| T cell aggregation 21312132 CD43
6/4|6|4
917197
15|15
117117
E|E|E|E

2 transcription initiation LT T T

6| from RNA polymerase [3[ 00|00

8| | promoter 8312132 ERK1 (MAPK3), ERK1/2
714 (7|4
0| 80| 8
51151
a4 4|4
E|E|E|E

2 1| - -| -] -

6 110({0|10]0

9| protein methylation 913[2]3]2 Rab-3B, ICMT, Rab-3

2 117147\ 4

7| protein alkylation 1 Rab-3B, ICMT, Rab-3
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0 91080 8
5{1(5]|1
a4 4|4
E|E|E|E
0j0|0]|O0
312132
71417|4
0/ 8|0]|8
711171
11414
E|E|E|E
2| negative regulationof | 2| | T| 7| - . ) )
7| protein modification 1/0|/0|0]O0 Cyclin B1, HEXIM1, Calmyrin, HSP70, Cyclin B,
1| process 9131232 CAMK2N1
714|7]|4
118|138
3/4(3]|4
6/0[6|0
E|E|E|E
2 51 - -] -1 -
7| activation of immune |21 0| 0] 0|0 IGHG4, TIRAP (Mal), COLEC12, IGHG1, ERK1 (MAPK3),
2| response 0|3(2]3]|2 ERK1/2
71417|4
18|18
71417|4
0/ 6|0]|6
1/ E|E|E|E
2 of -1 -] -1 -
7| innate immune 5/0/0/0|0 IGHM, IGHG4, TIRAP (Mal), COLEC12, IGHG1, ERK1
3| response 113232 (MAPK3), CALCOCO2, RIG-G, ERK1/2
71474
21828
51715]|7
91393
E|E|E|E
2 31 - -] -] -
7| requlation of DNA 6/0/0]0]0
4| metabolic process 913|232 Cyclin B1, TIPIN, OBFC1, Cyclin B, EYA1
714174
2 : .
regulation of
7| chromosome 312|828
5| segregation 916|767 Cyclin B1, Cyclin B
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91393
E|E|E|E
0{0j0]|O0
312132
7147\ 4
218|128
917197
0303
1/ E|E|E|E
2 positive regulation of A
7| cellular protein 4/0(0|0|O0 Ajuba, Cyclin B1, TIRAP (Mal), Calmyrin, HSP70, ERK1
6| metabolic process 9(3(2|3]|2 (MAPK3), CD43, HSPA2, Cyclin B, ERK1/2
71417|4
positive regulation of 3/9(13]9
adaptive immune 8/0|8|0
response based on 4l1lal1
somatic recombination ElElElE
5 of immune receptors 1] oo
built from
7| immunoglobulin 210101010
7| superfamily domains 1131232 HSPA1B, HSP70, HSPA1A
7147\ 4
3/1913]9
8, 0[8|0
411141
E|E|E|E
2 positive regulation of e e
7| lymphocyte mediated | 2[00 0|0
8| immunity 113232 HSPA1B, HSP70, HSPA1A
7147\ 4
419|149
41214\ 2
6/4|6]|4
E|E|E|E
2 20 - - -| -
7 3/0|/0]0|0O0
9| meiotic cell cycle 5/3|12]3]|2 HSP70, HSPA2, CKS2, Cyclin B
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Table 9S: Enrichment analysis report. Enrichment by GO Processes (healthy control vs SVZp)

SVZp
Limma
Enrichment by GO Input_ge
Processes nelist
T {3/ M| P rl1
i
4 Processes ? ? n ; g D Network.Objects from
o F IR a Active Data
Y D u t
e | R
e a
6|1|6]|1
9/ 595
11313
5/6|5|6
E|E| E|E
positive regulation ST T T
of histone 00|00
1| phosphorylation 8|/ 9| 5| 9| 5|4] CyclinB1, ERK1 (MAPK3), Cyclin B, ERK1/2
313(3]3
2| 5(2]|5
3/19(3]|9
6| 4| 6|4
E|E| E|E
regulation of T T T
histone 1{0|0|0|O
2| phosphorylation 1| 8| 5| 8| 5|4 | CyclinB1, ERK1 (MAPK3), Cyclin B, ERK1/2
413143
8/ 6| 8|6
8/ 118]|1
919|199
E|E| E|E
8| - -| -| - Ajuba, Tissue kallikreins, Cyclin B1, HBG, HBGA, Notch,
5/ 00| 0| 0]|1]| ERK1(MAPK3), NOTCH1 precursor, CD43, 14-3-3
3| wound healing 701 7| 4)| 7| 4|4 zeta/delta, Cyclin B, Adult hemoglobin, ERK1/2, 14-3-3
14|14
0|40 4
1,818
0|5(0]|5
E|E| E|E
cardiac left T T T
ventricle 2/0(0|0]|O0 Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
4| morphogenesis 416|4|6|4|4](PSA)
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11414
0|40 4
1,818
05|05
E|E|E|E
positive regulation N
of cardiacmuscle |2 0] 0100
cell proliferation 4/6|4|6| 4 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
219129
411|141
6|4|6]|4
9(0|9]|0
1| E| E| E|E Ajuba, Tissue kallikreins, Cyclin B1, HBG, IRT-1, HBGA,
41 -| -| -| - TIRAP (Mal), Notch, ERK1 (MAPK3), NOTCH1 precursor,
response to 5(0{0|0]|O0 CD43, 14-3-3 zeta/delta, Cyclin B, Kallikrein 3 (PSA), Adult
wounding 0|6|4| 6|4 hemoglobin, ERK1/2, 14-3-3
411|141
4124\ 2
1,717
71017]0
E|E|E|E
small GTPase A
mediated signal | 0| 0| 0| 0|0 Tissue kallikreins, IRT-1, Rab-11A, Rab-3B, ERK1 (MAPK3),
transduction 0|6|3|6|3 PLEKHG2, Rab-3, Kallikrein 3 (PSA), ERK1/2, 14-3-3
5/1|5]|1
0|/2(0] 2
0|7(0]|7
8/0|8|0
E|E|E|E
tissue 7/0(0|0|0 Tissue kallikreins, Cyclin B1, Notch, NOTCH1 precursor,
regeneration 7/6|/3|6]|3 Cyclin B
5/11|5]|1
112|112
517|5]|7
6/0|6|0
E|E|E|E
9| -| -| -| - Tissue kallikreins, LST1, LHX1, Rab-11A, Olfactory
neuron projection | 0] 0| 0] 0] 0 receptor, Notch, ERK1 (MAPK3), NOTCH1 precursor,
development 0| 63|63 Spinophilin, Rab-3, Protrudin, ERK1/2, 14-3-3
positive regulation
of biological 5/6(1|6]1 Ajuba, Tissue kallikreins, IGHG4, Kallikrein 1, Cyclin B1,
2 TIPIN, AL1A1, LHX1, IRT-1, Gpbp1, Rab-11A, SNX1, TEF-5,

process
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4(8|2| 8|2 TIRAP (Mal), Olfactory receptor, PTD015, Notch, Rab-3B,
9| 6|76 7 IGHG1, ERK1 (MAPK3), SRB7, NOTCH1 precursor, CD43,
00|00 14-3-3 zeta/delta, OBFC1, PLEKHG2, Cyclin B, Rab-3,
E|E|E|E Kallikrein 3 (PSA), Adult hemoglobin, ZHX3, ERK1/2,
B I I DEAF, 14-3-3
oj0|0]|0
6| 3|6]|3
6| 1|6|1
912|192
0|7|0]|7
1({0(1|0
1| E|E| E|E
20 - -| -| - Ajuba, Tissue kallikreins, LST1, LHX1, IRT-1, Rab-11A,
1| cell projection 3/0/0|0]|O0 Olfactory receptor, Notch, ERK1 (MAPK3), NOTCH1
1| organization 116|363 precursor, Spinophilin, Rab-3, Protrudin, ERK1/2, 14-3-3
1111
0|2|0] 2
1717
8/ 0(8|0
E|E| E|E
regulation of ST T T
1| cardiac muscle 4/0/0100
2| cell proliferation 2(513|5]3 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
111|111
0|20 2
317(13]|7
Notch signaling olololo
pathwav i_nvolved ElElEIlE
in requlation of
secondary heart T T
1| field cardioblast 00100
3| proliferation 2| 513|5|3 Notch, NOTCH1 precursor
111|111
0|2|0] 2
317|3]|7
oj0|0]|O0
E|E| E|E
regulation of T T T
1| apolipoprotein 6c(0j0]o0
4| binding 2(513|5]3 ERK1 (MAPK3), ERK1/2
111|111
1 0|2|0] 2
5| responsetoDDT 2| 3| 7| 3|7 Cyclin B1, Cyclin B
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oj0|0]|O0
E|E| E|E
oj0|0]|0
5/3|5]|3
111|111
0|2|0] 2
317|3]|7
oj0|0]|O0
E|E|E|E
Venous T T T
endothelial cell 0/040]0
differentiation 5/3|5]|3 Notch, NOTCH1 precursor
1111
0|2|0] 2
317|3]|7
oj0|0]|O0
E|E| E|E
requlation of 0/0j0f0
vesicle size 5/3]5]|3 Rab-3B, Rab-3
111|111
0|2|0] 2
317|137
oj0|0]|O0
. E|E| E| E
negative
apolipoprotein 0(0j0]0
binding 5/3|5]|3 ERK1 (MAPK3), ERK1/2
21222
14|14
28|28
6|5| 6|5
E|E| E|E
interleukin-1- LT T T
mediated 010]0]0
signaling pathway 5/3]5]3 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
21222
45| 4|5
positive regulation 013103
of epithelial cell 3/6/3]6
differentiation E|E|E|E LHX1, Notch, NOTCH1 precursor, 14-3-3
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0|0j0]|O
5/3|5]|3
31232
0|5(0]|5
8383
3/6|/3|6
. E|E|E|E
regulation of cell
adhesion involved N
in heart 0/040]0
morphogenesis 5/3|5]|3 Notch, NOTCH1 precursor
312|132
0|5(0]|5
8/38|3
3/6|/3|6
E|E|E|E
positive regulation T T T
of ephrin receptor 00700
signaling pathway 5(3|5]|3 Notch, NOTCH1 precursor
312132
0|5(0]|5
8/3(8|3
3/6|/3|6
E|E|E|E
bradykinin ST T T
biosynthetic 0/0j0f0
process 5/3|5]|3 Tissue kallikreins, Kallikrein 3 (PSA)
312|132
0|5(0]|5
8/3|8|3
3/6|3|6
E|E|E|E
mitotic spindle 0/0j0|0
stabilization 5/3]5]3 Cyclin B1, Cyclin B
31232
0|5(0]|5
8/3|8|3
3/6|3|6
E|E|E|E
coronary vein I
morphogenesis 0/0/]0]O Notch, NOTCH1 precursor
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5/3|5]|3
31232
0|5(0]|5
8383
3/6|/3|6
E|E|E|E
tissue kallikrein- 0/040]0
Kinin cascade 5/3|5]|3 Tissue kallikreins, Kallikrein 3 (PSA)
312|132
0|5(0]|5
8/38|3
3/6|/3|6
E|E|E|E
regulation of T T T
extracellular 0/040|0
matrix assembly 5/3|5]|3 Notch, NOTCH1 precursor
312132
2| 5(2]|5
2/ 6|2|6
911|191
E|E|E|E
regulation of T T T
cardiac muscle 0101070
tissue growth 5/3|5]|3 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
312|132
5/7|5]|7
411141
0|1(0]|1
E|E|E|E
0|0j0]|O
oxygen transport 5/3|5]|3 HBG, HBGA, Adult hemoglobin
413143
713173
6| 3|6]|3
0/3(0]3
E|E|E|E
positive regulation T T T
of epidermal cell 00400
differentiation 51 3|5]|3 Notch, NOTCH1 precursor, 14-3-3
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413143
913|193
6|3|6]|3
313|13|3
1/ E|E| E|E
1 -] - - - Tissue kallikreins, LST1, LHX1, Rab-11A, Olfactory
3| neuron 1/0{0|0]|O receptor, Notch, ERK1 (MAPK3), NOTCH1 precursor,
1| development 5/5/3|5]| 3 Spinophilin, Rab-3, Protrudin, ERK1/2, 14-3-3
5/3|5]|3
5/3|5]|3
313|13|3
03|03
2| E| E|E|E Tissue kallikreins, LST1, Cyclin B1, LHX1, Rab-11A,
o| -| - -| - Olfactory receptor, Notch, ERK1 (MAPK3), SRB7, NOTCH1
3 3/0/0|0]|0 precursor, Spinophilin, Cyclin B, Rab-3, Adult hemoglobin,
2| celldevelopment | 1| 5| 3| 5] 3 Protrudin, ERK1/2, DEAF, 14-3-3
6|3|6]|3
11313
5/3|5]|3
213123
E|E| E| E
3| cellular response 0/040]0
3] toiron(lll) ion 4,5/ 3|53 Cyclin B1, Cyclin B
6|3|6]|3
11313
5/3|5]|3
213|123
E|E| E|E
atrioventricular ST T T
3| hode oj0|0]|O0
4| development 4/5|3|5|3 Notch, NOTCH1 precursor
6|3|6]|3
1(3(1]|3
5/3|5]|3
213|123
. E|E| E|E
negative
regulation of pro- T T T
3| Bcell 0/040]0
5| differentiation 4/5|3|5]|3 Notch, NOTCH1 precursor
apoptotic process
3| involved in 6|13|6]|3
6| embryonic digit 4 Notch, NOTCH1 precursor
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morphogenesis 11313
5/3|5]|3
213|123
E|E| E|E
0|0j0]|O
5/3|5]|3
63|63
11313
5/3|5]|3
213123
E|E| E|E
cardiac right T T T
Wg_ 0|0j0]|O
morphogenesis 5/3|5]|3 Notch, NOTCH1 precursor
63|63
11313
5/3|5]|3
213|123
L E|E| E|E
cell migration
involved in N N
endocardial 0j0j0f0
cushion formation 5(3|5]|3 Notch, NOTCH1 precursor
63|63
1313
5/3|5]|3
213|123
. E|E| E|E
left ventricular
cardiac muscle N N
tissue 0|0j0]|O
morphogenesis 5/3|5]|3 Tissue kallikreins, Kallikrein 3 (PSA)
6| 3|6]|3
11313
5/3|5]|3
213123
E|E| E|E
regulation of T T T
ephrin receptor 0/0j0f0
signaling pathway 5/3|5]|3 Notch, NOTCH1 precursor
. 6| 3|6]|3
negative
regulation of '
endothelial cell 113]13
chemotaxis 5/3]5]3 Notch, NOTCH1 precursor



http://portal.genego.com/cgi/process.cgi?id=-892790095
http://portal.genego.com/cgi/process.cgi?id=-878806679
http://portal.genego.com/cgi/process.cgi?id=-878806679
http://portal.genego.com/cgi/process.cgi?id=-878806679
http://portal.genego.com/cgi/process.cgi?id=-1595331026
http://portal.genego.com/cgi/process.cgi?id=-1595331026
http://portal.genego.com/cgi/process.cgi?id=-1595331026
http://portal.genego.com/cgi/process.cgi?id=-1595331026
http://portal.genego.com/cgi/process.cgi?id=-936881335
http://portal.genego.com/cgi/process.cgi?id=-936881335
http://portal.genego.com/cgi/process.cgi?id=-936881335
http://portal.genego.com/cgi/process.cgi?id=-936881335
http://portal.genego.com/cgi/process.cgi?id=-1649566948
http://portal.genego.com/cgi/process.cgi?id=-1649566948
http://portal.genego.com/cgi/process.cgi?id=-1649566948
http://portal.genego.com/cgi/process.cgi?id=-1791828703
http://portal.genego.com/cgi/process.cgi?id=-1791828703
http://portal.genego.com/cgi/process.cgi?id=-1791828703
http://portal.genego.com/cgi/process.cgi?id=-1791828703

213|123
E|E| E|E
oj0|0]|0
5/3|5]|3
6|3|6]|3
5|/4|5]| 4
6|3|6]|3
1111
E|E|E|E
4| requlation of heart | 6| 0| 0| 0] 0
2| growth 71513|5]|3 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
6|3|6]|3
6| 4| 6| 4
413|143
311|131
ositive requlation LIEJE|ENE
gf wellular d 8| -| -| -| - Ajuba, LHX1, IRT-1, Gpbp1, TEF-5, TIRAP (Mal), PTDO15,
4| biosynthetic 6/ 0|0|/0|0 Notch, ERK1 (MAPK3), SRB7, NOTCH1 precursor, CD43,
3| process 5/5[13|5]|3 OBFC1, Adult hemoglobin, ERK1/2, DEAF, 14-3-3
713|173
0|5|0]|5
5|/6|5|6
913|193
E|E| E| E
4 2/0[{0|0]|0
4| gas transport 5/5/3|5]|3 HBG, HBGA, Adult hemoglobin
713|173
3/5|3]|5
6|9|6]|9
412|142
E|E| E|E
positive regulation T T T
4| of histone 6100100
5| modification 9/ 5(3|5]|3 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2
713|173
1145|145
8/ 4(9|4]|9 Tissue kallikreins, Kallikrein 1, LST1, Cyclin B1, TIPIN,
4| requlationofcell |8 0] 2| 0| 2 LHX1, IRT-1, TIRAP (Mal), Notch, NOTCH1 precursor,
6| proliferation 2| E| E| E|E CDA43, Spinophilin, Cyclin B, RIG-G, ERK1/2, DEAF, 14-3-3
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0|0j0]|O
5/3|5]|3
713|173
7016|7|6
91898
112112
. E|E|E|E
requlation of
cardiac muscle N
tissue 7101000
development 0|5|/3|5]|3 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
8/38|3
419(14|9
82|82
6| 6| 6|6
1/ E|E| E|E
positive requlation 9| - -| - - Ajuba, LHX1, IRT-1, Gpbp1, TEF-5, TIRAP (Mal), PTDO015,
of biosynthetic ojo0/0|0]|O0 Notch, ERK1 (MAPK3), SRB7, NOTCH1 precursor, CD43,
process 2(513|5]3 OBFC1, Adult hemoglobin, ERK1/2, DEAF, 14-3-3
914|194
41 2|4\ 2
1(0(1|0
4|18| 4|8
1| E|E| E|E Tissue kallikreins, Kallikrein 1, IRT-1, Rab-11A, TEF-5,
9| -| -| -| - TIRAP (Mal), Rab-3B, ERK1 (MAPK3), 14-3-3 zeta/delta,
intracellular signal | 1] 0] 0| 0| 0 NFKBIL1, CKS2, PLEKHG2, Spinophilin, Rab-3, Kallikrein 3
transduction 8/ 5|/3|5]|3 (PSA), ERK1/2, 14-3-3
914|194
6| 2| 6|2
8/ 0/8|0
3/18/3|8
. E|E|E|E
ventricular
cardiac muscle N N
tissue 7/10(0|0]|0 Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
morphogenesis 4/5|13|5]|3 (PSA)
11414
0|20 2
2/012|0
3/18/3|8
E|E|E|E
spindle i I I
stabilization 5/0{0|{0]|0 Cyclin B1, Cyclin B
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41314]|3
11414
0|2(0] 2
2/012|0
318/3|8
. E|E|E|E
negative
regulation of ST T T
photoreceptor cell 0/040]0
differentiation 5/ 4| 3| 4| 3| 2| Notch, NOTCH1 precursor
11414
0|20 2
2/012|0
318/3|8
E|E|E|E
mitral valve 0/040]0
formation 5/ 4| 3| 4| 3| 2| Notch, NOTCH1 precursor
11414
0|20 2
2/012|0
318,3|8
E|E|E|E
peptidyl-cysteine 0/040]0
methylation 5/ 4| 3| 4| 3]|2]| Rab-3B,Rab-3
11414
11313
8/ 6| 8|6
5/1|5]|1
1| E|E| E|E
negative 3 - -] -] - Ajuba, Cyclin B1, LHX1, HBG, IRT-1, HBGA, Notch, DR1,
requlation of gene | 9] 0| 0| O | 0| 1| NOTCH1 precursor, Cyclin B, Adult hemoglobin, ZHX3, 14-
expression 0| 4| 3| 4| 3]|4]3-3,RBBP7 (RbAp46)
11414
213123
3/6|3|6
211121
E|E|E|E
negative T T T
regulation of 3/0j00
chemotaxis 04| 3| 4| 3|3 |IRT-1, Notch, NOTCH1 precursor
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114|114
313|13]|3
4|1 6|4|6
311131
positive regulation LWEJE|ENE
of nitrogen 70 - -| -| - Cyclin B1, LHX1, IRT-1, Gpbp1, TEF-5, PTDO15, Notch,
5| compound 7/0[{0|0]|0 ERK1 (MAPK3), SRB7, NOTCH1 precursor, OBFC1, Cyclin
7| metabolicprocess | 9| 4| 3| 4| 3 B, Adult hemoglobin, ERK1/2, DEAF, 14-3-3
1141\ 4
313|13|3
4|/ 6|4|6
6|1|6]|1
1| E|E| E|E
5/ - -] -1 - IGHG4, LST1, IRT-1, TIRAP (Mal), Notch, IGHG1, ERK1
5 9/0|0|0]|O0 (MAPK3), CALCOCO2, NOTCH1 precursor, CD43, 14-3-3
8| immuneresponse |0 4| 3| 4] 3 zeta/delta, G18, RIG-G, ERK1/2, 14-3-3
1(4(1| 4
3(3(3]3 Ajuba, Tissue kallikreins, Cyclin B1, TIPIN, AL1A1, LHX1,
5/6|5]|6 HBG, IRT-1, HBGA, Gpbp1, SNX1, TEF-5, TIRAP (Mal),
5(1|5]|1 Olfactory receptor, PTD015, Notch, ERK1 (MAPK3), DR1,
6| E| E| E|E SRB7, NOTCH1 precursor, CD43, NFKBIL1, AO7, CKS2,
requlation of 5( - -| -| - OBFC1, PLEKHG2, Spinophilin, Cyclin B, Rab-3, Kallikrein 3
5 _g—primarv metabolic | 4/ 0] 0] 0|0 (PSA), Adult hemoglobin, ZHX3, ERK1/2, DEAF, 14-3-3,
9| process 0| 4]3|4]3 RBBP7 (RbAp46)
14|14
313|13]|3
716|7]|6
211|121
E|E| E|E
cardiac muscle N I e e
6| tissue 410(0(0|0 Tissue kallikreins, Cyclin B1, Notch, NOTCH1 precursor,
0| development 41 4|3|4|3 Cyclin B, Kallikrein 3 (PSA)
114|114
313|13]|3
716|7|6
711171
. E|E| E|E
ventricular
cardiac muscle N S N
6| tissue 8/0[0|0]|O Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
1| development 114343 (PSA)
positive requlation
6| of metabolic 3/1/4|1|4 Ajuba, Tissue kallikreins, Cyclin B1, LHX1, IRT-1, Gpbp1,
2| process 0 SNX1, TEF-5, TIRAP (Mal), PTD0O15, Notch, ERK1 (MAPK3),
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314|134]|3 SRB7, NOTCH1 precursor, CD43, OBFC1, Cyclin B,
81| 6|16 Kallikrein 3 (PSA), Adult hemoglobin, ERK1/2, DEAF, 14-3-
111111 3
E|E| E|E
oj0|0]|0
413143
114|114
413|143
9|/ 6|96
911|191
E|E| E|E
20 - - -] -
4,010|0]|0
phagocytosis 8| 413|413 IGHG4, IRT-1, IGHG1, ERK1 (MAPK3), Annexin XI, ERK1/2
1(4(1| 4
5/3|5]|3
1616
311131
E|E| E|E
positive regulation ST T T
of chromosome |8 0| 01 0] 0
organization 314|131 4]|3 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2
14|14
5/3|5]|3
3/6|3|6
211121
E|E| E| E
oj0|0]|O0
kinin cascade 6| 43|43 Tissue kallikreins, Kallikrein 3 (PSA)
114|114
5/3|5]|3
3/6|3|6
- ) 211|121
positive r(_aqulatlon ElElElE
of dopamine
uptake involved in T T T
synaptic oj0|0]|O0
transmission 6/ 4|3|4]|3 Rab-3B, Rab-3
114|114
osteoblast fate 513153
commitment 6|3|6|3]|6 Notch, NOTCH1 precursor
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211121
E|E| E|E
0|0j0]|O
413143
114|114
5/3|5]|3
3/ 6|3|6
N ) 21121
positive requla_tlon Elel E|E
of catecholamine
uptake involved in T T T
synaptic 0/0j0|0
transmission 41 314|3 Rab-3B, Rab-3
14|14
5/3|5]|3
3/6|3|6
21121
E|E| E|E
requlation of 0/040]0
Golgi inheritance 41314\ 3 ERK1 (MAPK3), ERK1/2
14|14
5/3|5]|3
3/ 6|3|6
211121
. . E|E| E| E
positive regulation
of transcription of ST T T
Notch receptor 0/040)0
target 413|143 Notch, NOTCH1 precursor
14|14
5/3|5]|3
3/ 6|3|6
21121
E|E| E|E
arterial T T T
endothelial cell 010100
differentiation 413|143 Notch, NOTCH1 precursor
114|114
positive requlation 5 3 5 3
of attachment of
spindle 3/6|3|6
microtubules to 211121
kinetochore E|E|E|E Cyclin B1, Cyclin B
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oj0|0]|O0
4|1 3|43
114|114
5/3|5]|3
3/6|[3|6
211121
E|E| E|E
7| MAPK import into 0/040]0
3| nucleus 413|143 ERK1 (MAPK3), ERK1/2
1(4(1| 4
5/3|5]|3
positive regulation 3/ 6|3|6
of transcription 2111211
from RNA ElElElE
polymerase |l
promoter in T T T
7| response to 00700
4| hypoxia 43|43 Notch, NOTCH1 precursor
1(4(1| 4
5/3|5]|3
3/6|3|6
211121
E|E| E| E
regulation of pro- T T T
7| B cell 0/040]0
5| differentiation 413143 Notch, NOTCH1 precursor
14|14
5/3|5]|3
3/6|3|6
211|121
. . E|E| E|E
positive regulation
of S I I
7| neurotransmitter 0/040|0
6| uptake 43|43 Rab-3B, Rab-3
1141 4
5/3|5]|3
3/6|3|6
211|121
E|E| E|E
7| interleukin-4 R A
7| secretion 0 0 Notch, NOTCH1 precursor
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413143
11414
5/3|5]|3
3/6|3|6
211]2]1
E|E|E|E
regulation of ST T T
7| chromosome 0/040]0
8| condensation 64|34 3 Cyclin B1, Cyclin B
11414
5|/4|5]| 4
8|/ 5| 8|5
5|/6|5|6
E|E|E|E
7| cardiac cell 810101010
9| development 4141343 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
1(4(1| 4
6| 6| 6|6
6| 3|6]|3
81|81
E|E|E|E
6| -| -| -| - Tissue kallikreins, IRT-1, TIRAP (Mal), Notch, NOTCH1
8| inflammatory 2/0[{0]|0]|0 precursor, CD43, 14-3-3 zeta/delta, Kallikrein 3 (PSA), 14-
0| response 114|343 3-3
1/5|1|5
81|81
913|193
9191919
1| E|E| E|E Tissue kallikreins, IGHG4, IRT-1, TIRAP (Mal), Olfactory
8| -| -| -| - receptor, Notch, IGHG1, ERK1 (MAPK3), CALCOCO?2,
8 310|000 NOTCH1 precursor, CD43, 14-3-3 zeta/delta, Kallikrein 3
1| defense response | 3| 4| 3| 4| 3 (PSA), RIG-G, ERK1/2, 14-3-3
2|1 5|2]|5
01|01
1(3(1]|3
81 9| 8|9
. E|E|E|E
negative )
regulation of T T T
8| response to 6/0[{0|0]|O0 Tissue kallikreins, IRT-1, Notch, NOTCH1 precursor, CD43,
2| external stimulus | 2| 4| 3| 4] 3 NFKBIL1
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2| 5|12]|5
111111
313(3]3
6|9|6]|9
E|E|E|E
positive regulation N
8| of epidermis 00700
3| development 4131 4|3 Notch, NOTCH1 precursor, 14-3-3
2| 5(2]|5
11111
413143
0/9(0]|9
E|E|E|E
growth involved in T T T
8| heart 0/0j0|0
4| morphogenesis 413|143 Notch, NOTCH1 precursor
2| 5(2]|5
111111
413|143
0/9(0]|9
E|E|E|E
8| response to 0/040]0
5| iron(1ll) ion 413(4]|3 Cyclin B1, Cyclin B
2| 5| 2]|5
111111
413|143
0/9(0]|9
E|E|E|E
8| pericardium 0/0j0|0
6| morphogenesis 413143 Notch, NOTCH1 precursor
2| 5(2]|5
111111
413143
0/9(0]|9
E|E|E|E
8| endocardial cell 0j0j0|0
7| differentiation 43|43 Notch, NOTCH1 precursor
positive regulation
8| of chromosome 21512]|5
8| segregation Cyclin B1, Cyclin B
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111111
413|143
0/9(0]|9
E|E|E|E
0|0j0]|O
413|143
215|2]|5
11111
413(4]|3
0/9(0]|9
E|E|E|E
cardiac right T T T
8 W_ 0|0j0]|O
formation 71413|14|3 Notch, NOTCH1 precursor
2| 5(2]|5
11111
413(4]|3
0/9(0]|9
E|E|E|E
aortic valve 0j0j0f0
morphogenesis 714|3|4)] 3 Notch, NOTCH1 precursor
215(2]|5
111111
413|143
0/9(0]|9
E|E|E|E
caveolin- T T
mediated 0j0(0|O0
endocytosis 7143|143 ERK1 (MAPK3), ERK1/2
2| 5(2]|5
111111
413143
0/9(0]|9
E|E|E|E
aortic valve 0/0j0|0
development 7143|143 Notch, NOTCH1 precursor
112|525
positive regulation 1] . Sl Tissue kallikreins, Kallikrein 1, Cyclin B1, TIPIN, LHX1, IRT-
of cell 1(1|11]1|1 1, TIRAP (Mal), Notch, NOTCH1 precursor, CD43, Cyclin B,
proliferation 6/5/3|/5]|3 ERK1/2
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219(12]9
E|E|E|E
oj0|0]|0
413143
2| 5(2]|5
5(9|5]|9 Ajuba, Tissue kallikreins, Cyclin B1, TIPIN, AL1A1, LHX1,
211]2]1 HBG, IRT-1, HBGA, Gpbp1, TEF-5, TIRAP (Mal), Olfactory
2/0(2|0 receptor, PTD015, Notch, ERK1 (MAPK3), DR1, SRB7,
6| E|E| E|E NOTCH1 precursor, CD43, NFKBIL1, AO7, CKS2, OBFC1,
requlation of 4| -| -| -| - PLEKHG2, Spinophilin, Cyclin B, Rab-3, Kallikrein 3 (PSA),
cellular metabolic |4/ 0| 00| 0 Adult hemoglobin, ZHX3, ERK1/2, DEAF, 14-3-3, RBBP7
process 6| 43|43 (RbAp46)
2| 5|2]|5
5/9|5|9
411|141
6|0|6|0
E|E|E|E
cardiac muscle N
tissue 9/0(0|0|0 Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
morphogenesis 5/4]3|4]|3 (PSA)
2| 5(2]|5
5/9|15]|9
51151 Ajuba, Cyclin B1, TIPIN, AL1A1, LHX1, HBG, IRT-1, HBGA,
7/10(17]0 Gpbp1, TEF-5, TIRAP (Mal), Olfactory receptor, PTD015,
equlation of 5| E|E|E|E Notch, ERK1 (MAPK3), DR1, SRB7, NOTCH1 precursor,
—g—nitro on 1 - -| -] - NFKBIL1, AO7, OBFC1, PLEKHG2, Cyclin B, Rab-3, Adult
_g_comgound 1/0|0]0|0 hemoglobin, ZHX3, ERK1/2, DEAF, 14-3-3, RBBP7
metabolic process | 2| 4| 3| 4| 3 (RbAp46)
2| 5(2]|5
6/9|6|9 Ajuba, Tissue kallikreins, Cyclin B1, TIPIN, AL1A1, LHX1,
o101 HBG, IRT-1, HBGA, Gpbp1, SNX1, TEF-5, TIRAP (Mal),
710|7|0 Olfactory receptor, PTD015, Notch, PAP41, ERK1
7/ E|E|E|E (MAPK3), DR1, SRB7, NOTCH1 precursor, CD43, NFKBIL1,
30 - - -| - AO7, CKS2, OBFC1, PLEKHG2, G18, Spinophilin, Cyclin B,
regulation of ojojo0|0]|o0 Rab-3, Kallikrein 3 (PSA), Adult hemoglobin, ZHX3,
metabolic process | 2| 4| 3| 4| 3 ERK1/2, DEAF, 14-3-3, RBBP7 (RbAp46)
2|1 5|2]|5
6|9|6]|9
. 5/11|5]|1
%g—gﬁg\{iin of 9/0|0|0]|O0 Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
angiogenesis 6| E| E| E|E (PSA)
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oj0|0]|O0
43|43
2152|565
81 9|8|9
411141
71017]0
E|E| E|E
9| interleukin-4 0/040]0
9| production 413|143 Notch, NOTCH1 precursor
2| 5|2]|5
regulation of 819|8|9
transcription from 411 4] 1
RNA polymerase 710|710
Il promoter ElEIE|E
1 involved in
myocardial T T T
0| precursor cell 6(0j0j0
0| differentiation 413143 Notch, NOTCH1 precursor
2| 5|2]|5
81 9|8|9
411141
71017]0
E|E| E| E
1 regulation of T T T
0| photoreceptor cell 0(0j0]0
1| differentiation 413143 Notch, NOTCH1 precursor
2|15]2]|5
81 9|8|9
41141
7/10(7|0
E|E| E|E
1 [ T
0| endocardium 60(0j0]0
2| morphogenesis 413143 Notch, NOTCH1 precursor
2|1 5|2]|5
81 9| 8|9
41141
7/10(7|0
1 auditory receptor EJE|E|E
0 cell fate S I R
3| commitment 0(0|0]|O Notch, NOTCH1 precursor
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413143
2| 5(2]|5
8/ 9|8|9
411141
7/017]0
E|E| E|E
1 compartment N
0| pattern 0/040]0
4| specification 8|/ 4/3|4]3 Notch, NOTCH1 precursor
2| 5(2]|5
81 9|8|9
411|141
710(7|0
E|E| E|E
1V inner ear receptor T T T
0| cell fate 0/0j0|0
5| commitment 8/4|3|4|3 Notch, NOTCH1 precursor
2| 5|2]|5
81 9| 8|9
411|141
71017]0
. E|E|E|E
1 requlation of early L]
endosome to late
0| endosome oj0|0]|O0
6| transport 8|4|3|4|3 ERK1 (MAPK3), ERK1/2
2| 5(2]|5
81 9|8|9
411141
710(7|0
E|E| E|E
1| cardiac vascular T T T
0| smooth muscle 00100
7| cell development | 8| 4| 3| 4| 3 Notch, NOTCH1 precursor
2|/6|2|6
9/0(9]|0
4151 4]5
2/0(2|0
requlation of 2| E| E| E| E Ajuba, Tissue kallikreins, ZNF261, LST1, Cyclin B1, Rab-
1 _g—cellular 1| - -| -| - 11A, Olfactory receptor, Notch, ERK1 (MAPK3), NOTCH1
0| compor ponent 0oj0j0|0]|O precursor, 14-3-3 zeta/delta, Spinophilin, Cyclin B, Rab-3,
8| organization 714(13|4]3 ERK1/2, 14-3-3, RBBP7 (RbAp46)
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2/ 6|2|6
911|191
91090
716|7]|6
E|E| E|E
1 1) - - -] -
0| digestive tract 8/0)0]0}0
9| development 14| 3| 4] 3|5/ CyclinB1, AL1A1, Notch, NOTCH1 precursor, Cyclin B
3/6|3|6
1212
119|109 Ajuba, Tissue kallikreins, IGHG4, Cyclin B1, TIPIN, AL1A1,
5(0|5]|0 HBG, IRT-1, HBGA, TIRAP (Mal), Olfactory receptor,
4| E|E|E|E Notch, IGHG1, ERK1 (MAPK3), CALCOCO2, NOTCH1
1 1| -] -| - - precursor, CD43, 14-3-3 zeta/delta, Cyclin B, Kallikrein 3
1 response to 5/ 00| 0| 0] 2] (PSA), Adult hemoglobin, RIG-G, ERK1/2, 14-3-3, CapZIP,
0| stress 6| 4| 3| 4| 3|6 | RBBP7 (RbAp46)
3/6|3|6
2| 5(2]|5
5/0[5|0
14|14
1/ E|E| E|E
1 3 - -| -| - Tissue kallikreins, LST1, LHX1, Rab-11A, Olfactory
1| neuron 4/ 0| 0| 0| 0| 1] receptor, Notch, ERK1 (MAPK3), NOTCH1 precursor,
1| differentiation 6| 4| 3| 4| 3|3 | Spinophilin, Rab-3, Protrudin, ERK1/2, 14-3-3
3/6|3|6
2| 5|2]|5
811|181 Ajuba, Tissue kallikreins, LST1, Cyclin B1, TIPIN, LHX1,
514|154 HBG, IRT-1, HBGA, TIRAP (Mal), PTD015, Notch,
4 E|E| E|E Thioredoxin-like 2, DR1, SRB7, NOTCH1 precursor, CD43,
1 nedative 6| -| -| -| - 14-3-3 zeta/delta, NFKBIL1, Spinophilin, Cyclin B,
1| regulation of 6| 0| 0| 0| 0| 2| Kallikrein 3 (PSA), Adult hemoglobin, RIG-G, ZHX3,
2| biological process | 8| 4| 3| 4| 3 | 8 | ERK1/2, 14-3-3, RBBP7 (RbAp46)
3/6|3|6
3/6|3|6
712|172 Ajuba, Tissue kallikreins, Kallikrein 1, Cyclin B1, TIPIN,
21 8|2|8 AL1A1, LHX1, IRT-1, Gpbp1, Rab-11A, TEF-5, TIRAP (Mal),
4 E|E| E|E Olfactory receptor, PTD015, Notch, ERK1 (MAPK3), SRB7,
1 6| -| -| -| - NOTCH1 precursor, CD43, 14-3-3 zeta/delta, OBFC1,
1| positive requlation | 7| 0| 0| 0| 0| 2 | PLEKHG2, Cyclin B, Adult hemoglobin, ZHX3, ERK1/2,
3| of cellular process | 5| 4| 3| 4| 3 | 8 | DEAF, 14-3-3
1| regulation of 1| 3| 6| 3| 6]|1]Ajuba, Tissue kallikreins, Cyclin B1, IRT-1, TIRAP (Mal),
1| phosphorylation 5 4 | ERK1 (MAPK3), CD43, CKS2, Spinophilin, Cyclin B,
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4 3/4|6|4]|6 Kallikrein 3 (PSA), Adult hemoglobin, ERK1/2, 14-3-3
9/ 1(5|1]|5
6/0(6|0
E|E|E|E
0j0(0|O0
413143
3/6|13]|6
5(6|5]|6
9151915
8/018|0
E|E|E|E
1 1) -] -1 - -
1| muscle tissue 0j0j0|0]O Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
5| morphogenesis 4141343 (PSA)
3/613]|6
6| 6| 6|6
5/ 5|5]|5
3/({0(3]0
E|E|E|E
1| blood vessel N
1| endothelial cell 0/040]0
6| differentiation 9141343 Notch, NOTCH1 precursor
3/6|13]|6
6| 6| 6|6
5({515]|5
_ 3/0/3]0
negative El el ElE
1 re_qula;ion_of cell L]
migration involved
1| in sprouting 0/0j0|0
7| angiogenesis 9143|143 Notch, NOTCH1 precursor
3/6(13]|6
6| 6|6]|6
5/ 5|5]|5
) ] 3/{0(3]0
h|stam|rje Elel E|E
1 D roducthn L]
involved in
1] inflammatory 0/040]0
8| response 9143|433 14-3-3 zeta/delta, 14-3-3
3/6(13]|6
1| histamine ) o
1| secretion by mast 6/6|/6|6
9] cell 9/ 5(5|5]|5 14-3-3 zeta/delta, 14-3-3
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3/({0(3]0
E|E| E|E
0j0(0|O0
413 4|3
3/6|13]|6
6| 6| 6|6
5({515]|5
3/{0(3]0
E|E|E|E
1 peptidyl-tyrosine T T T
2| autophosphorylati 0/0j0|0
0| on 9141343 ERK1 (MAPK3), ERK1/2
3/6|13]|6
6| 6| 6|6
5/5|5|5
3/{0(3]0
E|E| E|E
1 I S N
2| coronary artery 0/040]0
1| morphogenesis 9141343 Notch, NOTCH1 precursor
3/6|13]|6
6| 6| 6|6
5({515]|5
3/{0(3]0
. . E|E|E|E
1| histamine B
secretion involved
2| in inflammatory 0/040]0
2| response 9143|433 14-3-3 zeta/delta, 14-3-3
317|137
9129 2
9(019]0
6| 6|6]|6
. E|E|E|E
1 | fequlation of sl | - -
protein
2| serine/threonine 5/0(0|0|O0 Ajuba, Cyclin B1, TIRAP (Mal), ERK1 (MAPK3), CKS2, Cyclin
3| kinase activity 3143|413 B, ERK1/2, 14-3-3
47|47
02|02
1 112|020
2| digestive system |9] 3| 6|36
4| development 3| E|E|E]|E Cyclin B1, AL1A1, Notch, NOTCH1 precursor, Cyclin B
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0j0|0]|O
413143
41 7| 4|7
11313
21323 Ajuba, Cyclin B1, TIPIN, AL1A1, LHX1, HBG, HBGA, Gpbp1,
) 8/ 5|8]|5 TEF-5, TIRAP (Mal), Olfactory receptor, PTD015, Notch,
ﬁ% 4| E|E|E|E ERK1 (MAPK3), DR1, SRB7, NOTCH1 precursor, NFKBIL1,
1 W; 9| -| -| -| - AQ7, OBFC1, PLEKHG2, Cyclin B, Rab-3, Adult
2| compound 8/0|0|0|0O hemoglobin, ZHX3, ERK1/2, DEAF, 14-3-3, RBBP7
5| metabolic process | 6| 4| 3| 4| 3 (RbAp46)
41 7| 4|7
113|113
63|63
2(6|2]|6
E|E|E|E
1 71 - -| -| -
2| neuron projection |0 0 0| 0| O Tissue kallikreins, LHX1, Olfactory receptor, Notch, ERK1
6| morphogenesis 3/1413|4/|3 (MAPK3), NOTCH1 precursor, Rab-3, ERK1/2, 14-3-3
417|147
5/4|5]| 4
5/9|5]|9
716|7]|6
E|E|E|E
1| requlation of T T T
2| miticspndle | 1] 0| 0| 0] 0
7| organization 0/ 43|43 Cyclin B1, Cyclin B
41 7| 4|7
5/4|5]| 4
5/9|5]|9
716|7|6
. E|E|E|E
1 | requlation of L]
secondary heart
2| field cardioblast |1 0| 0] 0] O
8| proliferation 0(4|3|4|3 Notch, NOTCH1 precursor
41 7| 4|7
514|5|4
5/9|5]|9
716|7|6
1 requlation of EJE|E|E
2| cardioblast e e e
9| proliferation 0(0j0|0|O Notch, NOTCH1 precursor
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413|143
41 7| 4|7
5|/4|5]| 4
5/9(5]|9
7016|7|6
E|E|E|E
1 [
glomerular
3| mesangial cell 0/040]0
0| development 43|43 Notch, NOTCH1 precursor
41 7| 4|7
5/4|5]| 4
5/9(5|9
716|7]|6
E|E|E|E
1 . S I R
negative
3| requlation of glial 0/040]0
1| cell proliferation 413|143 Notch, NOTCH1 precursor
41747
5/4|5] 4
5/9(5|9
7016|7|6
E|E|E|E
1 N
3| mitral valve 0/0j0f0
2| morphogenesis 413|4|3 Notch, NOTCH1 precursor
41 7| 4|7
5|/4|5]| 4
5/9(5]|9
716|7]|6
E|E|E|E
1| venous blood T T T
3| vessel 00100
3| morphogenesis 413|143 Notch, NOTCH1 precursor
41 7| 4|7
514|5|4
5/9(5|9
716|7]|6
E|E|E|E
1 S
3| pulmonary valve 0/040]0
4| morphogenesis 413143 Notch, NOTCH1 precursor
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41 7|47
5(4|5]|4
5/9(5]|9
7/6|7]|6
E|E|E|E
1 S
3| pulmonaryvalve | 1] 0] 0100
5| development 0(4|3|4|3 Notch, NOTCH1 precursor
417147
6| 5|6]|5
2| 5(2]|5
716|7]|6
E|E|E|E
1 regulation of S
3| developmental 910101010
6| growth 9(4|3|4|3 Cyclin B1, Rab-11A, Notch, NOTCH1 precursor, Cyclin B
41747
716|7]|6
6|7|6]|7
71272
E|E|E|E
1 1 -] -] -| -
3| cardiac ventricle 1{0|/0|0|O Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
7| morphogenesis 2043|143 (PSA)
41 7| 4|7
716|7]|6
6|7|6]|7
71272
E|E|E|E
1 1 -1 -] -| -
3| muscle organ 110/{0]0]0 Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
8| morphogenesis 2413|143 (PSA)
41 7| 4|7
8| 7|8|7
413143
3/18/3|8
E|E|E|E
1 20 -] -| -] -
3| Ras protein signal |0 0] 01 0|0
9| transduction 114|3|4)|3 IRT-1, ERK1 (MAPK3), Rab-3, ERK1/2, 14-3-3
1| requlation of 115/8|5|8
4| organ growth 1 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
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0 211]2]1
6| 7|6]|7
8/ 4|84
E|E|E|E
0|0j0]|O
413143
5/8|5|8
5/1|5]|1
5/7|5]|7
8/ 4|84
E|E|E|E
1| cardiac muscle T T T
4| cell myoblast 0/0j0|0
1| differentiation 413|143 Notch, NOTCH1 precursor
5/ 85| 8
5/1|5]|1
517|5]|7
8/ 4|84
E|E|E|E
1) cell migration N
4| involved in heart 0/040]0
2| development 413143 Notch, NOTCH1 precursor
5/ 85| 8
5/1|5]|1
5/7|5]|7
8/ 48| 4
E|E|E|E
1| Notch signaling N
4| involved in heart 0/040]0
3| development 413|143 Notch, NOTCH1 precursor
5/ 85| 8
5/11|5]|1
517|5]|7
8/ 4|84
E|E|E|E
1 S
4| mitral valve 0/040]0
4| development 413|143 Notch, NOTCH1 precursor
5/8|5|8
1| cardiac ' o
4| endothelial cell S1p5)1
5| differentiation 5/715]|7 Notch, NOTCH1 precursor
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8/ 4|84
E|E|E|E
0|0j0]|O
413143
5/8|5|8
5/1|5]|1
5/7|5]|7
8/ 4,84
E|E| E|E
1 N
4| cellular response 0/040]0
6| toiron ion 43|43 Cyclin B1, Cyclin B
5/ 85| 8
5/1|5]|1
517|5]|7
) 8/ 4|84
transition involved
4| in endocardial 0/0j0f0
7| cushion formation 413143 Notch, NOTCH1 precursor
5/ 85| 8
5/1|5]|1
5/7|5]|7
8/ 4|84
E|E|E|E
1 negative ST T T
4| requlation of stem 0j0j0f0
8| cell differentiation 413|143 Notch, NOTCH1 precursor
5/ 85| 8
5/11|5]|1
517|5]|7
8/ 4|84
E|E|E|E
1 I
4| mesangial cell 00100
9| development 413|143 Notch, NOTCH1 precursor
5/8|5|8
5/11|]5]|1
1 glomerular 51 715]7
> | mesangial cell 8| 4|8|4
0| differentiation E|E|E|E Notch, NOTCH1 precursor
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o(0|O0]|O
4|1 3|43
5/8|5]| 8
5/1|5]|1
5|/7|5]|7
8| 4| 8| 4
E| E| E|E
1 positive regulation T T T
5| of endothelialcell (1] 00| 0|0
1| differentiation 1141343 Notch, NOTCH1 precursor
5/8|5| 8
9171|197
9139 3
] 3/8(3]|8
regulation of Elel E|E
1 cyclin-dependent 1
protein LT T T
5| serine/threonine |1 0] 0| 0] 0O
2| kinase activity 9| 4| 3|4]| 3 Cyclin B1, CKS2, Cyclin B, 14-3-3
6| 8| 6|8
0|7|0]| 7
1(3(1]|3
9|89 8
E| E| E|E
1 S I R
5| morphogenesisof |2 0 0] 0|0
3| an epithelial sheet | 1| 4| 3| 4| 3 Ajuba, Notch, NOTCH1 precursor
6|/9|6]|9
3/0(3|0
716|7]|6
3/18(3]|8
E| E| E|E
1 . S I I
regulation of
5| epidermal cell 5(0(0|0]0
4| differentiation 21413143 Notch, NOTCH1 precursor, 14-3-3
6|/9|6]|9
5/0[5|0
6| 6| 6|6
2/ 5|/ 8|58 Ajuba, Tissue kallikreins, Cyclin B1, AL1A1, IRT-1, TIRAP
1| requlation of 2| E|E|E|E (Ma!), ERK1 (MAPK?T), CD43, CKS2, PLEKHG2, Spingphilin,
5| phosphate 5/ - -| -| - Cyclin B, Rab-3, Kallikrein 3 (PSA), Adult hemoglobin,
5| metabolic process | 7| 0| 0| 0| O ERK1/2, 14-3-3
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413143
6|19|6]|9
6|/0|6|0
5/6|5|6
5|/8|5| 8
E|E| E|E
1| atrioventricular ST T T
5| valve 0/040]0
6| morphogenesis 43|43 Notch, NOTCH1 precursor
6|19|6]|9
6| 0|6|0
5|/6|5|6
5|/ 85| 8
E|E| E|E
1| pna damage T T T
5| induced protein 0/0j0|0
7| phosphorylation 413|143 ERK1 (MAPK3), ERK1/2
69| 6|9
6|0|6|0
5|/6|5|6
] 5|/ 85| 8
regulat!on of Elel E|E
1 QOpamlnt_a uptake L]
involved in
5| synaptic 0/0j0f0
8| transmission 413|143 Rab-3B, Rab-3
6|19|6]|9
6|0|6|0
5/6|5|6
5|/ 85| 8
E|E| E|E
1 S
5| cellular response 00100
9| to morphine 43|43 IRT-1, Spinophilin
6|9|6]|9
6|0|6|0
5|/6|5|6
5|/ 85| 8
E|E| E|E
1 S
6| regulation of 0/0j0|0
0| somitogenesis 413143 Notch, NOTCH1 precursor
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6/9|6]|9
6/ 0| 6|0
5/6|5|6
5/8|5|8
E|E|E|E
1 S
6| mesangial cell 1/040/0]0
1| differentiation 21413143 Notch, NOTCH1 precursor
6/9|6|9
6/ 0| 6|0
5/6|5|6
5/ 85| 8
E|E|E|E
1 S
6| renal interstitial 110(0j00
2| cell development | 2| 4| 3| 4] 3 Notch, NOTCH1 precursor
6|9|6|9
6/ 0| 6|0
5/6|5|6
] 5/ 85| 8
requlation of E|E|E|E
1 catecholamine R
uptake involved in
6| synaptic 1/10{0|0]|O
3| transmission 2413|413 Rab-3B, Rab-3
6|9|6]|9
71017]0
0|7(0]|7
0|1(0]|1
2| E|E|E|E IGHGA4, LST1, IRT-1, TIRAP (Mal), Notch, Rab-3B, IGHG1,
1 6| -| -| -| - ERK1 (MAPK3), CALCOCO2, NOTCH1 precursor, CD43, 14-
6| immune system 9/0|10|0]|O0 3-3 zeta/delta, G18, Cyclin B, Rab-3, Adult hemoglobin,
4| process 71413|4|3 RIG-G, ERK1/2, 14-3-3
6|9|6|9
71017]0
41 7| 4|7
0|1(0]|1
E|E|E|E
1 S
6| epidermis 500010
5| morphogenesis 3/4|13|4] 3 Tissue kallikreins, Notch, NOTCH1 precursor
1 _g—lmmm‘ 1/6|19|6|9 Ajuba, Cyclin B1, IRT-1, TIRAP (Mal), ERK1 (MAPK3),
6| phosphorylation 2 CD43, CKS2, Spinophilin, Cyclin B, Adult hemoglobin,
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6 67|01 7|0 ERK1/2, 14-3-3
718|787
0|1(0]|1
E|E|E|E
0|0j0]|O
413143
6| 9|6|9
81|81
8/ 6| 8|6
91292
E|E|E|E
1 positive regulation A .
6| of transferase 5/0(0|0|0 Ajuba, Tissue kallikreins, Cyclin B1, TIRAP (Mal), ERK1
7| activity 4(4|13|4|3 (MAPK3), Cyclin B, Kallikrein 3 (PSA), ERK1/2, 14-3-3
719179
1/5|1|5
8/ 0|/ 8|0
914,94
2| E|E|E|E Ajuba, Tissue kallikreins, Cyclin B1, AL1A1, IRT-1, TIRAP
1| requlation of 2| - | -] - (Mal), ERK1 (MAPK3), CD43, CKS2, PLEKHG2, Spinophilin,
6| phosphorus 7/0(0|0|0 Cyclin B, Rab-3, Kallikrein 3 (PSA), Adult hemoglobin,
8| metabolic process | 5| 4| 3| 4| 3 ERK1/2, 14-3-3
719179
6| 8| 6|8
11414
219(12|9
E|E|E|E
1 6| -| -| -| -
6 110|000 IGHG4, IRT-1, SNX1, IGHG1, ERK1 (MAPK3), Annexin XI,
9| endocytosis 0|4|3|4]|3 Rab-3, ERK1/2
71917|9
8/ 88|38
4| 4| 4|4
919199
E|E|E|E
1 S
7| neuronal stem 110(0j00
0| cell maintenance 314343 Notch, NOTCH1 precursor
negative 709]7|9
1 regu_latlo_n of
7 dependent 1,8/8[8]38
1| exocytosis 314(4|4)| 4 Notch, NOTCH1 precursor
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919199
E|E|E|E
o(0|O0]|O
43|43
71917]9
8|1 8| 8| 8
44| 4| 4
919199
E|E|E|E
1 I R
7| renal interstitial 6(0j0j0
2| cell differentiation 413|143 Notch, NOTCH1 precursor
71917]9
8|1 8| 8| 8
44| 4)| 4
919199
regulation of ElElElE
1 att_a%f?gnent of R
spin
7| microtubules to 0(0j0]0
3| kinetochore 413|143 Cyclin B1, Cyclin B
71917]9
8|1 8| 8| 8
positive reqgulation 4|1 4| 4| 4
of transcription 9/9|9] 9
from RNA Elel E|E
1 Qolymeras_e Il R
promoter in
7| response to c(0j0]o0
4| stress 413143 Notch, NOTCH1 precursor
71917]9
8|1 8| 8|8
44| 4| 4
requlation of 9/9|9]| 9
epithelial cell ElElEIlE
1 D roIiferatipn L]
involved in
7| prostate gland 00100
5| development 413|143 Notch, NOTCH1 precursor
71917]9
ventricular 818188
1 trabecula 414144
7| myocardium 919199
6| morphogenesis E|/E|E|E Notch, NOTCH1 precursor
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0|0j0]|O
4|1 3|43
7191719
8/ 88|38
4|1 4| 4 4
919|199
E|E| E|E
1\ cellular response T T T
7| to isoquinoline 110/010]0
7| alkaloid 3413|143 IRT-1, Spinophilin
719(7]9
918|938
21 8|2|8
0/3(0]|3
E|E| E|E
1 S I R
nephron
7 epithelium 5(0(0|0]0
8| development 64|34 3 LHX1, Notch, NOTCH1 precursor
8/ 9(8|9
0/9(0]|9
4|1 8| 4|8
917|197
ositive regulation EJEVEIE
1| A 9| -| -| -| -| | Aiuba, Cyclin B1, Rab-11A, Notch, ERK1 (MAPK3),
7| component 3|]0(0|0|O0 NOTCH1 precursor, 14-3-3 zeta/delta, Cyclin B, ERK1/2,
9| organization 6|4|3|4|3 14-3-3
8|1 1|81
1({0(1|0
1/0(1|0
0|1(0]|1
E|E| E|E
1 regulation of L e B
8| histone 2100010
0| modification 9(4|2|4|2 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2
8/ 118]|1
2/012|0
6|1|6]|1
2134|134
1 positive requlation 7|\ E|E|E]|E Ajuba, Cyclin B1, LHX1, IRT-1, Gpbp1, SNX1, TEF-5, TIRAP
8| of macromolecule | 4| -| - | - | - (Mal), PTDO15, Notch, ERK1 (MAPK3), SRB7, NOTCH1
1| metabolic process | 3| 0| 0| 0| O precursor, CD43, OBFC1, Cyclin B, ERK1/2, DEAF, 14-3-3
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412114 2
8|11|8]|1
71070
713|173
6| 5| 6|5
.. . E|E| E|E
1 positive regulation L]
of neural
8| precursor cell 5/ 0(0]00
2| proliferation 81 42|42 LHX1, Notch, NOTCH1 precursor
8|1 1|81
710(7|0
913|193
1({5(1|5
1| E|E| E|E
1 3] - -| -] - IGHG4, IRT-1, Rab-11A, SNX1, TIP47, IGHG1, ERK1
8| vesicle-mediated |0/ 0| 0] 0] O (MAPK3), 14-3-3 zeta/delta, Annexin XI, Rab-3, ERK1/2,
3| transport 5(4(2| 4|2 14-3-3
8|1 1| 8|1
8/ 0|8|0
313|13|3
715|7]|5
E|E| E| E
1 1) - - -] -
8| protein activation | 3| 0| 0| 0|0
4| cascade 214124\ 2 Tissue kallikreins, IGHG4, IGHG1, Kallikrein 3 (PSA)
8|1 1|81
91090
213|123
8|/ 5| 8|5
regulation of LWE|EJEE .
1| yranscription from | 8| - | | -| -| | Aiuba, HBG, HBGA, TEF-5, PTDO15, Notch, ERK1 (MAPK3),
8| RNA polymerase | 9| 0| 0| 0] O DR1, SRB7, NOTCH1 precursor, Adult hemoglobin, ZHX3,
5| Il promoter 7014|242 ERK1/2, DEAF, RBBP7 (RbAp46)
911|191
1010
313|13]|3
8| 5| 8|5
E|E| E|E
1 S
8| heart valve 110(0j00
6| formation 4|1 4|24 2 Notch, NOTCH1 precursor
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911191
10|10
3(3(13]3
851 8]|5
E|E|E|E
1 S I N
8| endocardial 1/040/0]0
7| cushion formation | 4| 4| 2| 4| 2 Notch, NOTCH1 precursor
911191
1010
3{(3(3]3
8 5|8]|5
E|E|E|E
1| vascular smooth T T T
8| muscle cell 110(0j00
8| development 414 2| 4|2 Notch, NOTCH1 precursor
911191
1010
3(3(13]3
851 8]|5
E|E|E|E
1| requlation of ST T T
8 S_Q—W 1/0/0]0|o0
9| organization 4|1 4| 2|4]2 Cyclin B1, Cyclin B
911191
1010
3(3(13]3
8 5|8|5
E|E|E|E
1 S S N
9| endocardium 110(0j00
0| development 414|2|4)|2 Notch, NOTCH1 precursor
911191
11010
3({13(13]3
8 5|8|5
E|E|E|E
1 S S N
9| cardiac ventricle | 1] 0] 0100
1| formation 414124\ 2 Notch, NOTCH1 precursor
aglomerular
1 mesangium 11911191
9| development 4 Notch, NOTCH1 precursor
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2 10|10
313(3]3
8/ 5/8]|5
E|E|E|E
0|0j0]|O
41 2| 4| 2
911|191
1/0(1|0
313([3]3
8/ 5/8|5
E|E|E|E
11 brain renin- N
9| angiotensin 110(0j00
3| system 41412 4]2 Tissue kallikreins, Kallikrein 3 (PSA)
911|191
1/0(1|0
313([3]3
] 8/ 5(/8]|5
negative E|E|E|E
1 regulation_of_ ]
hematopoietic
9| progenitor cell 11010100
4| differentiation 414124\ 2 Notch, NOTCH1 precursor
911|191
1/0(1|0
313([3]3
8/ 5/8|5
E|E|E|E
1 atrioventricular T T
9| valve 1{0|/0|0|O
5| development 414|124\ 2 Notch, NOTCH1 precursor
911|191
1/0(1|0
313([3]3
8/ 5/8|5
E|E|E|E
1| requlation of ST T T
| endotheliaicell | 1| 0| 0| 0] 0
6| chemotaxis 414124\ 2 Notch, NOTCH1 precursor
911|191
1\ hegative o
9 Eg_gulation of 512101210
7| behavior 9(2|4|2| 4 IRT-1, Notch, NOTCH1 precursor
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5/0(5|0
E|E|E|E
o(0j0]|O
412|142
911|191
31]0(3|0
immune 41 4| 4| 4
response- 6| 3 61| 3
regulating cell Elel E|E
1 s_urfacg receptor N
signaling pathway
9| involved in 3/0(0]00
8| phagocytosis 4|1 41 2| 4| 2|4|IGHG4, IGHG1, ERK1 (MAPK3), ERK1/2
911191
3/10(3|0
44| 4)| 4
6|3|6]|3
E|E|E|E
1 Fc-gammf?\ ' 1 o] o]
receptor signaling
9| pathway involved | 3| 0 0] 0|0
9| in phagocytosis 4|1 41 2| 4| 2|4|IGHG4, IGHG1, ERK1 (MAPK3), ERK1/2
911|191
5/0[5|]0
716|7|6
212122
E|E|E|E
2 6| -| -| -| -
0 3/0/0|0]|0 LHX1, Olfactory receptor, Notch, ERK1 (MAPK3), NOTCH1
0| axonogenesis 2| 4| 2| 4| 2| 8| precursor, Rab-3, ERK1/2, 14-3-3
911|191
6|/0[6|0
0|6|0]|6
8|1 2| 8|2
E|E|E|E
2 Fc-gamma L e
0| receptor signaling |3 0|0 0|0
1| pathway 5/ 4| 2| 4| 2|4|IGHG4, IGHG1, ERK1 (MAPK3), ERK1/2
91191
positive regulation 116401610
2 of macromolecule | 7| > 6| 5|6 LHX1, Gpbp1, TEF-5, TIRAP (Mal), PTD015, Notch, ERK1
0 biosynthetic 0/9|2| 9| 2]|1]| (MAPK3),SRB7, NOTCH1 precursor, CD43, OBFC1,
2 8| E| E| E| E| 4| ERK1/2, DEAF, 14-3-3

process
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oj0|0]|O0
412114 2
911|191
8/ 0(8|0
71878
5/0[5|0
E|E| E|E
) Fc rgcegtor R
mediated
0 stimulatory 3/0/0/00
3| signaling pathway | 6| 4| 2| 4| 2 IGHG4, IGHG1, ERK1 (MAPK3), ERK1/2
1111
01|01
2/0(2|0
4|1 8| 4| 8
E|E| E|E
2 9 -| -| -| - Ajuba, Tissue kallikreins, Cyclin B1, TIRAP (Mal), ERK1
0| requlation of 6/0[{0|0]|O0 (MAPK3), CKS2, Cyclin B, Kallikrein 3 (PSA), ERK1/2, 14-3-
4| kinase activity 6| 32|32 3
1111
0|1(0]|1
2/012|0
4|1 8|48
2| E| E|E|E Ajuba, Tissue kallikreins, Cyclin B1, AL1A1, TIRAP (Mal),
2 5/ - - -| - Notch, PAP41, ERK1 (MAPK3), NOTCH1 precursor, CKS2,
0 requlation of 60/ 0|0]|O0 PLEKHG2, G18, Spinophilin, Cyclin B, Rab-3, Kallikrein 3
5| catalytic activity 7132|332 (PSA), ERK1/2, 14-3-3
111|111
0|1(0]|1
3/0(3|0
718|778
1/ E|E| E|E
2| Lositive requlation | 5| < | " | | - Cyclin B1, LHX1, Gpbp1, TEF-5, PTD015, Notch, ERK1
0| of RNA metabolic |2/ 0/ 0| 0| O (MAPK3), SRB7, NOTCH1 precursor, Cyclin B, ERK1/2,
6| process 21 312|332 DEAF, 14-3-3
111|111
01|01
regulation of s5lols5]o0
transcription from
5 RNA polymerase E i E i
Il promoter
Olinvolvedinheart 1] -| -| -| -
7| development 5/0{0|0]|O0 Notch, NOTCH1 precursor
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31232
111111
01|01
5/0|5|0
2|18|2)| 8
. E|E|E|E
2 ?ggjg\t/iin of N
0| oligodendrocyte | 1| 0 0] 0|0
8| differentiation 5/312|3]|2 Notch, NOTCH1 precursor
111111
0|1(0]|1
5/0/5|0
218|2|8
E|E|E|E
2 S
0| cardiac chamber | 1] 0] 0 0|0
9| formation 5/312|3]|2 Notch, NOTCH1 precursor
11111
0|1(0]|1
5/0/5|0
2|18|2)| 8
. E|E|E|E
) cardlac_ L]
conduction
1| system 1{0|/0|0|O
0| development 5(312]|3]2 Notch, NOTCH1 precursor
111111
01|01
5/0|5|0
2|18|2)| 8
E|E|E|E
2 S
1| forequt 110(0j00
1| morphogenesis 5/312|3]|2 Notch, NOTCH1 precursor
111111
0|1(0]|1
6| 1|6|1
5/6|5|6
E|E|E|E
2 8| - -| -] -
1| regulation of olojo|o|oO Cyclin B1, Rab-11A, TIRAP (Mal), Notch, NOTCH1
2| growth 2|1 312|132 precursor, Spinophilin, Cyclin B, 14-3-3, RBBP7 (RbAp46)
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111111
0|1(0]|1
71272
83|83
E|E|E|E
2 3 - -| -| -
1| developmental 6| 00|00 Tissue kallikreins, Cyclin B1, LHX1, Notch, NOTCH1
3| growth 0(3]2|3]|2 precursor, Cyclin B
1]1|11|1
01|01
82|82
N ) 213123
st auiton |1 € | |
2 Wg 71 - - -| - Cyclin B1, LHX1, Gpbp1, TEF-5, PTD015, Notch, ERK1
1| compound 2/ 0(0|0|O (MAPK3), SRB7, NOTCH1 precursor, OBFC1, Cyclin B,
4| metabolic process | 8| 3| 2| 3| 2 ERK1/2, DEAF, 14-3-3
1]1|11|1
111111
03|03
0|1(0]|1
E|E|E|E
2 regulation of LS I B I
1| chromatin 4/010j00
5| organization 0| 31232 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2
111111
111111
03|03
01|01
E|E|E|E
2 regulation of N
1] epithelial cell 4/010(00
6| differentiation 0|3|2|3]2 LHX1, Notch, NOTCH1 precursor, 14-3-3
111111
111111
113|113
) 3/9(3]|9
negative E|E|E|E
»| requiation of gl - | - -
transcription from
1| RNA polymerase [0 0| 0] 0| 0O Ajuba, HBG, HBGA, Notch, DR1, NOTCH1 precursor, Adult
7| 1l promoter 7|1 3]12|3]|2 hemoglobin, ZHX3, RBBP7 (RbAp46)
2| myeloid leukocyte | 1| 1 1] 1|1
1| activation 4 IRT-1, CD43, 14-3-3 zeta/delta, 14-3-3
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8 111]1]1]1
2(512]5
9(019]0
E|E|E|E
0j0(0|O0
31232
111111
1111
3/5(13]|5
84| 8| 4 Ajuba, Tissue kallikreins, LST1, Cyclin B1, TIPIN, LHX1,
4  E|E| E|E HBG, IRT-1, HBGA, PTD015, Notch, DR1, SRB7, NOTCH1
2 negative 20 - -| -| - prec.ursor, CDA43, 14-3-3 z.eta/delta, NFKBIL1, Spinophilin,
1| regulation of 5/0(0|0|0 Cyclin B, Adult hemoglobin, RIG-G, ZHX3, ERK1/2, 14-3-3,
9| cellular process 413|2|3|2 RBBP7 (RbAp46)
1111
11111
718|7]| 8
negative 21421 2
regulation of 1l el ElElE
plcelar 13| -] -| -| -| | Aiuba, TIPIN, LHX1, HBG, HBGA, Notch, DR1, NOTCH1
2| piosynthetic 4,010|10]|0 precursor, Adult hemoglobin, ZHX3, 14-3-3, RBBP7
0| process 913|2|3]|2 (RbAp46)
111111
211]2]1
09109
0| 5]0(5
E|E|E|E
2 S R I
2| histamine 1/040/0]0
1| secretion 6|3]2|3]|2 14-3-3 zeta/delta, 14-3-3
111111
2(112]1
0[9]0|9
0| 5]0(5
E|E|E|E
2 positive regulation ST T T
2| of keratinocyte 1/040/0]0
2| differentiation 6| 3|2|3]|2 Notch, NOTCH1 precursor
111111
2 . .
2| cardioblast 11211121
3| differentiation 6109|109 Notch, NOTCH1 precursor
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0|5|0]|5

E|E| E|E

oj0|0]|0

31232

111|111

31232

0/8|0]| 8

0/4|0)| 4

E|E|E|E
2 6| -| -| -| -
2 6/0[{0|0]|O0 HBG, HBGA, ERK1 (MAPK3), CD43, 14-3-3 zeta/delta,
4| coaqulation 3132|132 Adult hemoglobin, ERK1/2, 14-3-3

1111

31232

0/8|0]| 8

0/4|0)| 4

E|E| E|E
2 6| -| -| -| -
2 6/ 0|01 0|O0 HBG, HBGA, ERK1 (MAPK3), CD43, 14-3-3 zeta/delta,
5| blood coagulation 3| 3| 2| 3| 2 Adult hemoglobin, ERK1/2, 14-3-3

111|111

31232

219129

81 9|8|9

2/ E|E|E|E Ajuba, Cyclin B1, LHX1, IRT-1, Gpbp1, TEF-5, TIRAP (Mal),

2 positive requlation 8| -| -| -| - PTDO015, Notch, ERK1 (MAPK3), SRB7, NOTCH1 precursor,
2| of cellular 5/0{0|0]|0 CDA43, OBFC1, Cyclin B, Adult hemoglobin, ERK1/2, DEAF,
6| metabolic process | 2| 3| 2| 3| 2 14-3-3

111|111

312|132

319|13|9

5/9|5|9

E|E| E|E
2 S I I
2| skin 6/0[{0|0]|0
7 m_orphoqenesis 71312|3]|2 Tissue kallikreins, Notch, NOTCH1 precursor

111|111

213]12|3]|2 Tissue kallikreins, ZNF261, LST1, Cyclin B1, LHX1, Rab-

2 requlation of 41 3(9|13]|9 11A, PTDO15, Notch, SRB7, NOTCH1 precursor, Cyclin B,
2| developmental 017|979 Kallikrein 3 (PSA), Adult hemoglobin, ZHX3, ERK1/2,
8| process 4/ E|E|E|E DEAF, 14-3-3
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00|00
312|132
111|111
B Ajuba, Tissue kallikreins, IGHG4, Kallikrein 1, LST1, Cyclin
31232 B1, TIPIN, AL1A1, LHX1, HBG, IRT-1, HBGA, Rab-11A, TEF-
419149 5, TIRAP (Mal), Olfactory receptor, Notch, Rab-3B, IGHG1,
119|119 ERK1 (MAPK3), CALCOCO2, NOTCH1 precursor, SULT1E1,
9/ E| E| E|E CD43, 14-3-3 zeta/delta, NFKBIL1, CKS2, MTL5, OR10G3,
2 6 -| -| -| - PLEKHG2, Annexin XI, G18, Spinophilin, Cyclin B, Rab-3,
2| response to 8/0/0|0]O0 Kallikrein 3 (PSA), Adult hemoglobin, Protrudin, RIG-G,
9| stimulus 0] 3(2|3]2 ERK1/2, UGDH, 14-3-3, CapZIP, RBBP7 (RbAp46)
111111
312|3]2
5/19|5]|9
71917]9
E|E| E|E
2 S R
3| distal tubule 1/040/0]0
0| development 70131232 Notch, NOTCH1 precursor
111(1]1
312|132
519|5]|9
71917]9
E|E| E| E
2| requlation of T T T
3| neurotransmiter | 1| 0| 0| 0| 0
1| uptake 713]12|3]|2 Rab-3B, Rab-3
111|111
312|132
5/19|5]|9
71917]9
E|E| E|E
2 S N
3| collecting duct 1/040/0]0
2| development 70312|3)|2 Notch, NOTCH1 precursor
111|111
313/3]3
912|9]| 2
0|510|5
2 6| E|E| E|E
3 71 - - -| - HBG, HBGA, ERK1 (MAPK3), CD43, 14-3-3 zeta/delta,
3| hemostasis oj0(0|0]O Adult hemoglobin, ERK1/2, 14-3-3
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312|132
111|111
413143
5/4|5]| 4
31913]9
E|E| E|E
2 [
3| glomerulus 6/0(0]00
4| development 9|1 3|2 3|2 LHX1, Notch, NOTCH1 precursor
11111
413|143
5|/4|5]| 4
81 9|8|9
1| E|E| E|E
2 51 - -| -| - Ajuba, Tissue kallikreins, Cyclin B1, TIPIN, Rab-11A,
3 8, 0(0|0]|O Notch, ERK1 (MAPK3), CKS2, Annexin XI, Spinophilin,
5| cell cycle 0| 3|23 2 Cyclin B, ERK1/2, 14-3-3
1111
413|143
6| 4| 6| 4
219]12]9 Ajuba, Cyclin B1, LHX1, HBG, HBGA, Gpbpl, TEF-5, TIRAP
4| E| E| E|E (Mal), Olfactory receptor, PTD015, Notch, ERK1 (MAPK3),
2 o -| - -| - DR1, SRB7, NOTCH1 precursor, NFKBIL1, AO7, Cyclin B,
3| requlation of RNA | 7| 0] 0] 0| O Adult hemoglobin, ZHX3, ERK1/2, DEAF, 14-3-3, RBBP7
6| metabolic process | 5| 3| 2| 3| 2 (RbAp46)
111|111
413143
8/ 48| 4
7191719 Tissue kallikreins, LST1, AL1A1, HBG, HBGA, Rab-11A,
3| E|E|E|E TIRAP (Mal), Thioredoxin-like 2, Rab-3B, ERK1 (MAPK3),
2 51 -1 - -| - SULT1E1, CD43, 14-3-3 zeta/delta, NFKBIL1, MTLS5,
3| regulation of 8/0/0|0]|O0 OBFC1, Cyclin B, Rab-3, Kallikrein 3 (PSA), Adult
7| biological quality | 8| 3| 2| 3| 2 hemoglobin, ERK1/2, 14-3-3
111|111
5/3|5]|3
0/4|0)| 4
6|9|6]|9
.. . E|E| E|E
5 positive regulation sl |-l -| -
of multicellular
3| organismal 4,010 0]|0 Tissue kallikreins, Kallikrein 1, Cyclin B1, LHX1, IRT-1,
8| process 3131232 TIRAP (Mal), Notch, NOTCH1 precursor, Cyclin B
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111111
5/3|5]|3
11414
419(14]|9
1/ E|E| E|E
2 20 -| - -| - Cyclin B1, AL1A1, HBG, IRT-1, HBGA, ERK1 (MAPK3),
3| protein complex 0j|0j0|0]O Cyclin B, Adult hemoglobin, ERK1/2, 14-3-3, RBBP7
9| assembly 03232 (RbAp46)
1]1|11|1
5/3|5]|3
214|2]| 4
419|149
5 requlation of cell EJEVEIE
proliferation T T T
4| involved inheart |1 0| 0] 0|0
0| morphogenesis 813|232 Notch, NOTCH1 precursor
1]1|11|1
5/3|5]|3
214]12)| 4
419(4]|9
E|E|E|E
2 positive regulation ST T T
4| of astrocyte 110/010]0
1| differentiation 8131232 Notch, NOTCH1 precursor
111111
5/3|5]|3
214]12|4
419|149
. E|E|E|E
) negative
requlation of ST T T
2| differentiation 8|1 3|2|3]2 Notch, NOTCH1 precursor
111111
5/3|5]|3
2(4|2]| 4
419|149
E|E|E|E
21 mitotic T T T
4| metaphaseplate [1{ 0[ 00| 0
3| congression 81 3|2|3]|2 Cyclin B1, Cyclin B
negative
2 requlation of 10171711
4| myoblast 8 Notch, NOTCH1 precursor
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4| differentiation 5/3(5]3
214|12)| 4
419(14]|9
E|E|E|E
0|0j0]|O
312|132
111111
5/3|5]|3
214|124
419(14]|9
E|E|E|E
2 S
4| peptidyl-cysteine 0/0j0|0
5| modification 31232 Rab-3B, Rab-3
11111
5/3|5]|3
214|124
419(14]|9
E|E|E|E
2 I
4| histamine 0/040]0
6| transport 312132 14-3-3 zeta/delta, 14-3-3
111111
5/3|5]|3
214]12|4
419(4|9
E|E|E|E
2| venous blood N
4| vessel 0|0j0]|O
7| development 312|132 Notch, NOTCH1 precursor
111111
5/3|5]|3
214|124
419(14|9
E|E|E|E
2 S
4| left/right axis 0/040]0
8| specification 31232 Notch, NOTCH1 precursor
111111
2 . S
4 5 513
9 2 2| 4 Notch, NOTCH1 precursor

anagen
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419149
E|E|E|E
0j0(0|O0
312|132
111111
5(3|5]3
214]12)| 4
419149
E|E|E|E
2| ventricular T T T
5| cardiac muscle 110(0j00
0| cell development |8 3| 2| 3| 2 Cyclin B1, Cyclin B
1111
5(3|5]|3
2(412)| 4
419149
. 1/ E|E| E|E
2| readationof |2 | | 7| -
5 % ption o0/0|0]|O0 Ajuba, LHX1, HBG, HBGA, Notch, DR1, NOTCH1 precursor,
1| DNA-templated 113]2]3] 2 Adult hemoglobin, ZHX3, 14-3-3, RBBP7 (RbAp46)
111111
5(3|5]|3
416| 4|6
511|5]|1
1| E|E| E|E
2 20 -| - -| - Cyclin B1, AL1A1, HBG, IRT-1, HBGA, ERK1 (MAPK3),
5| protein complex o0/0|0]|O0 Cyclin B, Adult hemoglobin, ERK1/2, 14-3-3, RBBP7
2| biogenesis 313232 (RbAp46)
111111
5(3|5]|3
9191919
negative 1212
nucleobase- .
2| containin 3| -| -| -| -| | Ajuba, TIPIN, LHX1, HBG, HBGA, Notch, DR1, NOTCH1
5 compound 9/0|0|0|0O precursor, Adult hemoglobin, ZHX3, 14-3-3, RBBP7
3| metabolic process | 8| 3| 2| 3| 2 (RbAp46)
111111
115353
2| srotein complex | 5] 9] 9[9[ 9| | CyclinBl, AL1AL, HBG, IRT-1, HBGA, ERK1 (MAPK3),
5| subunit 9171 2|72 CKS2, Spinophilin, Cyclin B, Adult hemoglobin, ERK1/2,
4| organization 6| E| E|E|E 14-3-3, RBBP7 (RbAp46)
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oj0|0]|O0
312|132
111|111
5/3|5]|3
9191919
91292
cell . E|E|E|E
) morghog_eneas 6l -1 -] - -
involved in
5| heuron 8/0/0|0]|O0 LHX1, Olfactory receptor, Notch, ERK1 (MAPK3), NOTCH1
5| differentiation 5/312|3]|2 precursor, Rab-3, ERK1/2, 14-3-3
1111
6| 4| 6| 4
2/0(2|0
1717
3| E|E|E|E Ajuba, Tissue kallikreins, Cyclin B1, AL1A1, TIRAP (Mal),
2 requlation of 1) -| -| -1 - Notch, PAP41, ERK1 (MAPK3), NOTCH1 precursor,
5| molecular 3/]0[{0|0]|0O0 NFKBIL1, AO7, CKS2, PLEKHG2, G18, Spinophilin, Cyclin B,
6| function 31312|3|2 Rab-3, Kallikrein 3 (PSA), ERK1/2, 14-3-3
1111
6| 4| 6|4
51252
218|2|8
1/ E|E| E|E
2| requlation of 6| -| -| -| -| |IGHG4,LSTL, IRT-1, TIRAP (Mal), Notch, IGHG1, ERK1
5| immune system ojojo0|0]|0O (MAPK3), NOTCH1 precursor, CD43, NFKBIL1, Adult
7| process 2131232 hemoglobin, ERK1/2, 14-3-3
111|111
6| 4| 6|4
714|174
7/10(7|0
. E|E| E|E
5 | requlation of A N
striated muscle
5| tissue 5/0[{0|0]|0
8| development 71312|3]|2 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
111|111
6| 4| 6| 4
94|94
vasculogenesis 9101910
2 involved in EJE|E|E
5| coronaryvascular | 1| | - | - | -
9| morphogenesis 9/0|,0|0]|0 Notch, NOTCH1 precursor
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312|132
111111
6| 4| 6|4
914,94
90|90
E|E|E|E
2 S
6| keratinocyte 110,010]0
0| proliferation 9131232 Tissue kallikreins, 14-3-3
111111
64| 6|4
914|194
9(0|9]|0
E|E|E|E
2 . S
regulation of
6| endothelial cell 1/040/0|0
1| differentiation 9|13|2|3]2 Notch, NOTCH1 precursor
1]1|11|1
64| 6|4
914|194
9(0|9]|0
E|E|E|E
2| endocardial T T T
6| cushion 1,070[0]0
2| morphogenesis 913|2|3]|2 Notch, NOTCH1 precursor
111111
714|7)| 4
0|40 4
82|82
E|E|E|E
2 positive regulation 31 -1 -] | -
6| of organelle 9|0/ 0|00 Cyclin B1, ERK1 (MAPK3), 14-3-3 zeta/delta, Cyclin B,
3| organization 413|232 ERK1/2, 14-3-3
111111
714|7)| 4
2(4|2]| 4
07|07
E|E|E|E
2 6| -| -| -| -
6| tissue 9/0|10|0]|O0 Ajuba, Tissue kallikreins, AL1A1, LHX1, Notch, NOTCH1
4| morphogenesis 3132|332 precursor, Kallikrein 3 (PSA), DEAF
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111111
714|7)| 4
3/5(/3]|5 Ajuba, Tissue kallikreins, ZNF261, LST1, Cyclin B1, TIPIN,
00|00 AL1A1, LHX1, HBG, IRT-1, HBGA, Rab-11A, Olfactory
5/ E| E|E|E receptor, Notch, Rab-3B, ERK1 (MAPK3), DR1, NOTCH1
2 cellular 4| -| -| -| - precursor, 14-3-3 zeta/delta, CKS2, OBFC1, Spinophilin,
6| component 1/0{0|0]|O0 Cyclin B, Rab-3, Adult hemoglobin, Protrudin, ERK1/2, 14-
5| organization 9(3|2|3|2 3-3, RBBP7 (RbAp46)
1111
714|174
5|/6|5|6
711171
E|E|E|E
2 regulation of LN I B e
6| muscle organ 5/0]0j010
6| development 9(3|2|3|2 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
1111
714|7)| 4
5/6|5|6
711|7]1
E|E|E|E
2 regulation of Ll I e B
6| muscle tissue 5/ 0(0]00
7| development 9131232 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
111111
714|7)| 4
98|98
6| 4| 6| 4
. 1/ E|E| E|E
2 negative P
regulation of RNA
6| piosynthetic 2/0[{0|0]|0 Ajuba, LHX1, HBG, HBGA, Notch, DR1, NOTCH1 precursor,
8| process 63232 Adult hemoglobin, ZHX3, 14-3-3, RBBP7 (RbAp46)
111111
714|7)| 4
9| 8|9 8
714|7)| 4
E|E|E|E
2 1) - -| -| -
6| cardiac ventricle 6/ 0/0|0|O Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
9| development 03232 (PSA)
2| cardiac muscle 111711 1)1
7| cell differentiation | 6 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
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0 1/8(4| 8|4
319(3]|9
913193
E|E|E|E
0|0j0]|O
312|132
111111
8/ 4,84
319(3]|9
913193
E|E|E|E
2 1) -| -| -1 -
7| requlation of 610000
1| exocytosis 1131232 Notch, Rab-3B, NOTCH1 precursor, Rab-3
11111
8/ 4|84
419(14|9
11313
E|E|E|E
2| chordate 8| - - 7| -
7| embryonic 6/0[{0|0]|O0 Cyclin B1, LHX1, Notch, SRB7, NOTCH1 precursor, Cyclin
2| development 8/3[2|3]2 B, Adult hemoglobin, ERK1/2, DEAF
111111
8/ 4|84
419(4]|9
713173
E|E|E|E
2| requlation of T T
7 e_g—m 710000
3| development 5/3]12|3]|2 Notch, NOTCH1 precursor, 14-3-3
111111
8/ 4|84
419(14]|9
713173
E|E|E|E
2 S
7| cell differentiation | 7| 0| 0| 0|0
4| in spinal cord 5/312|3]|2 LHX1, Notch, NOTCH1 precursor
111111
2 70 . . . .
7| axon 0/ 8/4|8)| 4 LHX1, Olfactory receptor, Notch, ERK1 (MAPK3), NOTCH1
5 MIopment 11419|4]9 precursor, Rab-3, ERK1/2, 14-3-3
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8|1 3|83
E|E| E|E
oj0|0]|0
31232
111|111
8| 5| 8|5
8/ 0(8|0
4|5|4]|5
E|E|E|E
2 cardiac vascular T T T
7| smooth muscle 2100010
6| cell differentiation | 0| 3| 2| 3| 2 Notch, NOTCH1 precursor
1111
8|/ 5| 8|5
8/ 0|8|0
4|5|4]|5
5 requlation of cell EJEVEIE
migration involved LT T o
7| in sprouting 2/0/0400
7| angiogenesis 03232 Notch, NOTCH1 precursor
111|111
8|/ 5| 8|5
8/ 0(8|0
4| 5(4]|5
E|E| E| E
2 S I R
response to
8| dipeptide 03232 Notch, NOTCH1 precursor
111|111
8| 5| 8|5
9/0(|9]|0
1({5|1]|5
1/ E|E| E|E
2 , 2 - - -| - Cyclin B1, Notch, Rab-3B, ERK1 (MAPK3), NOTCH1
regulation of ’ ’ ’ ’
7| cellular 3/0/0|0]|0 precursor, 14-3-3 zeta/delta, NFKBIL1, Cyclin B, Rab-3,
9| localization 413|232 ERK1/2, 14-3-3
111|111
. . - Ajuba, TIPIN, LHX1, HBG, IRT-1, HBGA, Gpbp1, TEF-5,
requlation of 4/9|5|9|5 TIRAP (Mal), Olfactory receptor, PTD015, Notch, ERK1
] v r— 6/0/1/0|1 (MAPK3), DR1, SRB7, NOTCH1 precursor, CD43, NFKBILL,
8| piosynthetic 6/3[0|3|0 AO7, OBFC1, Adult hemoglobin, ZHX3, ERK1/2, DEAF, 14-
0| process 1/E|E|E|E 3-3, RBBP7 (RbAp46)
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0j0(0|O0
312132
111111
9(519]|5
111111
31232
E|E|E|E
2| striated muscle s
8| tissue oj0/0|0]|O0 Tissue kallikreins, Cyclin B1, Notch, NOTCH1 precursor,
1| development 313|12|3]2 Cyclin B, Kallikrein 3 (PSA)
1111
9151915
2(112]1
_ 6(2]6]2
negative 1 E|E|E|E
p| fequaton ot i\ || ||| Ajuba, TIPIN, LHXL, HBG, HBGA, Notch, DR1, NOTCH1
8| biosynthetic 3/0/{0|0]|O0 precursor, Adult hemoglobin, ZHX3, 14-3-3, RBBP7
2| process 0] 3[2|3]|2 (RbAp46)
1111
9151915
211]12]1
82|82
E|E|E|E
2 20 - -| -| -
8 7/010|0]|0 Tissue kallikreins, Cyclin B1, Notch, NOTCH1 precursor,
3| regeneration 413|2|3|2 Cyclin B
111111
9151915
311131
701272
E|E|E|E
2 regulation of e
8| anatomical oo0j0|0]|O0 Tissue kallikreins, Rab-11A, Rab-3B, Rab-3, Kallikrein 3
4| structure size 413|232 (PSA), Adult hemoglobin
111111
9(519]|5
411141
5(2|5]|2
2 positive regulation 8|E|E|E|E
8| of protein 70 - -| -| - Ajuba, Cyclin B1, IRT-1, TIRAP (Mal), ERK1 (MAPK3),
5| phosphorylation 5(0/0|]0]|0 CDA43, Cyclin B, ERK1/2, 14-3-3
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312|132
1111
915|915
411141
701272
2| E|E|E|E Cyclin B1, AL1A1, LHX1, IRT-1, TIRAP (Mal), Notch, ERK1
2 cellular response 9( -| -| -| - (MAPK3), NOTCH1 precursor, SULT1E1, NFKBIL1,
8| to chemical 4/0/0|10]0 PLEKHG2, Spinophilin, Cyclin B, Adult hemoglobin,
6| stimulus 5/312|3]|2 Protrudin, RIG-G, ERK1/2, UGDH, 14-3-3
1111
9/5|9]|5
62|62
7012|172
E| E|E|E
2 1 -] -| -] -
8| regulation of 610000
7| chemotaxis 413|12|3]|2 IRT-1, TIRAP (Mal), Notch, NOTCH1 precursor
11111
9/5|9]|5
712|172
5/3|5]|3
E|E|E|E
2 ggnvt;rloo ment 8l -1 - -] -
8 mh or |7/0]0|0]|O Cyclin B1, LHX1, Notch, SRB7, NOTCH1 precursor, Cyclin
8| egq hatching 7132|332 B, Adult hemoglobin, ERK1/2, DEAF
2(112]1
0[5/0|5
04|04
6/0|6|0
E|E|E|E
2 8| -| -| -| -
8| cell projection 7/0(0|0|0 Tissue kallikreins, LHX1, Olfactory receptor, Notch, ERK1
9| morphogenesis 9(3|2|3]|2 (MAPK3), NOTCH1 precursor, Rab-3, ERK1/2, 14-3-3
211)12]1
0[5/0|5
11414
11010
E| E| E|E
2 1 -] -] - -
9| cellular response |6 0] 0100
0] to hypoxia 5(312]|3]2 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
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211121
0| 5]0(5
5(6|5]|6
5(915]|9
E|E| E|E
21 protein A
9 Ir::etmoliqomeriza 61070100
1| tion 63|23 2 HBG, HBGA, Adult hemoglobin, 14-3-3
211121
0| 5]0|5
7177\ 7
8/018|0
E|E| E|E
2 S S
9| requlation of glial | 2] 0] 0] 0|0
2| cell proliferation 1(3|2]3]|2 Notch, NOTCH1 precursor
211121
secretory 0[5]0]|5
columnal luminar 7171717
epithelial cell g8lolsglo
differentiation E|E|E|E
) involved in R
prostate glandular
9| acinus 2/10(0]00
3| development 1{3(2]3]2 Notch, NOTCH1 precursor
211121
0| 5]0(5
7177\ 7
8/018|0
E|E| E|E
2 positive regulation ST T T
9| of MRNA3-end [2|0[ 0] 0|0
4| processing 11{3|12]3]|2 Cyclin B1, Cyclin B
2(112]1
1({5|1|5
0| 80| 8
11212
E|E| E|E
2 cellular response S
9| to decreased 61070100
5| oxygen levels 71312]3]2 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
negative
2| requlation of 1]2]1]2]1 Ajuba, TIPIN, LHX1, HBG, HBGA, Notch, DR1, NOTCH1
9| nitrogen 4 precursor, Adult hemoglobin, ZHX3, 14-3-3, RBBP7
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6| compound 4/ 1|5[1]5 (RbAp46)
metabolic process || 1| 8| 1| 8
51757
E|E|E|E
0j|0|0]|O
312|3]|2
211]2]1
2(6|2]|6
2(6|2]|6
1]1|11|1
E|E|E|E
2 S S R
9| activation of 810101010
7| MAPKK activity 0]3|2|3]|2 ERK1 (MAPK3), ERK1/2, 14-3-3
21121
2(6|2|6
41 6|4|6
118 1|8
E|E|E|E
2 1 -] -] -| -
9| cardiac chamber |7/ 0/ 0| 0| O Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
8| morphogenesis 03232 (PSA)
211]12]1
2(6|2]|6
416|4|6
68| 6|8 Ajuba, TIPIN, LHX1, HBG, HBGA, Gpbp1, TEF-5, TIRAP
. 4| E| E| E|E (Mal), Olfactory receptor, PTD015, Notch, ERK1 (MAPK3),
p| fequationof |41 | | _| -| | DR1,SRB7, NOTCH1 precursor, CD43, NFKBIL1, AO7,
9| biosynthetic 5(0{0|0]|O0 OBFC1, Adult hemoglobin, ZHX3, ERK1/2, DEAF, 14-3-3,
9| process 513232 RBBP7 (RbAp46)
21121
2(6|2|6
8/9|8|9
84| 8| 4
E|E|E|E
3 20 -] -| -] -
0| developmental 810101010
0| maturation 5/312|3]|2 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B, Rab-3
112|121
3 negative 2 :
O| requlation of RNA | 6| 3| 7| 3|7 Ajuba, LHX1, HBG, HBGA, Notch, DR1, NOTCH1 precursor,
1| metabolicprocess | 7| 2| 1| 2| 1 Adult hemoglobin, ZHX3, 14-3-3, RBBP7 (RbAp46)
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6| 7|6]|7

E|E|E|E

0j|0|0]|O

31232

211]2]1

317(13]|7

714|7)| 4

2(4|2]| 4

E|E|E|E
3 regulation of O - | |-
0| organelle 0j0j0|0]O Cyclin B1, Olfactory receptor, ERK1 (MAPK3), 14-3-3
2| organization 113232 zeta/delta, Spinophilin, Cyclin B, Rab-3, ERK1/2, 14-3-3

21121

317|137

8/ 4|8| 4

5/8|5|8

1/ E|E| E|E

3 8| -| -| -| - Ajuba, Rab-11A, SNX1, Olfactory receptor, Notch, Rab-3B,
0| protein 7/0{0]0]|0 ERK1 (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta,
3| localization 8| 31232 NFKBIL1, Rab-3, Protrudin, ERK1/2, 14-3-3

211]12]1

41 7| 4|7

3/8(3|8

8| 2|8]2 Ajuba, TIPIN, LHX1, HBG, IRT-1, HBGA, Gpbp1, TEF-5,

4| E| E| E|E TIRAP (Mal), Olfactory receptor, PTD015, Notch, ERK1

3| requlation of 70 -] -] - - (MAPK3), DR1, SRB7, NOTCH1 precursor, CD43, NFKBIL1,
0| biosynthetic 3/o0(o0]|0|0O AO7, OBFC1, Adult hemoglobin, ZHX3, ERK1/2, DEAF, 14-
4| process 9131232 3-3, RBBP7 (RbAp46)

211]12]1

418|4]|8

9(0|9]|0

31232

E|E|E|E
3 S
0 2/0]0|0]|O0
5| azole transport 31312|3]|2 14-3-3 zeta/delta, 14-3-3

21121

418|4]|8
3 9(0|9]|0
0| mesenchyme 21312132
6| morphogenesis 3| E|E|E]|E Notch, NOTCH1 precursor
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0|0j0]|O
312|132
211]2]1
4|1 8|48
910|190
6| 2|62
E|E|E|E
3 4| - -| - -
0| muscle tissue 2/0[{0|0]|0O0 Tissue kallikreins, Cyclin B1, Notch, NOTCH1 precursor,
7| development 5(/3(2]|3)|2 Cyclin B, Kallikrein 3 (PSA)
211121
4|18 4|8
910|190
82|82
E|E|E|E
3 9| - -| - -
O/ cell part 0j0j0|0]O Tissue kallikreins, LHX1, Olfactory receptor, Notch, ERK1
8| morphogenesis 8(3|2|3]|2 (MAPK3), NOTCH1 precursor, Rab-3, ERK1/2, 14-3-3
211121
5/ 85| 8
1/0(1|0
0|40 4
. 2/ E|E|E|E
3| Deaatlve 1| -] -| -] - Ajuba, Cyclin B1, TIPIN, LHX1, HBG, IRT-1, HBGA, Notch,
requlation of
0| macromolecule o,0j0|0]|O0 DR1, NOTCH1 precursor, Cyclin B, Adult hemoglobin,
9| metabolic process | 3| 3| 2| 3| 2 ZHX3, 14-3-3, RBBP7 (RbAp46)
211]12]1
5/ 85| 8
8/ 5/8|5
713173
1/E|E| E|E
3 6 -| -| -| - Cyclin B1, TIPIN, IRT-1, TIRAP (Mal), Notch, ERK1
1| cellular response |8 0| 0] 0|0 (MAPK3), NOTCH1 precursor, Cyclin B, Adult hemoglobin,
0| to stress 5(03[2]3]|2 ERK1/2, 14-3-3, CapZIP, RBBP7 (RbAp46)
211121
6| 8| 6|8 Ajuba, Tissue kallikreins, ZNF261, LST1, Cyclin B1, TIPIN,
16|16 AL1A1, LHX1, HBG, IRT-1, HBGA, Rab-11A, Olfactory
cellular 5/112|1]|2 receptor, Notch, Rab-3B, ERK1 (MAPK3), DR1, NOTCH1
3 compor yonent 5|E|E|E|E precursor, 14-3-3 zeta/delta, CKS2, OBFC1, Spinophilin,
1| organization or 5/ - -] -1 - Cyclin B, Rab-3, Adult hemoglobin, Protrudin, ERK1/2, 14-
1| biogenesis 7 00| 0 3-3, RBBP7 (RbAp46)
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312|132
211]2]1
6| 86| 8
1/6|1|6
51252
E|E|E|E
3| in utero B
1| embryonic 7/0(0]0]|0 Cyclin B1, Notch, SRB7, NOTCH1 precursor, Cyclin B,
2| development 9131232 Adult hemoglobin, ERK1/2
211]2]1
6| 8| 6|8
3/6|3|6
5/ 5|5]|5
2| E| E|E|E Tissue kallikreins, Kallikrein 1, Cyclin B1, LHX1, IRT-1,
3 5] - -] -1 - TIRAP (Mal), Olfactory receptor, Notch, ERK1 (MAPK3),
1| response to 5(0/0|0|0 NOTCH1 precursor, CD43, NFKBIL1, Spinophilin, Cyclin B,
3| external stimulus [ 9| 3| 2| 3| 2 RIG-G, ERK1/2, 14-3-3
211121
6| 86|38
41 6|4|6
0|5(0]|5
E|E|E|E
3 N
1| kidney epithelium 8| 0| 0 0} 0
4| development 5/312|3]|2 LHX1, Notch, NOTCH1 precursor
211]12]1
6| 86| 8
4, 6|4|6 Tissue kallikreins, Kallikrein 1, Cyclin B1, AL1A1, LHX1,
5/5|5]|5 IRT-1, TIRAP (Mal), Olfactory receptor, Notch, ERK1
5/ E|E| E|E (MAPK3), CALCOCO2, NOTCH1 precursor, SULT1E1, CD43,
3 20 - -| -| - 14-3-3 zeta/delta, NFKBIL1, MTL5, OR10G3, PLEKHG?2,
1| response to 90|01 0|0O0 Annexin XI, Spinophilin, Cyclin B, Adult hemoglobin,
5| chemical 3/13]12|3]|2 Protrudin, RIG-G, ERK1/2, UGDH, 14-3-3
211121
6| 8| 6|8
6| 7|6]|7
5/3|5]|3
1/E|E| E|E
3| requlation of o -| -| -| - Ajuba, Tissue kallikreins, Cyclin B1, TIRAP (Mal), ERK1
1 t_g—ransferase 9/ 0|/0|0]|O (MAPK3), CKS2, Cyclin B, Kallikrein 3 (PSA), ERK1/2, 14-3-
6| activity 913|2|3|2 3
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211]2]1
71878
1,717
4|1 8|48
E|E|E|E
cellular response
3| to follicle- NN
1 stimulating 2/10(0(00
7| hormone stimulus | 4| 3| 2| 3| 2 Notch, NOTCH1 precursor
211121
71878
117|117
4|18 4|8
E|E|E|E
3 apoptotic process T T T
1| involved in 210(0(00
8| morphogenesis 4131 2|3|2 Notch, NOTCH1 precursor
211121
71878
1,717
4|1 8|48
E|E|E|E
3| cardiac right ST T T
1 W_ 2/0]0|0]|O0
9| morphogenesis 4(1312|3|2 Notch, NOTCH1 precursor
211]2]1
71878
1,717
4|18 4|8
E|E|E|E
3 S
2| cellular response |2 00100
0| to ammoniumion |4] 3| 2| 3| 2 IRT-1, Spinophilin
211121
71878
1,717
41848
E|E|E|E
3| regulation of T T T
2| mRNAS-end | 2|0|0[0]0
1| processing 413|12|3]|2 Cyclin B1, Cyclin B
3| endoderm 81211121
2| development 6 LHX1, Notch, NOTCH1 precursor
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2 718 7] 8
2(18|2)|8
9(019]0
E|E|E|E
0j0(0|O0
31232
211]2]1
718|7]| 8
3/813]|8
41,0140
E|E|E|E
3| DNA-templated | 2| | 7| 7| -
2| transcription, 910101010
3| initiation 7131232 TEF-5, Notch, ERK1 (MAPK3), NOTCH1 precursor, ERK1/2
2(112]1
71917]9
710(7]0
_ 40141
negative 1 E|E|E|E
3 igi]hljlli;trlﬂ 4|\ - -| -1 - Ajuba, TIPIN, LHX1, HBG, HBGA, Notch, DR1, NOTCH1
2| biosynthetic 9/0|0|0|O0 precursor, Adult hemoglobin, ZHX3, 14-3-3, RBBP7
4| process 413]|2|3]|2 (RbAp46)
211]12]1
819|18|9
112112
111111
E|E|E|E
3 requlation of e
2| chromosome g8/ 0j0j0]0O
5| organization 1131232 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2
2(112]1
819|8|9
6|5|6]|5
701272
E|E|E|E
3 1 -] -1 - -
2| cellular response |8 00100
6| to oxygen levels 2131232 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
2(112]1
3 cellular response 7 :
2| to growth factor 5/819|8|9 LHX1, Notch, ERK1 (MAPK3), NOTCH1 precursor,
7| stimulus 3175|175 PLEKHG2, Protrudin, ERK1/2, 14-3-3
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82|82
E|E|E|E
0j0(0|O0
312132
211]2]1
919199
3(/513]5
02|02
E|E|E|E
3 regulation of i
2| vesicle-mediated | 3|/ 0] 0| 0] 0 Notch, Rab-3B, ERK1 (MAPK3), NOTCH1 precursor, Rab-3,
8| transport 91 3|2|3]|2 ERK1/2
211121
9191919
4151 4|5
4121 4|2
E|E|E|E
3 I S N
2| metaphaseplate | 2| 00} 0] 0
9| congression 5/3|2|3]|2 Cyclin B1, Cyclin B
211]12]1
919199
4,51 4|5
41 2|4\ 2
E|E|E|E
3| requlation of ST T T
3| bloodvolume by | 2| 0| 0| 0] 0
0| renin-angiotensin | 5| 3| 2| 3| 2 Tissue kallikreins, Kallikrein 3 (PSA)
211]12]1
919199
415145
4121 4|2
. E|E|E|E
3 ;egnljalattilgn of ]
3| transmission 20,0400
1| dopaminergic 5/3(12]|3)|2 Rab-3B, Rab-3
2(112]1
%nalinq 919199
3 pathway involved 41514]5
3| in heart 2141242
2| development 5/E|E|E|E Notch, NOTCH1 precursor
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0j0(0|O0
312|132
211121
919199
4151 4|5
4121 4] 2
E|E| E|E
3 S S
3| response to 2/0/0400
3| insecticide 5/ 32| 3| 2] 2] CyclinB1, CyclinB
211121
9191919
4151 4|5
4121 4|2
E|E| E|E
3 positive regulation T T T
3| of histone 210(0(00
4| acetylation 5/ 3|2]| 3| 2| 2| ERK1(MAPK3), ERK1/2
211121
919199
415145
4121 4] 2
E|E| E| E
3| cardiac epithelial ST T T
3| to mesenchymal 2/10(0]00
5] transition 5|/ 3| 2| 3| 2| 2| Notch, NOTCH1 precursor
211121
919199
5/5|5|5
71575
1/ E|E| E|E
3 1 -1 -] -| -
3| cell 1/ 0| 0| 0| O] 1| Tissue kallikreins, LST1, LHX1, Olfactory receptor, Notch,
6| morphogenesis 5/ 3| 2| 3| 2|0 ERK1(MAPK3), NOTCH1 precursor, Rab-3, ERK1/2, 14-3-3
311131
0/9]0|9
] 219]12]9 Ajuba, TIPIN, LHX1, HBG, HBGA, Gpbp1, TEF-5, TIRAP
%ﬂgﬁ'ﬂ 4 8|5|8|5 (Mal), Olfactory receptor, PTD015, Notch, ERK1 (MAPK3),
3 macromolecule 2| E|E| E|E DR1, SRB7, NOTCH1 precursor, NFKBIL1, AO7, OBFC1,
3| biosvnthetic ynthetic 9| -| -| -| -2 | Adult hemoglobin, ZHX3, ERK1/2, DEAF, 14-3-3, RBBP7
7| process 2/ 0| 0| 0| 0|4] (RbAp46)
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312|132
312|132
0j0(0|O0
81 2| 8| 2 Ajuba, Cyclin B1, TIPIN, LHX1, HBG, IRT-1, HBGA, Gpbpl,
4, 64| 6 SNX1, TEF-5, TIRAP (Mal), Olfactory receptor, PTD015,
6| E|E|E|E Notch, ERK1 (MAPK3), DR1, SRB7, NOTCH1 precursor,
3| requlation of 1] -| -| -| -| | CD43, NFKBIL1, AO7, CKS2, OBFCL, Spinophilin, Cyclin B,
3| macromolecule | 6] 0] 0] 0|0 Adult hemoglobin, ZHX3, ERK1/2, DEAF, 14-3-3, RBBP7
8| metabolic process | 3| 3| 2| 3| 2 (RbAp46)
312|132
1010
3{(3(13]3
84| 8| 4
lati ¢ 2| E| E| E| E Tissue kallikreins, Kallikrein 1, Cyclin B1, LHX1, IRT-1, Rab-
3| ruicelar 8| -| -| -| -| |11A TIRAP (Mal), Notch, Thioredoxin-like 2, NOTCH1
3| organismal 3/0/0|0]|O0 precursor, CD43, NFKBIL1, Cyclin B, Kallikrein 3 (PSA),
9| process 3132|132 Adult hemoglobin, ZHX3, DEAF, 14-3-3
312132
1010
8(3|8|3
314|3|4
E|E| E| E
3 S S A
4| requlation of heart | 2| 0| 0] 0| O
0| morphogenesis 6| 3]2|3]|2 Notch, NOTCH1 precursor
312|132
110110
83|83
3(4(13]| 4
E|E| E|E
3 glomerulus T T T
4| vasculature 2100100
1| development 63232 Notch, NOTCH1 precursor
312132
2(0(12]0
3{(3(3]3
3(14(13]| 4
E|E| E|E
3 TIRAP-dependent N
4| toll-like receptor 0/0j0f0
2| signaling pathway | 1| 3| 2| 3| 2 TIRAP (Mal)
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312|132
210]2|0
313/3]3
314|3|4
E|E| E|E
3 S Y I
4| oviduct epithelium 00700
3| development 31232 LHX1
312|132
210]2|0
313/13]3
314|3|4
E|E| E|E
3| TIRAP-dependent e
4| toll-like receptor 4 0/040]0
4| signaling pathway 312|3]|2 TIRAP (Mal)
312|132
210|120
313/13]3
314|3|4
E|E| E| E
3| requlation of T T T
4| interleukin 15 0lo|o]o
5| production 312|132 TIRAP (Mal)
312|132
210]2|0
313/3]3
314|3)| 4
. . E|E| E|E
3 positive regulation ]
of chemokine (C-
4| X-C motif) ligand 0/040]0
6| 1 production 31232 TIRAP (Mal)
312|132
210]2|0
313/3]3
314|3)|4
E|E| E|E
3 S R I
4| uterine epithelium 0/040]0
7| development 31232 LHX1
positive requlation
3 of muscle 312|132
4| hyperplasia IRT-1
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8 210120
31333
314|134
E| E| E|E
0/0|{0|O
312(3]|2
312(3]|2
210120
313|133
314|134

. E| E| E|E

3 regulathn of ]

chemokine (C-X-

4| C motif) ligand 1 0/0j0]0

9| production 312|132 TIRAP (Mal)
312(3]|2
210120
31333
314|134
E| E| E|E

3 S

5| horizontal cell 0/0j0f0

0| localization 312|132 LHX1
312(3]|2
210120
31333
314|134
E| E| E|E

3 S I

5| nephric duct 0,040|0

1| elongation 312|132 LHX1
31232
210120
31333
314|134
E| E| E|E

3 positive regulation T T T

5| of interleukin-15 0j040|0

2| production 31232 TIRAP (Mal)
31232

3 . .

5| thymocyte 210120

3| aggregation 31333 CD43
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314,3|4
E|E|E|E
0|0j0]|O
31232
312|132
3/013|0
5/9(5]|9
0/3(0]3
E|E| E|E
3 71 - -| -| -
5 7/0/0|0]|0 Cyclin B1, TIPIN, Rab-11A, Notch, NOTCH1 precursor,
4| cell division 21312|3|2 CKS2, Annexin XI, Cyclin B
312|132
410(4]0
0/9(0]|9
5/3|5]|3
E|E|E|E
3| regulation of ST T T
> mrsor 91010j00
5] cell proliferation 3131232 LHX1, Notch, NOTCH1 precursor
312|132
4/10(4|0
0/9(0]|9
913193
E|E|E|E
3 1) - -] -| -
5| cardiocyte 91010j00
6| differentiation 113232 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
312|132
4/10(4|0
319(3]|9
0/3(0]3
E|E|E|E
3 ma§t cgll R
activation
5| involved in 20,0400
7| immuneresponse | 7| 3| 2| 3] 2 14-3-3 zeta/delta, 14-3-3
312|132
4/10(4|0
3| kidney 3191319
5| vasculature 2/013/0/3
8| development 7/ E| E|E|E Notch, NOTCH1 precursor
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0|0j0]|O
312|132
31232
4/10(4]|0
319(3]|9
0/3(0]3
E|E|E|E
3 positive regulation R
5| of peptidyl-lysine 0/040]0
9| acetylation 312|132 ERK1 (MAPK3), ERK1/2
31232
4/10(4|0
31/9(3]|9
0/3(0]|3
E|E|E|E
3 S
6| mast cell 0/0j0|0
0| degranulation 31232 14-3-3 zeta/delta, 14-3-3
312|132
4/10(4|0
319(3]|9
0/3(0]3
E|E|E|E
3 N
6| epithelial cell fate 0/040]0
1| commitment 31232 Notch, NOTCH1 precursor
312|132
4/10(4|0
319(3]|9
03|03
E|E|E|E
3 renal system B
6| vasculature o[o]o|o0
2| development 312|132 Notch, NOTCH1 precursor
31232
4/0(4|0
3/9(3]|9
positive regulation 013013
3 of E|E|E|E
6| neurotransmitter I R
3| transport oj0|0]|O0 Rab-3B, Rab-3
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312|132
31232
4/10(4]|0
31913]9
03|03
E|E| E|E
3 - - - -
6| hair follicle 2100010
4| maturation 7131232 Notch, NOTCH1 precursor
312|132
A I Tissue kallikreins, IGHG4, Kallikrein 1, Cyclin B1, TIPIN,
4|10|14]|0 AL1A1, LHX1, IRT-1, Rab-11A, TEF-5, TIRAP (Mal),
419149 Olfactory receptor, Notch, Rab-3B, IGHG1, ERK1
6| 6| 6|6 (MAPK3), NOTCH1 precursor, SULT1E1, CD43, 14-3-3
7/ E|E| E|E zeta/delta, NFKBIL1, CKS2, OR10G3, PLEKHG2,
3 6| -| -| -| - Spinophilin, Cyclin B, Rab-3, Kallikrein 3 (PSA), Adult
6| cellular response | 2| 0] 0| 0| O hemoglobin, Protrudin, RIG-G, ERK1/2, UGDH, 14-3-3,
5] to stimulus 81 3|12|3]|2 CapZIP, RBBP7 (RbAp46)
31232
4|,0|14]|0
5/9|5|9
4| 6|4|6
1/ E|E| E|E
3 71 - -| -| - Tissue kallikreins, Cyclin B1, AL1A1, LHX1, TEF-5,
6 4,010|0]|0 Olfactory receptor, Notch, NOTCH1 precursor, SULT1E1,
6| reproduction 213]12|3|2 CKS2, MTLS5, Cyclin B, DEAF
312|132
411141
8| 1]/8]1 Ajuba, IGHG4, Cyclin B1, LHX1, HBG, IRT-1, HBGA, Rab-
711171 11A, SNX1, TIP47, Olfactory receptor, Notch, Rab-3B,
5| E|E|E|E IGHG1, ERK1 (MAPK3), NOTCH1 precursor, CD43, 14-3-3
3 30 - - -| - zeta/delta, NFKBIL1, OATP-C, Annexin XI, Spinophilin,
6 8/ 0|0|0|O Cyclin B, Rab-3, Adult hemoglobin, Protrudin, ERK1/2, 14-
7| localization 8131232 3-3
312|132
51151
111|111
0|7|0]|7
E|E| E|E
3 - - - -
6/ toll-like receptor5 | 9| 0| 0] 0| 0
8| signaling pathway | 4| 3| 2| 3| 2 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
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312|132
5/1|5]|1
111111
717|177
negative LIE|EJE]E
3 ; 5/ -] - -| - Ajuba, TIPIN, LHX1, HBG, HBGA, Notch, DR1, NOTCH1
requlation of
6| piosynthetic 3/0[{0|0]|0 precursor, Adult hemoglobin, ZHX3, 14-3-3, RBBP7
9| process 813|232 (RbAp46)
31232
61|61
0|5|0|5
317|137
E|E|E|E
3 1) - -| -| -
7| cardiac chamber |91 0| 0| 0| O Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
0| development 413|2|3|2 (PSA)
31232
6| 1|6|1
05|05
317(13]|7
E|E|E|E
3 1) - -] -| -
7| muscle cell 9/0j0]00
1| development 41312312 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
312|132
6| 1|6|1
1/6|1|6
7/0(7]|0
E|E|E|E
3 6| -| -| -| -
7| immune effector |1/ 0| 0] 0|0 IGHG4, IGHG1, ERK1 (MAPK3), 14-3-3 zeta/delta, RIG-G,
2| process 413|232 ERK1/2, 14-3-3
31232
61|61
716|7|6
0| 6|0]|6
. E|E|E|E
3| requlation of gl -1 | -
anatomical
7| structure 6/0[{0|0]|0 Tissue kallikreins, ZNF261, LST1, LHX1, Rab-11A, Notch,
3| morphogenesis 21 312|3|2 NOTCH1 precursor, Kallikrein 3 (PSA), 14-3-3
3| requlation of cell 6|13]2|3]|2 Cyclin B1, TIPIN, IRT-1, Olfactory receptor, Spinophilin,
7| cycle process 1 Cyclin B, 14-3-3
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4 6/ 6|1 6|1
8/ 6| 8|6
21 6|2|6
E|E| E|E
0j0(0|O0
312|132
312|132
6(1|6]|1
8/ 6| 8|6
6| 6| 6|6
production of ElEl EIlE
3 molgcular ]
mediator involved
7| ininflammatory [2| 0 0] 0] 0
5| response 8(3|2|3]|2 14-3-3 zeta/delta, 14-3-3
312132
6(1|6]|1
8/ 6| 8|6
6| 6| 6|6
E|E| E|E
3 apoptotic process ST T T
7| involved in 210(0(00
6| development 8131232 Notch, NOTCH1 precursor
312|132
6]1|6]|1
8/ 6| 8|6
66| 6|6
E|E| E| E
3 S S N
7| response to 210701010
7| stilbenoid 813|232 Adult hemoglobin, RIG-G
312132
6(1|6]|1
8/ 6| 8|6
6| 6|6]|6
E|E| E|E
3 positive regulation T T T
7| of protein 2100010
8| acetylation 813|232 ERK1 (MAPK3), ERK1/2
113]2] 3|2
3 51 . Ajuba, Cyclin B1, TIPIN, IRT-1, Notch, ERK1 (MAPK3),
7| response to 5172|712 NOTCH1 precursor, Cyclin B, Rab-3, ERK1/2, CapZIP,
9| abiotic stimulus 160 6|0 RBBP7 (RbAp46)
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6| 7| 6|7
E|E|E|E
0j0(0|O0
312|132
312|132
91 2|9 2
517|5]|7
11414
E|E|E|E
3 S S
8| Notch receptor 0/0j0|0
0| processing 31232 Notch, NOTCH1 precursor
312132
9129 2
517|5]|7
11414
E|E|E|E
3 S I
8 0j0(0|O0
1| hippo signaling 312|132 TEF-5, 14-3-3
312|132
912|9]| 2
517|5]|7
11414
E|E|E|E
3 positive regulation ST T T
8| of neuroblast 0/040]0
2| proliferation 31232 Notch, NOTCH1 precursor
312|132
9129 2
517|5]|7
11414
E|E|E|E
3 negative T T T
8 regulation of 0|j0|0|O
3| exocytosis 31232 Notch, NOTCH1 precursor
312132
negative 912192
3 regulation of 51 715]7
8| microtubule 114]1]4
4| depolymerization E|E|E|E Cyclin B1, Cyclin B
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oj0|0]|O0
312|132
31232
91292
5/7|5]|7
114|114
E|E| E|E
3 mast cell T T T
8| mediated 2100100
5| immunity 9(3|2|3]|2 14-3-3 zeta/delta, 14-3-3
31232
912|192
51757
1(4(1| 4
E|E| E|E
3 S I R
8 2/0[{0|0]|0
6| oocyte maturation | 9| 3| 2| 3| 2 Cyclin B1, Cyclin B
31232
92|92
6| 7|6]|7
314|3]|4
E|E| E| E
3 3] - -| -] -
8| Fc receptor 2/10(0]00
7| signaling pathway | 4| 3| 2| 3| 2 IGHG4, IGHG1, ERK1 (MAPK3), ERK1/2, 14-3-3
312|132
912|192
9| 8|9 8
51757
1/ E|E| E|E
3 positive regulation L e e
8| of developmental | 6] 0| 0| 0] 0 Cyclin B1, LHX1, Rab-11A, PTDO15, Notch, NOTCH1
8| process 3131232 precursor, Cyclin B, Adult hemoglobin, ZHX3, 14-3-3
412|142
0|2|0] 2
18138
6| 7| 6|7
3 2| E|E| E|E
8| G2/M transitionof [O] - | - | -| -
9| mitotic cell cycle 0(0j0|0|O Ajuba, Cyclin B1, Cyclin B, 14-3-3
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31232
41 2| 4| 2
02|02
118 1|8
6|7|6]|7
E|E|E|E
3 20 -] -| -| -
9| cell cycle G2/M 0/070j00
0| phase transition 03232 Ajuba, Cyclin B1, Cyclin B, 14-3-3
4124\ 2
0|20 2
6|9|6|9
0|5(0]|5
E|E|E|E
31 toll-like receptor N
9| TLR6:TLR2 9|0j0j0]0
1| signaling pathway | 9| 3| 2| 3| 2 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
412142
0|20 2
6|9|6|9
0|5(0]|5
E|E|E|E
3 toll-like receptor N
9| TLRL.TLR2 910101010
2| signaling pathway | 9| 3| 2| 3| 2 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
41 2|4\ 2
02|02
6|9|6]|9
215|2]|5
E|E|E|E
3 70 -1 - -| -
9| response to 9|0/ 0|00 LHX1, Notch, ERK1 (MAPK3), NOTCH1 precursor,
3| growth factor 71312|3]|2 PLEKHG2, Protrudin, ERK1/2, 14-3-3
412142
11313
71272
11313
1/E|E| E|E
3| response to 3] - - - - Cyclin B1, ALAL, IRT-1, Notch, ERK1 (MAPK3), NOTCH1
9 organic cyclic 6/0[{0|0]|O0 precursor, Spinophilin, Cyclin B, Adult hemoglobin, RIG-G,
4| compound 71312|3]|2 ERK1/2
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41 2| 4| 2
213|123
112112
713|173
1/ E|E| E|E
3 3] - -| -] -
9 embryo 6/0(0|0]|O0 Cyclin B1, AL1A1, LHX1, Notch, SRB7, NOTCH1 precursor,
5| development 9(3|2|3|2 Cyclin B, Adult hemoglobin, ERK1/2, UGDH, DEAF
412142
213123
21222
5/3|5]|3
. E|E|E|E
3 ?ee lig\t/iﬁn of T T T
o| swatedmuscle | 3| 0| 0] 0] 0
6| cell differentiation |0| 3| 2| 3| 2 Notch, NOTCH1 precursor
412142
213|123
212|122
5/3|5]|3
E|E|E|E
3 positive regulation ST T T
9| of mRNA 3/0(0]00
7| processing 0[3[2|3]|2 Cyclin B1, Cyclin B
41 2|4\ 2
213|123
212|122
5/3|5]|3
JAK-STAT E|E|E|E
3 ::nas?gv?/tehmvolved L]
9| hormone 3100100
8| signaling pathway [ 0| 3| 2| 3| 2 ERK1 (MAPK3), ERK1/2
412142
213123
21222
5/3|5]|3
E|E|E|E
3 S
9| heart valve 3100010
9| morphogenesis 0/3]12|3]2 Notch, NOTCH1 precursor
response to
4| follicle-stimulating | 3| 4| 2| 4| 2
0| hormone 0 Notch, NOTCH1 precursor
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0 213123
212|122
5/3|5]|3
E|E|E|E
0j|0|0]|O
312|132
41 2| 4| 2
21323
21222
5/3|5]|3
E|E|E|E
4| vascular smooth T T T
0 muscle cell 0|j0|0|O0
1| differentiation 312|332 Notch, NOTCH1 precursor
412|142
213123
21222
5/3|5]|3
E|E|E|E
4 I
0| |eft/right pattern 0j0j0f0
2| formation 312132 Notch, NOTCH1 precursor
41 2|4\ 2
213123
212|122
5/3|5]|3
E|E|E|E
4| establishment of N
0| chromosome 0|0|0]|O
3| localization 31232 Cyclin B1, Cyclin B
412|142
21323
21222
5/3|5]|3
E|E|E|E
4 I
0| histone 00100
4| phosphorylation 312|132 Cyclin B1, Cyclin B
412|142
4
0| positive requlation 213123 Ajuba, Tissue kallikreins, TIRAP (Mal), ERK1 (MAPK3),
5| of kinase activity 312132 Kallikrein 3 (PSA), ERK1/2, 14-3-3
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5/3|5]|3
E|E|E|E
0|0j0]|O
31232
41 2| 4| 2
213123
914,94
413(4]|3
E|E| E|E
4 1 -] -] -] -
0| toll-like receptor2 [0 0| 0] 0] 0
6| signaling pathway [ 1| 3| 2| 3| 2 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
412142
213123
914|194
413(4]|3
E|E|E|E
4 1 -1 -] -| -
0| cellular response | 0| 0 0] 0|0
7] to interleukin-1 113]2]3] 2 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
41 2|4\ 2
41 4|4\ 4
5/1|5]|1
8| 7|8]|7
E|E|E|E
4 6 -| -| -| -
0| positive requlation | 3| 0| 0| 0| O Tissue kallikreins, Kallikrein 1, AL1A1, Notch, NOTCH1
8| of cell death 813|232 precursor, PLEKHG2, Adult hemoglobin
41 2|4\ 2
4| 4| 4|4
6| 1|6|1
1,717
regulation of LWEJE|ENE
4 rotein 5/ -] - -| - Ajuba, Cyclin B1, IRT-1, TIRAP (Mal), ERK1 (MAPK3),
0| modification 8/0|0|0|0O CDA43, CKS2, Spinophilin, Cyclin B, Adult hemoglobin,
9| process 413|232 ERK1/2, 14-3-3
412142
1141 4|4)| 4
4 7161 1|6]1 Tissue kallikreins, LST1, LHX1, Rab-11A, Olfactory
1| generation of 913|7|3|7 receptor, Notch, ERK1 (MAPK3), NOTCH1 precursor,
0| neurons 5|E|E|E|E Spinophilin, Rab-3, Protrudin, ERK1/2, 14-3-3
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0|0j0]|O

312|132

41 2| 4| 2

41 4| 4|4

71272

910|190

1/ E|E| E|E

4 3] - -| -] - Rab-11A, SNX1, Olfactory receptor, Notch, Rab-3B, ERK1
1 8/, 0(0|0]|O (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta, Rab-3,
1| proteintransport | 0| 3| 2| 3| 2 ERK1/2, 14-3-3

412142

5/4|5]| 4

0|20 2

719179

E|E|E|E
4 negative T T T
1| requistion ot~ | 3| 0| 000
2| anoikis 113]2] 3|2 Notch, NOTCH1 precursor

412142

5/4|5]| 4

6| 5(6]|5

2/012|0

E|E|E|E
4 3 - -| -| -
1 requlation of 31]0({0|0]|O0 Tissue kallikreins, AL1A1, SULT1E1, 14-3-3 zeta/delta, 14-
3| hormone levels 5/312|3]|2 3-3

41 2|4\ 2

5/4|5]| 4

715|7]|5

7/017]0

E|E|E|E
4 al -| -| -| -
1| requlation of cell 8/0|0|0|O ZNF261, LST1, Rab-11A, Notch, NOTCH1 precursor, 14-3-
4| morphogenesis 113]2]3]|2 3

412142

514|5|4

715|7]|5

7/017]0
4 4| E| E|E|E
1 ﬁ%harid 8| -| -| -| - TIRAP (Mal), Notch, ERK1 (MAPK3), NOTCH1 precursor,
5|e 1{0|/0|0|O NFKBIL1, ERK1/2
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312|132
41 2| 4| 2
6| 4| 6|4
719179
717|177
E|E|E|E
4 regulation of 8| - - 7| -
1| response to 1{0|0|0|O Tissue kallikreins, Kallikrein 1, IRT-1, TIRAP (Mal), Notch,
6| external stimulus |6 3| 2| 3| 2 NOTCH1 precursor, CD43, NFKBIL1
4124\ 2
715|7]|5
6|1|6]|1
419|419
E|E|E|E
4 regulation of I
1| cellular response |8 0| 0] 0|0 Ajuba, Tissue kallikreins, TIRAP (Mal), ERK1 (MAPK3),
7| to stress 5/312|3]|2 Adult hemoglobin, ERK1/2
412|142
715|7]|5
911|191
71917]9
E|E|E|E
4 prostate glandular ST T T
1] acinus 3100700
8| development 2131232 Notch, NOTCH1 precursor
41 2|4\ 2
715|7]|5
911|191
7191719
. E|E|E|E
4 regulatlon_of_ L]
hematopoietic
1 progenitor cell 3100700
9| differentiation 2|1 3|12|3]|2 Notch, NOTCH1 precursor
412|142
715|7]|5
911|191
7191719
E|E|E|E
4| endocardial T T T
2| cushion 3/0[{0|0]|0O0
0| development 213(2]3)|2 Notch, NOTCH1 precursor
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412114 2
715|7]|5
911|191
719179
E|E| E|E
4| negative ST T T
2 mn ofglial |30 0|00
1| cell differentiation | 2| 3| 2| 3| 2 Notch, NOTCH1 precursor
41242
715|175
91|91
719179
E|E| E|E
4 S I
2| heart valve 3100010
2| development 2132|132 Notch, NOTCH1 precursor
412142
715|7]|5
911|191
71917]9
E|E| E| E
4 I
2| heart trabecula 3/0,0/00
3| morphogenesis 2131232 Notch, NOTCH1 precursor
4121 4] 2
9| 595
11717
5/5|5|5
E|E| E|E
4 neurotrophin TRK = e e
2| receptor signaling |4 0000
4| pathway 1132|332 ERK1 (MAPK3), PLEKHG2, Protrudin, ERK1/2, 14-3-3
41242
9| 595
3/8/3|38
g8l o|8|0 Ajuba, LHX1, HBG, HBGA, Gpbp1, TEF-5, TIRAP (Mal),
3| E|E|E|E Olfactory receptor, PTD015, Notch, ERK1 (MAPK3), DR1,
4 requlation of 9| -| -| -| - SRB7, NOTCH1 precursor, NFKBIL1, AO7, Adult
2| transcription 3]0(0|0|O0 hemoglobin, ZHX3, ERK1/2, DEAF, 14-3-3, RBBP7
5| DNA-templated 813|232 (RbAp46)
macromolecular
4| complex subunit 1{5|2|5]|2 Cyclin B1, AL1A1, HBG, IRT-1, HBGA, ERK1 (MAPK3),
2| organization 8 CKS2, Spinophilin, Cyclin B, Adult hemoglobin, ERK1/2,
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6 2/0/6|0|6 14-3-3, RBBP7 (RbAp46)
3/ 8|4|8)| 4
5|/5|5]|5
E|E|E|E
oj0|0]|0
312|132
51252
0/6|0]|6
9|14|9)| 4
6|5| 6|5
E|E|E|E
4 cytoplasmic T T T
2| Sequsteringof | 3| 0| 0] 0] 0
7| protein 3/13]12|3]|2 NFKBIL1, 14-3-3
5|12 5] 2
0/6|0]|6
9|1 4|9)| 4
6| 5| 6|5
E|E|E|E
4 I
2| chromosome 3/0(0]00
8| localization 31 3|2|3]|2 Cyclin B1, Cyclin B
51252
1/6|1|6
11414
5|/ 85| 8
2| E| E| E| E Tissue kallikreins, Cyclin B1, TEF-5, TIRAP (Mal), Olfactory
4 9| -| -| -| - receptor, Notch, ERK1 (MAPK3), CALCOCO2, NOTCH1
2 multi-organism 6/0({0|0]|O0 precursor, SULT1E1, CD43, NFKBIL1, MTL5, Cyclin B, RIG-
9| process 4(312|3]|2 G, ERK1/2, DEAF, 14-3-3
5|12|5]| 2
1616
717|177
211|121
1/E|E| E|E
4 positive regulation Of -| -| -| -
3| of 1/0/0|0]|o0 Ajuba, Cyclin B1, IRT-1, TIRAP (Mal), ERK1 (MAPK3),
0| phosphorylation | 4| 3] 2] 3] 2 CDA43, Cyclin B, ERK1/2, 14-3-3
5|12|5]| 2
4 3 .
3| neurotrophin 41216]2|6
1| signaling pathway | 6| 2| 9] 2| 9 ERK1 (MAPK3), PLEKHG2, Protrudin, ERK1/2, 14-3-3



http://portal.genego.com/cgi/process.cgi?id=-876688813
http://portal.genego.com/cgi/process.cgi?id=-876688813
http://portal.genego.com/cgi/process.cgi?id=-876688813
http://portal.genego.com/cgi/process.cgi?id=-1551658060
http://portal.genego.com/cgi/process.cgi?id=-1551658060
http://portal.genego.com/cgi/process.cgi?id=-1782524772
http://portal.genego.com/cgi/process.cgi?id=-1782524772
http://portal.genego.com/cgi/process.cgi?id=-2024645839
http://portal.genego.com/cgi/process.cgi?id=-2024645839
http://portal.genego.com/cgi/process.cgi?id=-2024645839
http://portal.genego.com/cgi/process.cgi?id=-408763422
http://portal.genego.com/cgi/process.cgi?id=-408763422

412114 2
E|E| E|E
0|0j0]|O
31232
51252
217127
5/0|5|0
62|62
1| E|E|E|E
4 6| -| -| -| - Tissue kallikreins, Cyclin B1, AL1A1, LHX1, TEF-5,
3| reproductive 110[{0]0]0 Olfactory receptor, Notch, NOTCH1 precursor, SULT1E1,
2| process 71 312|332 MTLS5, Cyclin B, DEAF
51252
3173]|7
0|1(0]|1
41848
1| E|E| E|E
4| cellular 21 -1 - - -
3| component 1{0|/0|0|O Tissue kallikreins, LST1, LHX1, Olfactory receptor, Notch,
3| morphogenesis 113]2]3] 2 ERK1 (MAPK3), NOTCH1 precursor, Rab-3, ERK1/2, 14-3-3
51252
317(13]|7
111|111
1,818
. E|E| E| E
4| [qulation of N
acute
3| inflammatory 0j|0j0|0]|O
4| response 9(32|3]|2 Tissue kallikreins, Kallikrein 1, CD43
51252
317(3]|7
21121
4|1 8|48
cell EIEJE|E
4 morphogenesis 8l -1 - -] -
3| involved in 3/]0[{0|0]|0O0 LHX1, Olfactory receptor, Notch, ERK1 (MAPK3), NOTCH1
5| differentiation 4131232 precursor, Rab-3, ERK1/2, 14-3-3
51252
114747
4| ocromolecular | 41 01 2] 0| 2| | CyclinB1, AL1A1, HBG, IRT-1, HBGA, ERK1 (MAPK3),
3 complex 111(71]|7 Cyclin B, Adult hemoglobin, ERK1/2, 14-3-3, RBBP7
6| assembly 5|E|E|E|E (RbAp46)
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oj0|0]|O0
312|132
5|/2|5]| 2
4171 4|7
0|2|0] 2
317|3]|7
E| E| E|E
4 . S I R
regulation of
3| microtubule 3100010
7| depolymerization |4| 3| 2| 3| 2 Cyclin B1, Cyclin B
5|12 5] 2
4| 7| 4|7
0|2|0] 2
317|137
E| E| E|E
4 positive regulation T T T
3| of BMP signaling |3 0] 000
8| pathway 413|232 Notch, NOTCH1 precursor
5/12|5]| 2
41 71| 4|7
0|2|0] 2
317|137
E| E| E|E
4 regulation of LT T T
3| keratinocyte 3/0(0]00
9| differentiation 41312312 Notch, NOTCH1 precursor
5|/2|5]| 2
41 71| 4|7
0|2|0] 2
neurological 31737
w ElE| EI|E
4 involved in
regulation of LT T T
4| systemic arterial | 3] 0| 0] 0|0
0| blood pressure 4131232 Tissue kallikreins, Kallikrein 3 (PSA)
5|1 2|5]| 2
4171 4|7
8| 6| 8|6
1/9(4|9)| 4
4 2| E|E|E]|E
4| cellular protein 1) - -| - - Ajuba, Rab-11A, SNX1, Olfactory receptor, ERK1 (MAPK3),
1| localization 7/010|0]|0 14-3-3 zeta/delta, NFKBIL1, Protrudin, ERK1/2, 14-3-3
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312|132
51252
5/7|5]|7
217|127
4, 6|4|6 Tissue kallikreins, LST1, Cyclin B1, LHX1, Rab-11A, TIRAP
3| E|E|E|E (Mal), Olfactory receptor, Notch, ERK1 (MAPK3), SRB7,
4 9| -| -| -| - NOTCH1 precursor, CD43, MTLS5, Spinophilin, Cyclin B,
4 7/010]0]|0 Rab-3, Adult hemoglobin, Protrudin, ZHX3, ERK1/2, DEAF,
2| cell differentiation | 4| 3| 2| 3| 2 14-3-3
51252
517|5]|7
6|9|6]|9
6|1|6]|1
E|E|E|E
4 5/ - -| -| -
4| regulation of 0/0j0j00
3| mitotic cell cycle 1131232 Cyclin B1, TIPIN, IRT-1, Spinophilin, Cyclin B, 14-3-3
5|12|5]| 2
517|5]|7
81 9| 8|9
6| 4| 6|4
E|E|E|E
4 regulation of -1 -1 -] -
4| tumor necrosis 110/010]0
4| factor production | 1| 3| 2| 3| 2 TIRAP (Mal), CD43, NFKBIL1
51252
6| 8| 6|8
2/012|0
8/ 9(8|9 Ajuba, LHX1, HBG, HBGA, Gpbp1, TEF-5, TIRAP (Mal),
3| E|E|E|E Olfactory receptor, PTD015, Notch, ERK1 (MAPK3), DR1,
4 requlation of RNA 9| -| -| -| - SRB7, NOTCH1 precursor, NFKBIL1, AO7, Adult
4| biosynthetic 8l o0|lo|lo|oO hemoglobin, ZHX3, ERK1/2, DEAF, 14-3-3, RBBP7
5| process 03232 (RbAp46)
5|12|5]| 2
6| 8| 6|8
711 7]1
9|1 5|95
1/E|E| E|E
4| cellular I
4| macromolecule 2/0(0|0]|O0 Ajuba, Rab-11A, SNX1, Olfactory receptor, ERK1 (MAPK3),
6| localization 3132|332 14-3-3 zeta/delta, NFKBIL1, Protrudin, ERK1/2, 14-3-3
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5/2|5]|2
71878
111111
915|195
E|E|E|E
4 growth hormone ST T T
4| receptor signaling 00700
7| pathway 312|3]|2 ERK1 (MAPK3), ERK1/2
512|5]|2
7/817]|8
1]1|11|1
915|195
E|E|E|E
4 N
4| requlation of 0/0j0|0
8| anoikis 31232 Notch, NOTCH1 precursor
51252
71878
111111
95|95
E|E|E|E
4 I
4| cardiac atrium 0j0j0f0
9| morphogenesis 312132 Notch, NOTCH1 precursor
51252
71878
111111
95|95
epithelial cell E|E|E|E
4 fjlfferentlz_mon L]
involved in
5| prostate gland 0/040]0
0| development 312|132 Notch, NOTCH1 precursor
51252
7/8|7]|8
21121
6|5|6]|5
| moee ik
dependent toll-
5| like receptor 0j|0|0]|O
1| signaling pathway 312|3]|2 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
negative
4| reqgulation of 512|5]|2 Ajuba, Cyclin B1, TIPIN, LHX1, HBG, IRT-1, HBGA, Notch,
5| metabolic process DR1, NOTCH1 precursor, Cyclin B, Adult hemoglobin,
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2 97| 8|78 ZHX3, 14-3-3, RBBP7 (RbAp46)
4121121
8| 5| 8|5
E|E|E|E
oj0|0]|0
31232
5/ 2|5]| 2
8| 8| 8| 8
3/5|3]|5
219129
E|E|E|E
4 8| -| -| -| -
5| requlation of body | 4| 0| 0| 0| O HBG, HBGA, ERK1 (MAPK3), CD43, 14-3-3 zeta/delta,
3| fluid levels 7131232 Adult hemoglobin, ERK1/2, 14-3-3
5|12 5] 2
9191919
4|10|14|0
7191719
E|E|E|E
4 response to A
5| molecule of 0ojojojo0|0 TIRAP (Mal), Notch, ERK1 (MAPK3), NOTCH1 precursor,
4| bacterial origin 813|232 NFKBIL1, ERK1/2
Ajuba, Tissue kallikreins, IGHG4, ZNF261, Kallikrein 1,
6|2|6]|2 LST1, Cyclin B1, TIPIN, AL1A1, LHX1, HBG, IRT-1, HBGA,
N Gpbp1, Rab-11A, SNX1, TEF-5, TIRAP (Mal), Olfactory
0|9|10|9 receptor, PTD0O15, Notch, Thioredoxin-like 2, Rab-3B,
112112 PAP41, IGHG1, ERK1 (MAPK3), DR1, SRB7, NOTCH1
119|898 precursor, SULT1E1, CD43, 14-3-3 zeta/delta, NFKBIL1,
2| E|E|E|E AO7, CKS2, MTL5, OR10G3, OBFC1, PLEKHG2, G18,
4 9| -| -| -| - Spinophilin, Cyclin B, Rab-3, Kallikrein 3 (PSA), Adult
5 biological 410|000 hemoglobin, Protrudin, RIG-G, ZHX3, ERK1/2, DEAF, 14-3-
5| regulation 713]12|3]|2 3, RBBP7 (RbAp46)
6| 2| 6|2
09|09
412|142
31838
E|E|E|E
4 developmental ST T T
5| programmedcell [3]0[ 0| 0|0
6| death 63|23 2 Notch, NOTCH1 precursor
itive regulation
RO CE
5 mesenchymal 30 - | -] -
7| transition 6109|109 Notch, NOTCH1 precursor
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41 2| 4| 2
318/3|8
E|E|E|E
0|0j0]|O
31232
6| 2| 6|2
0/9(0]|9
412142
318/3|8
cellular response ElEl EIlE
4 to vascullar ]
endothelial
5| growth factor 3/0(0]00
8| stimulus 6| 3| 2| 3| 2| 2] Notch, NOTCH1 precursor
62|62
0/9(0]|9
5/ 2|5]|2
118|138
. 2/ E|E|E|E
4 %gjta'l—‘t’fm of ol -| -| -| - Ajuba, Cyclin B1, TIPIN, LHX1, HBG, HBGA, Notch, DR1,
5| cellular metabolic | 81 0| 0| 0| 0| 1| NOTCH1 precursor, Cyclin B, Adult hemoglobin, ZHX3, 14-
9| process 21 3|2]| 3| 2]|4]3-3,RBBP7 (RbAp4b)
6| 2| 6|2
1919
4/6|4]|6
2|1 6|2|6
1| E|E| E]|E
4 201 - - -| -
6 3/ 0| 0| 0| 0] 1] Ajuba, CyclinB1, TIPIN, Rab-11A, Notch, CKS2, Annexin
0| cellcycle process | 7| 3| 2| 3| 2| 0| Xl, Spinophilin, Cyclin B, 14-3-3
6| 3|6]|3
3/0/3|0
0|1(0]|1
415145
E|E|E|E
4 positive regulation 31 -1 - | -
6| of defense 6| 0/0|0|O Tissue kallikreins, Kallikrein 1, TIRAP (Mal), ERK1
1| response 213|2|3]|2]|5](MAPK3), ERK1/2
6| 3|6]|3
4 1{3|0|3|0
6| nephron 111)171]1
2| development 6| 0| 5| 0| 5| 3| LHX1, Notch, NOTCH1 precursor
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E| E| E|E
0/0|{0|O
312(3]|2
6|3|6|3
310130
111]1]1
05|05
E|E| E|E
4 10 - - -] -
6| epithelial cell 1]0(0j0|0
3| proliferation 6(3|2|3]2 Tissue kallikreins, ERK1/2, 14-3-3
63|63
31030
711171
5/5|5]|5
E| E| E|E
4 . N I R I
peptide
6| biosynthetic 3/0(0[0]0
4| process 7132|332 Tissue kallikreins, Kallikrein 3 (PSA)
61363
310130
711171
5/5|5|5
. . E| E| E|E
4 epithelial cell
differentiation T T T
6| involved in kidney [3] 00| 0|0
5| development 7013|1232 Notch, NOTCH1 precursor
61363
310130
711171
N _ 5/5/5|5
g?smve regulation El el ElE
4 phosphatidylinosit T T T
6| ol 3-kinase 3/0(0|0]0
6| activity 7131232 Tissue kallikreins, Kallikrein 3 (PSA)
6| 3|63
4,040
101101
4 positive requlation 4121512]5
6| of transcription 4| E|E|E|E LHX1, Gpbp1, TEF-5, PTDO15, Notch, ERK1 (MAPK3),
7| DNA-templated 8| - -| -| - SRB7, NOTCH1 precursor, ERK1/2, DEAF, 14-3-3
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00|00
312|132
6/ 3|6]|3
410140
511|5]|1
_ 65|65
negative Elel el €
4 regu_lation o_f L]
peptidyl-serine
6| dephosphorylatio 0/0j0f0
8 n 312|132 14-3-3
6/ 3|6|3
4101410
5/11|5]|1
6| 5|6]|5
E|E| E|E
4 regulation of T T T
6 anterior head oo ofo
9| development 31232 LHX1
6/ 3|6]|3
410|140
5/1|5]|1
6| 5|6]|5
. E|E| E| E
4 negative REE
regulation of
7| smooth muscle 0,0/0)0
0| cell chemotaxis 31232 IRT-1
6| 3|6]|3
410140
511|5]|1
6| 5|6]|5
E|E| E|E
4 I
7 0|j0|0|O
1| T cell aggregation 31232 CD43
6/ 3|6]|3
410|140
51151
6| 5|6]|5
E|E| E|E
4| Rlasma EEREE
membrane to
7 endosome 0j0|0|O
2| transport 31232 Rab-11A
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6(3|6]|3
410140
511|5]|1
6(5|6]|5
E|E|E|E
4 N
7| seminal clot 00700
3| liguefaction 2|1 3]12|3]|2 Tissue kallikreins
6(3|6]|3
41,0140
5(115]|1
6|5|6]|5
E|E|E|E
4 positive regulation T T T
7| of anterior head 0/0j0|0
4| development 213|12|3]|2 LHX1
6(3|6]|3
410140
511|5]|1
6(5|6]|5
E|E|E|E
4! maintenance of N
7| presynaptic active 0/040]0
5| zone structure 2131232 Rab-3
6(3|6]|3
410140
6]1|6]|1
15|15
E|E|E|E
4 1) - - -] -
7 110|0]0/|O0
6| axis specification | 7| 3| 2| 3| 2 LHX1, Notch, NOTCH1 precursor
6(3|6]|3
5({0(5]|0
02|02
6(9|6]|9
1/E|E| E|E
4 o -| - -| -
7| innate immune s/o/0|/0|o0 IGHG4, IRT-1, TIRAP (Mal), IGHG1, ERK1 (MAPK3),
7| response 113|232 CALCOCO2, RIG-G, ERK1/2, 14-3-3
4| tissue 116363 Ajuba, Tissue kallikreins, Cyclin B1, AL1A1, LHX1, Notch,
7| development 8 ERK1 (MAPK3), NOTCH1 precursor, Cyclin B, Kallikrein 3



http://portal.genego.com/cgi/process.cgi?id=-538762954
http://portal.genego.com/cgi/process.cgi?id=-538762954
http://portal.genego.com/cgi/process.cgi?id=-2063244582
http://portal.genego.com/cgi/process.cgi?id=-2063244582
http://portal.genego.com/cgi/process.cgi?id=-2063244582
http://portal.genego.com/cgi/process.cgi?id=-1131321463
http://portal.genego.com/cgi/process.cgi?id=-1131321463
http://portal.genego.com/cgi/process.cgi?id=-1131321463
http://portal.genego.com/cgi/process.cgi?id=-910656215
http://portal.genego.com/cgi/process.cgi?id=-866848204
http://portal.genego.com/cgi/process.cgi?id=-866848204
http://portal.genego.com/cgi/process.cgi?id=-712023684
http://portal.genego.com/cgi/process.cgi?id=-712023684

8 5({0(5]|0 (PSA), ERK1/2, DEAF, 14-3-3
41 4|4\ 4
2(0(2]|0
E|E|E|E
0j|0|0]|O
312|3]|2
63|63
7/0(7]|0
1/8| 1|8
5/8|5|8
E|E|E|E

4 N

7 0j|0|0]|O

9| cytokine secretion 312|3]|2 Notch, NOTCH1 precursor
63|63
7/0(7]|0
1/8| 1|8
5/8|5|8
E|E|E|E

4 positive regulation N

8| of lipid kinase 0/040]0

0| activity 312|132 Tissue kallikreins, Kallikrein 3 (PSA)
63|63
7(0(7]|0
118 1|8
5/8|5|8

- E|E|E|E
4 transcription ]
initiation from

8| RNA polymerase 0/040]0

1| | promoter 31232 ERK1 (MAPK3), ERK1/2
63|63
7/0(7]|0
1/8| 1|8
5/8|5]|8
E|E|E|E

4 regulation of T T T

8| astrocyte 0j|0|0]|O

2| differentiation 3|12|3]|2 Notch, NOTCH1 precursor
63|63

4 . .

8| cardiac muscle 7101710

3| cell proliferation 1/8]1]38 Notch, NOTCH1 precursor
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5|/ 85| 8
E|E|E|E
oj0|0]|0
31232
6|3|6]|3
711|7]1
6|/0|6|0
213|123
E|E|E|E
4 ceII_uIar response I
to fibroblast
8| growth factor 3/0(0]00
4| stimulus 2|1 3]12|3]|2 LHX1, ERK1 (MAPK3), ERK1/2, 14-3-3
6|3|6]|3
81 1|81
313|13|3
5/0[5|0
1/ E|E| E|E
4 establishment of 4| -| -| -| - Rab-11A, SNX1, Olfactory receptor, Notch, Rab-3B, ERK1
8| protein 6| 0/0|0|O0 (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta, Rab-3,
5| localization 113232 ERK1/2, 14-3-3
6|3|6]|3
8|1 1|81
9|1 5|95
411141
1| E|E| E|E
4 8| - -| -| - Tissue kallikreins, LST1, LHX1, Rab-11A, Olfactory
8 9/0|0|0|0O receptor, Notch, ERK1 (MAPK3), NOTCH1 precursor,
6| neurogenesis 1{3(2]3]2 Spinophilin, Rab-3, Protrudin, ERK1/2, 14-3-3
6|3|6]|3
911|191
517|5]|7
oj0|0]|O0
1/E|E| E|E
4 o -| -| -| -
8| requlation of cell 6/0[{0|0]|O0 Cyclin B1, TIPIN, IRT-1, Olfactory receptor, Notch, CKS2,
7| cycle 21312|3|2 Spinophilin, Cyclin B, 14-3-3
713|173
01|01
4 prostate gland 618168
8| epithelium 3131939
8| morphogenesis 9| E|E|E|E Notch, NOTCH1 precursor
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0j0(0|O0
312|132
713|173
0|1,0|1
68| 6|8
3/{9(13]9
E|E| E|E
4 regulation of T T T
8| chromosome o[0]o|o0
9| segregation 31232 Cyclin B1, Cyclin B
71373
0j1]0(1
6| 8|6]|8
3/9(13]9
E|E| E|E
4 N
9| striated muscle 0/0j0|0
0] cell proliferation 312|3]2 Notch, NOTCH1 precursor
713173
01,01
6| 8|6]|8
3/9(13]9
E|E| E| E
4 I
9| cardiac atrium 0/040]0
1| development 312132 Notch, NOTCH1 precursor
713|7]3
01,01
6| 8| 6|8
_ 319139
negative E|E|E|E
4 relgulation of L]
microtubule
9| polymerization or 0/040|0
2| depolymerization 312|3]|2 Cyclin B1, Cyclin B
71373
0j1]0(1
819|8|9
8(3|8|3
4 E|E| E|E
9| striated muscle I R
3| contraction o(0jO0]|O Tissue kallikreins, Kallikrein 3 (PSA), CapZIP
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312|132
713173
1121 2
712 7| 2
5/6|5|6
E|E| E|E
4 response to 21 - - -] -
9/ fibroblast growth | 3| 0 0] 0|0
4| factor 6)13|2|3]|2 LHX1, ERK1 (MAPK3), ERK1/2, 14-3-3
713173
1212
912|192
5|/6|5|6
E|E| E|E
4 positive regulation 8| - - |-
9| of cell 7101000 LHX1, Rab-11A, PTD015, Notch, NOTCH1 precursor, Adult
5| differentiation 813|232 hemoglobin, ZHX3, 14-3-3
713|173
21222
0|2|0] 2
3/6|3|6
E|E| E| E
4 5/ - -| -| -
9| morphogenesisof | 2| 0 0] 0|0
6| an epithelium 9131232 Ajuba, AL1A1, LHX1, Notch, NOTCH1 precursor, DEAF
713173
4121 4] 2
219(12|9
0/6|0]|6
E|E| E|E
4 I
9 regulation of 4/0/0]00
7| organ formation 03232 Notch, NOTCH1 precursor
713|173
412|142
21912|9
0/6|0]|6
E|E| E|E
4| cellular response T T T
9 to gl’OW‘[h 4 0 0 0 0
8| hormone stimulus | 0| 3| 2| 3| 2 ERK1 (MAPK3), ERK1/2
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713173
41 2| 4| 2
219(12]9
0/6|0]|6
E|E|E|E
4 [ R
9| somatic stemcell |4 0] 0100
9| division 0(3]2|3]|2 Notch, NOTCH1 precursor
713|173
412|142
219129
0/6|0]|6
E|E|E|E
3| cellular response T T T
0| to gonadotropin |4 0] 0] 0|0
0| stimulus 0(3]2|3]|2 Notch, NOTCH1 precursor
713173 Ajuba, Tissue kallikreins, IGHG4, ZNF261, Kallikrein 1,
A LST1, Cyclin B1, TIPIN, AL1A1, LHX1, HBG, IRT-1, HBGA,
6|4/ 6|4 Gpbp1, Rab-11A, TEF-5, TIRAP (Mal), Olfactory receptor,
8/018|0 PTDO15, Notch, Thioredoxin-like 2, Rab-3B, IGHG1, ERK1
117373 (MAPK3), DR1, SRB7, NOTCH1 precursor, CD43, 14-3-3
1| E|E| E]|E zeta/delta, NFKBIL1, AO7, CKS2, OR10G3, OBFC1,
5 71 - -| -| - PLEKHG2, G18, Spinophilin, Cyclin B, Rab-3, Kallikrein 3
0| regulation of ojojo0|0]|0O (PSA), Adult hemoglobin, Protrudin, RIG-G, ZHX3, ERK1/2,
1| cellular process 71312|3]|2 DEAF, 14-3-3, RBBP7 (RbAp46)
713173
positive regulation 714,74
of protein 8/ 0/8|0
insertion into 41343
5 membrane L]
involved in
0| apoptotic 4/0(0100
2| signalingpathway | 1] 3| 2| 3| 2 14-3-3 zeta/delta, 14-3-3
713|173
714|7)| 4
8/ 0|8|0
] 413|143
negative E|E|E|E
5 | requlation of ]
blood vessel
0 endothelial cell 410|000
3| migration 113(2]3]2 Notch, NOTCH1 precursor
5| response to 41713173
0| phenylpropanoid |1 Adult hemoglobin, RIG-G
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4 714|7)| 4
8/ 0/8|0
413143
E|E|E|E
0|0j0]|O
312|132
713173
71474
8/ 0/8|0
413143
E|E|E|E
2| negative T T T
0| requlationof | 4| 0| 0| 0] 0
5| gliogenesis 1131232 Notch, NOTCH1 precursor
713173
71474
requlation of 8|/ 0[8|0
protein insertion 41343
into mitochondrial Elel ElE
membrane
3| involved in N
0| apoptotic 4,010|0]|0
6| signalingpathway | 1| 3| 2| 3| 2 14-3-3 zeta/delta, 14-3-3
713173
714|7)| 4
8/ 0/8|0
413(4]|3
E|E|E|E
> lipopolysaccharid T T
0| e-mediated 4/0{0j0]0
7| signaling pathway | 1| 3| 2| 3| 2 ERK1 (MAPK3), ERK1/2
713173
714|7)| 4
8/ 0/8|0
413143
E|E|E|E
5 S
0| prostate gland 410101010
8| morphogenesis 113(2]3]2 Notch, NOTCH1 precursor
217131713 Ajuba, Cyclin B1, Rab-11A, SNX1, Olfactory receptor,
5 3 .| . . Notch, ERK1 (MAPK3), NOTCH1 precursor, 14-3-3
0| cellular 7/8|4|8|4 zeta/delta, NFKBIL1, Cyclin B, Rab-3, Protrudin, ERK1/2,
9| localization 4311|131 14-3-3
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21727

E|E| E|E
0|0j0]|O
31232
713173
914,94
3/ 5(3]|5
6| 6| 6|6
E|E| E|E

3| cellular response I e e

1| to molecule of 4/0/0]0}0

0| bacterial origin 3131232 TIRAP (Mal), ERK1 (MAPK3), NFKBIL1, ERK1/2
713173 Ajuba, Tissue kallikreins, IGHG4, ZNF261, Kallikrein 1,

N R I LST1, Cyclin B1, TIPIN, AL1A1, LHX1, HBG, IRT-1, HBGA,
94|19 4 Gpbp1, Rab-11A, SNX1, TEF-5, TIRAP (Mal), Olfactory
6| 6| 6|6 receptor, PTD015, Notch, Thioredoxin-like 2, Rab-3B,

1(4|2| 4|2 PAPA1, IGHG1, ERK1 (MAPK3), DR1, SRB7, NOTCH1
2| E| E|E|E precursor, CD43, 14-3-3 zeta/delta, NFKBIL1, AO7, CKS2,
5 3 - - -| - OR10G3, OBFC1, PLEKHG2, G18, Spinophilin, Cyclin B,
1| requlation of 9/0(0|0|0 Rab-3, Kallikrein 3 (PSA), Adult hemoglobin, Protrudin,
1| biological process | 1| 3| 2| 3| 2 RIG-G, ZHX3, ERK1/2, DEAF, 14-3-3, RBBP7 (RbAp46)
8/ 3|8|3
0|40 4
0|7(0]|7
0|0j0]|O
1/ E|E| E|E
5 4| -| -| -| - Ajuba, Tissue kallikreins, Cyclin B1, AL1A1, TIRAP (Mal),
1| positive requlation | 9| 0] 0| 0] O ERK1 (MAPK3), Cyclin B, Rab-3, Kallikrein 3 (PSA), ERK1/2,
2| of catalytic activity | 3| 3| 2| 3| 2 14-3-3
8/ 3|8|3
0|40 4
9| 7|97
0/3(0]|3
E|E| E|E
> regulation of 8 - | -]~
1| protein kinase 9/0|10|0]|O0 Ajuba, Cyclin B1, TIRAP (Mal), ERK1 (MAPK3), CKS2, Cyclin
3| activity 6| 32|32 B, ERK1/2, 14-3-3
83|83
0|40 4
5 119(7|9]|7
1| peptide metabolic | 2| 4| 3| 4|3
4| process 7/ E| E|E|E Tissue kallikreins, Kallikrein 3 (PSA), Adult hemoglobin
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0j0(0|O0
312|132
81383
114|114
517|5]|7
6(3|6]|3
E|E| E|E
3| requlation of R
1| neuroblast 0lo|o]o
5| proliferation 31232 Notch, NOTCH1 precursor
8(3|8|3
11414
51757
6(3|6]|3
E|E| E|E
5 S R I
1| mast cell 0/0j0|0
6| activation 312|132 14-3-3 zeta/delta, 14-3-3
8(3|8|3
14|14
517|5]|7
6(3|6]|3
E|E| E| E
5 response to ST T T
1| epidermal growth 0/040]0
7| factor 31232 ERK1 (MAPK3), ERK1/2
8(3|8]|3
14|14
51757
6(3|6]|3
E|E| E|E
5 S R I
1| auditory receptor 0/0j0|0
8| cell differentiation 312|3]|2 Notch, NOTCH1 precursor
8(3|8|3
114|114
51757
6(3|6]|3
5 E|E| E|E
1 leukocyte S I R
9| degranulation oj0|0]|O 14-3-3 zeta/delta, 14-3-3
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312|132
81383
14|14
517|5]|7
6(3|6]|3
E|E| E|E
>| mitotic nuclear ST T T
2| envelope 4/010j00
0| disassembly 2131232 Cyclin B1, Cyclin B
8(3|8]|3
11414
51757
6(3|6]|3
E|E| E|E
> gastrulation with T T T
2| mouth forming 4/010(00
1| second 21 312|332 LHX1, UGDH
8(3|8]|3
11414
6|7|6]|7
3(3(13]3
E|E| E| E
5 21 - - -| -
2| requlation of 4/0/0]00
2| behavior 5/312|3]|2 IRT-1, TIRAP (Mal), Notch, NOTCH1 precursor
83|83
14|14
9189 8
6/0(6|0
. . 1/ E|E| E|E
c positive regulation al - o
of RNA
2| biosynthetic 9/o|o|lo0|oO LHX1, Gpbp1, TEF-5, PTD015, Notch, ERK1 (MAPK3),
3| process 813|232 SRB7, NOTCH1 precursor, ERK1/2, DEAF, 14-3-3
8(3|8|3
4151 4]5
47|47
6|7|6]|7
E|E| E|E
> negative L I e e
2| requlation of 2100010
4| neurogenesis 9131232 Notch, NOTCH1 precursor, 14-3-3
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8383
41 514]|5
717|177
717|177
1/ E|E| E|E
5 multi-organism 20 - -| -| - Tissue kallikreins, Cyclin B1, TEF-5, Olfactory receptor,
2 reproductive 900|100 Notch, NOTCH1 precursor, SULT1E1, MTLS5, Cyclin B,
5| process 7132|132 DEAF
8/ 3(8|3
5/ 5|5]|5
317(13]|7
6| 7|6]|7
. E|E|E|E
5 | fequlation of - ]
systemic arterial
2| blood pressure by |4 0] 01 0|0
6| renin-angiotensin | 3| 3| 2| 3| 2 Tissue kallikreins, Kallikrein 3 (PSA)
8/3|8|3
5/5|5]|5
317(3]|7
6|7|6]|7
E|E|E|E
5 N
2| muscle cell 4/010(00
7| proliferation 3/312|3]2 Notch, NOTCH1 precursor
8/3(8|3
5/5|5]|5
317(13]|7
6| 7|6]|7
E|E|E|E
5 S
2| myoblast 4/0{0]0]0
8| differentiation 3132|332 Notch, NOTCH1 precursor
8/3|8|3
5/ 5|5]|5
317(13]|7
6| 7|6]|7
E|E|E|E
>| ventricular T T T
2| septum 4100|100
9| morphogenesis 313]12|3]2 Notch, NOTCH1 precursor
requlation of
5| myoblast 418/ 3|83
3| differentiation 3 Notch, NOTCH1 precursor
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0 5/5|5]|5
317(13]|7
6| 7|6]|7
E|E| E|E
0|0j0]|O
312|132
8/ 3|8|3
6| 6| 6|6
2/012|0
6|3|6]|3
E|E| E|E
5 1) - -| -| -
3| regulation of 3100010
1| blood vesselsize |0 3| 2| 3| 2 Tissue kallikreins, Kallikrein 3 (PSA), Adult hemoglobin
8/ 3|8|3
6| 6| 6|6
3/0/3|0
0/3(0]3
E|E| E|E
5 20 - -| -| -
3| humoral immune |4 0 0] 0|0
2| response 91 3|2|3|2 IGHG4, Notch, IGHG1, NOTCH1 precursor
8/ 3|8|3
716|7]|6
4|1 4| 4 4
11212 Tissue kallikreins, LST1, Cyclin B1, LHX1, Rab-11A, TIRAP
4| E| E| E|E (Mal), Olfactory receptor, Notch, ERK1 (MAPK3), SRB7,
5 cellular 1| - -| -| - NOTCH1 precursor, CD43, MTL5, Spinophilin, Cyclin B,
3| developmental 2/0(0|0]|O0 Rab-3, Adult hemoglobin, Protrudin, ZHX3, ERK1/2, DEAF,
3| process 8/ 3|2|3|2 14-3-3
83|83
716|7]|6
6| 4| 6|4
6| 6| 6|6
2| E|E| E|E
5| cellular response | 4| = | -| -| | | CvyclinBL, LHX, IRT-1, TIRAP (Mal), Notch, ERK1
3| to organic 0j|0j0|0]|O (MAPK3), NOTCH1 precursor, NFKBIL1, PLEKHG2,
4| substance 413|232 Spinophilin, Cyclin B, Protrudin, RIG-G, ERK1/2, 14-3-3
83|83
5 1) . .
3| camera-typeeye |3| 8| 6| 8|6
5| morphogenesis 1{0(5]0]|5 AL1A1, LHX1, Notch
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81 7| 8|7
E|E|E|E
0j0(0|O0
312|132
81383
96|96
1,717
911|191 Ajuba, Tissue kallikreins, IGHG4, Kallikrein 1, AL1A1, IRT-
3| E|E|E|E 1, TIRAP (Mal), Notch, Thioredoxin-like 2, IGHG1, ERK1
5 requlation of 8| -| -| -| - (MAPK3), NOTCH1 precursor, CD43, 14-3-3 zeta/delta,
3| response to 710000 NFKBIL1, PLEKHG2, G18, Spinophilin, Adult hemoglobin,
6| stimulus 81312|3|2 ERK1/2, 14-3-3
8(3|8|3
96|96
21727
411141
E|E|E|E
5 I S N
3| hair follicle 4/010(00
7| morphogenesis 41312 3]|2 Notch, NOTCH1 precursor
83|83
96|96
217|127
411141
E|E|E|E
5 S S A
3| response to iron 4/010(00
8| ion 413|232 Cyclin B1, Cyclin B
83|83
96|96
21727
411141
E|E|E|E
5 I
3| nuclear envelope [4]0[ 0| 0|0
9| disassembly 413|232 Cyclin B1, Cyclin B
8(3|8|3
96|96
5 21727
4| membrane 414111411
0| disassembly 4/ E|E|E|E Cyclin B1, Cyclin B
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0j0|0]|O
312|132
83|83
9/6|9]|6
717|177
1,818
1/ E|E| E|E
5 3 - -| -| -
4 oj|o0j0|0]|0O Cyclin B1, AL1A1, IRT-1, TIRAP (Mal), Notch, ERK1
1| response to lipid 813|232 (MAPK3), NOTCH1 precursor, NFKBIL1, Cyclin B, ERK1/2
83|83
9/6|9]|6
9171|197
3/8(3|8
E|E|E|E
5 1) - -| -| -
4| requlation of tube | 3| 0| 0| 0] 0
2| size 2|1 3]12|3]|2 Tissue kallikreins, Kallikrein 3 (PSA), Adult hemoglobin
83|83
9/6|9]|6
91797
3/8(3|8
E|E|E|E
5 1) - -] -| -
4| toll-like receptor4 |3| 01 0] 0|0
3| signaling pathway | 2| 3| 2| 3| 2 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
91393
1,717
112|112
712172
. . 1/E|E| E|E
5 positive regulation A I
of protein
4| modification olojo|o|oO Ajuba, Cyclin B1, IRT-1, TIRAP (Mal), ERK1 (MAPK3),
4| process 9(3|2|3]|2 CD43, Cyclin B, ERK1/2, 14-3-3
913|193
31737
21929
01|01
5 E|E|E|E
4| pericardium 4 -1 -] - -
5| development 5|0 0 Notch, NOTCH1 precursor
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31232
913|193
317|137
21912]|9
0(1|0]|1
E|E| E|E
5 S I R
4| nephron tubule 4/010(0/0
6| development 51 3]2|3]|2 Notch, NOTCH1 precursor
913|193
317|3]|7
6|9|6]|9
8|1 7| 8|7
E|E| E|E
5 1| - -| -| -
4| stem cell 3/0(0]00
7| maintenance 4131232 Notch, SRB7, NOTCH1 precursor
913|193
317|3]|7
6|9|6]|9
8| 71| 8|7
E|E| E| E
5 1| - -| -| -
4| keratinocyte 3100700
8| differentiation 41312|3|2 Notch, NOTCH1 precursor, 14-3-3
913|193
6| 8| 6|8
6|0|6|0
82|82
E|E| E|E
5 o S I R
cytokinesis,
4| completion of 0101010
9| separation 313232 Annexin XI
913|193
6| 8| 6|8
6|0|6|0
i ati 8|1 2| 8] 2
positive regulation
5 of epithelial cell EIEJE|E
differentiation N N
5| involved in kidney 0/0j0f0
0| development 3131232 LHX1
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913|193
6| 8| 6|8
60|60
8|1 2| 8|2
E|E| E|E
> UDP-glucuronate ST T T
5| biosynthetic 0/040]0
1| process 31232 UGDH
913|193
6| 8| 6|8
6/0|6|0
81 2| 8| 2
E|E| E|E
5 S R I
3| regulation of heart 0/040]0
2| rate by hormone 312|132 14-3-3
913|193
6| 8| 6|8
60|60
8|1 2| 8|2
. . E|E| E| E
positive regulation
2| of toll-like B
5| receptor 2 0/0j0f0
3| signaling pathway 312|132 TIRAP (Mal)
913|193
6| 8| 6|8
6/ 0|6|0
81 2| 8| 2
E|E| E|E
5 S R I
5| glucocorticoid 0/040]0
4| catabolic process 31232 14-3-3
913|193
6| 8| 6|8
6/ 0|6|0
8|1 2| 8|2
.. . E|E| E|E
c positive regulation ]
of nephron tubule
5| epithelial cell 0j0j0|0
5| differentiation 31232 LHX1
requlation of
5 peptidyl-serine 913|193
5| dephosphorylatio 14-3-3
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6| n 6| 8| 6|8
60|60
81 2| 8] 2
E|E| E|E
00|00
312|132
913|193
6| 8| 6|8
6/ 0|6|0
81 2| 8| 2
E|E| E|E

> positive regulation T T T

5| of muscle 0/040]0

7| adaptation 31232 IRT-1
913|193
6| 8| 6|8
6/0|6|0
81 2| 8] 2
E|E| E|E

5 S I I

5| cervix ojlojofo

8| development 312132 LHX1
913|193
6| 8| 6|8
60|60
81 2| 8| 2
E|E| E| E

3| |ateral motor T T

5| column neuron 0/040]0

9| migration 312|132 LHX1
913|193
6| 8| 6|8
6/ 0|6|0
81 2| 8| 2
E|E| E|E

5 I

6| cytosine 6c(0j0]o0

0| metabolic process 312|132 ERK1/2
913|193

5 . . .

6| lymphocyte 618638

1| aggregation 6|0|6|0 CD43
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82| 8] 2
E| E| E|E
0/0|{0|O
31232
913|193
6| 8| 6|8
6|10 6|0
8|1 2| 8|2
E|E| E|E

5 . S I I

requlation of

6| muscle 0j040|0

2| hyperplasia 31232 IRT-1
913|193
6| 8| 6|8
6|10 6|0
8|1 2| 8|2
E| E| E|E

5 negative T T T

6| regulation of 0/0/0]0

3| hippo signaling 312|132 Ajuba
913|193
7|18 7|8
2101210
4121 4] 2
E| E| E|E

5 transcription from LT T T

6| RNA polymerase 0/040]0

4| | promoter 31232 ERK1 (MAPK3), ERK1/2
913|193
718|718
210120
41214 2
E| E| E|E

> ventricular LT T T

6| cardiac muscle 0j040|0

5| cell differentiation 312|132 Cyclin B1, Cyclin B
91393
718|718

5 requlation of 2101210

6| oligodendrocyte 41242

6| differentiation E|E|E|E Notch, NOTCH1 precursor
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oj0|0]|O0
31232
913|193
7|18|7]|8
2|(0(2|0
41 2| 4| 2
E|E|E|E
5 embryonic T T T
6 m 4,010|0]|0
7| morphogenesis 6| 3| 2| 3| 2| 2] Notch, NOTCH1 precursor
913|193
71878
2/0(2|0
412|142
E|E|E|E
> regulation of toll- T T T
6| like receptor 4/0/0100
8| signaling pathway | 6| 3| 2| 3| 2| 2| TIRAP (Mal), NFKBIL1
913|193
718|778
5/0[5|0
217|127
E|E|E|E
5 1) -] -| -1 -
6| spinal cord 3/0(0]00
9| development 6| 3| 2| 3| 2| 3| LHX1, Notch, NOTCH1 precursor
913|193
8| 8| 8| 8
714|7)| 4
317|3]|7
E|E|E|E
5 regulation of L I
7| lymphocyte 5/{0j01010
0| proliferation 9| 32| 3| 2|4]|LST],IRT-1, TIRAP (Mal), CD43
913|193
9| 8|9 8
4|/ 6|4|6
2|13|17|3]|7
5 2| E| E| E| E Ajuba, Rab-11A, SNX1, Olfactory receptor, Notch, Rab-3B,
7| macromolecule 0| -| -| -| -|1]| ERK1(MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta,
1| localization 6|/ 0| 0| O| 0|4 | NFKBIL1, Rab-3, Protrudin, ERK1/2, 14-3-3
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312|132
11313
0/ 8|0]|38
0/ 8|0]|38
0|40 4
E|E|E|E
5 regulation of I e
7| mononuclearcell |6 0 0] 0|0
2| proliferation 0| 2(2|2]2 LST1, IRT-1, TIRAP (Mal), CD43
11313
09|09
2(812|8
7(0(7]|0
E| E|E|E
3 leukocyte I
7| mediated 610000
3| immunity 2121222 IGHG4, IGHG1, 14-3-3 zeta/delta, 14-3-3
11414
0j0|0]|O
3/{0(3]|0
6/9|6]|9
. E|E|E|E
g | Immune s | | -] -
response-
7 requlating 7/010]0]|0 IGHG4, TIRAP (Mal), IGHG1, ERK1 (MAPK3), ERK1/2, 14-3-
4| signaling pathway | 2| 2| 2| 2| 2 3
14|14
0j0|0]|O
4/0(4|0
09|09
E|E|E|E
5 20 - -| -| -
7| cellular response |6 0] 01 0|0
5] to biotic stimulus 31212|2|2 TIRAP (Mal), ERK1 (MAPK3), NFKBIL1, ERK1/2
11414
0j0|0]|O
5/0|5|0
219129
. 1|/E|E| E|E
5 Mellulalr P I
7 %g_{me 3/0{0|0]|0 Tissue kallikreins, Cyclin B1, AL1A1, Olfactory receptor,
6| process 51212]|2]|2 Notch, NOTCH1 precursor, MTL5, Cyclin B, DEAF
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11414
0j0(0|O0
5({0(5]|0
5(915]|9
E|E|E|E
5 1 -] - - -
7| protein importinto | 4| 0] 0 0|0
7| nucleus 0|2|2|2]2 Olfactory receptor, ERK1 (MAPK3), ERK1/2
11414
0j0(0|O0
5({0(5]|0
5(915]|9
E|E|E|E
5 1) -] -1 - -
7| protein targeting 4/010(00
8| to nucleus 02|22 2 Olfactory receptor, ERK1 (MAPK3), ERK1/2
11414
0j0(0|O0
5({0(5]|0
5(915]|9
E|E|E|E
5 1 - - -] -
7 single-organism 4/0/0]00
9| nuclear import 012|222 Olfactory receptor, ERK1 (MAPK3), ERK1/2
11414
0j0(0|O0
5({0(5]|0
5(915]|9
E|E|E|E
5 S S N
8| mitotic spindle 410101010
0| checkpoint 81 2|2|2|2 Cyclin B1, Cyclin B
11414
0j0(0|O
5({0(5]|0
5(9|5]|9
E|E|E|E
5 S S N
8| trabecula 410101010
1| morphogenesis 812|222 Notch, NOTCH1 precursor
5| cellular response |4 14| 1|4
8| to alkaloid 8 IRT-1, Spinophilin
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2 oj0|0]|O0
5/0[5|0
5/9|15|9
E|E|E|E
oj0|0]|0
212|122
11414
oj0|0]|O0
5/0[5|0
regulation of 519|509
transcription from ElEl EIlE
5 RNA polymgrase ]
Il promoter in
8| response to 4/0{0j0]0
3| hypoxia 81 2|2|2]|2 Notch, NOTCH1 precursor
1(4(1| 4
oj0|0]|O0
5/0[5|0
5/9|15|9
E|E|E|E
3| coronar T T T
8 MUre 4/010(00
4| morphogenesis 81 2|2|2)|2 Notch, NOTCH1 precursor
11414
oj0|0]|O0
5/0[5|0
6|19|6]|9
2/ E|E|E|E
5 4 -| -| -| - Ajuba, Cyclin B1, IRT-1, Rab-11A, TIRAP (Mal), Notch, Rab-
8| regulation of 5/0(0|0|O0 3B, ERK1 (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta,
5| localization 512|222 NFKBIL1, Cyclin B, Rab-3, ERK1/2, 14-3-3
11414
oj0|0]|O0
5/0[5|0
81 9| 8|9
5 estab_lishment of 4 E E E E
protein
8| localization to 110[{0]0]0 Olfactory receptor, ERK1 (MAPK3), 14-3-3 zeta/delta,
6| organelle 112222 ERK1/2, 14-3-3
1(1114|1)| 4
5 positive regulation i o - -
8| of phosphorus 3/0{0|0]|0 Ajuba, Cyclin B1, IRT-1, TIRAP (Mal), ERK1 (MAPK3),
7| metabolic process | 8| 6| 3| 6| 3 CDA43, Cyclin B, ERK1/2, 14-3-3
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91898
E|E|E|E
0|0j0]|O
212|122
11414
0|0j0]|O
63|63
918|938
1/E|E|E|E
> positive regulation LN I B e
8| of phosphate 3]0(0|0|0O Ajuba, Cyclin B1, IRT-1, TIRAP (Mal), ERK1 (MAPK3),
8| metabolic process | 8| 2| 2| 2| 2 CD43, Cyclin B, ERK1/2, 14-3-3
11414
0|0j0]|O
8/ 9(18|9
719179
E|E|E|E
5 positive regulation S| - - - -
8 of apoptotic 7/10(0|0]|O0 Tissue kallikreins, Kallikrein 1, AL1A1, Notch, NOTCH1
9| process 812|222 precursor, PLEKHG2
11414
0|1(0]|1
910|190
5/5|5]|5
E|E|E|E
5 regulation of 20 -0 -] - -
9| leukocyte 6100700
0| proliferation 712|222 LST1, IRT-1, TIRAP (Mal), CD43
11414
0|1(0]|1
9/0|19]|0
6| 5|6|5
E|E|E|E
5 1) - - -] -
9| response to 410101010
1| interleukin-1 2121222 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
11414
0|1(0]|1
5 9/ 0|90
9| astrocyte 41815185
2| differentiation 9| E|E| E|E Notch, NOTCH1 precursor
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00|00
21222
114|114
0|1,0|1
910|190
8/ 5| 8|5
E|E| E|E
5 . S I R
regulation of
9| histone 4/010(00
3| acetylation 9122 2|2 ERK1 (MAPK3), ERK1/2
11414
0O|1,0(1
9/0|9|0
8/ 5|/8|5
E|E| E|E
5 . S I R
negative
9| requlationof BMP [4| 0| 0] 0] 0
4| signaling pathway | 9| 2| 2| 2| 2 Notch, NOTCH1 precursor
11414
111|111
03,03
910|190
E|E| E| E
5 21 - - -| -
9 requlation of 6/0[{0|0]|O0 Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
5| angiogenesis 8|1 22|22 (PSA)
14|14
111|111
0|3|,0]|3
9/0|9]|0
E|E| E|E
> positive regulation I
9| of response to 6/0/0/00
6| external stimulus | 8] 2| 2| 2| 2 Tissue kallikreins, Kallikrein 1, IRT-1, TIRAP (Mal)
14|14
111|111
113(1]3
0|j0|0|O
5 4| E| E| E|E
9| cell cycle phase G e
7| transition 6/0[{0|0]|O0 Ajuba, Cyclin B1, TIPIN, Cyclin B, 14-3-3
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212|122
11414
112112
3/({0(3]0
7191719
E|E|E|E
5 positive regulation A
9| of MAP kinase 71010100
8| activity 0| 2|2|2]|2 Ajuba, TIRAP (Mal), ERK1 (MAPK3), ERK1/2
11414
11212
3/{0(3]0
819|8|9
E|E|E|E
> regulation of LN e e
9| embryonic 410101010
9| development 412|2|2)|2 LHX1, Notch, NOTCH1 precursor
11414
11212
3/{0(3]0
819|18|9
E|E|E|E
6 1 -1 -] -| -
0 4, 0(0(0]O0
0| nuclear import 4121222 Olfactory receptor, ERK1 (MAPK3), ERK1/2
11414
112112
410140
119119
. E|E|E|E
6 @M R
reqgulation of cell-
0 substrate 5(0/0|]0]|0
1| adhesion 02222 Notch, NOTCH1 precursor
11414
11212
4,0(4|0
11919
E|E|E|E
6| negative T T T
0| requiationof | 5| 0| 0|00
2| ossification 0| 2|22 2 Notch, NOTCH1 precursor
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11414
112112
4/0(4]|0
3/9(3]|9
E|E|E|E
6 41 -| -| -| -
0| positive requlation | 1| 0| 01 0|0
3| of cell migration 9121222 IRT-1, TIRAP (Mal), Notch, NOTCH1 precursor, ERK1/2
11414
112|112
412|142
9(4|9]| 4
E|E|E|E
6| positive regulation [ > | ~| “| 7| - _ o o
0| of programmed 8/ 0|0|0|0O Tissue kallikreins, Kallikrein 1, AL1A1, Notch, NOTCH1
4| cell death 5121222 precursor, PLEKHG2
11414
11313
711|7]1
71917]9
1| E|E| E]|E
6| multicellular Le-f - - - _ o )
0| organism 5(0{0|0]|O0 Tissue kallikreins, Cyclin B1, AL1A1, Olfactory receptor,
5| reproduction 612|222 Notch, NOTCH1 precursor, MTL5, Cyclin B, DEAF
11414
11313
8/ 48| 4
5/ 5|5]|5
E|E|E|E
6 placenta blood ST T T
6| development 1121222 Notch, ERK1/2
11414
113|113
9171|917
5/11|]5]|1
E|E|E|E
6 20 -] -| -] -
0| connective tissue | 7| 0] 0] 0|0
7| development 4121222 Notch, ERK1 (MAPK3), NOTCH1 precursor, ERK1/2
inflammatory
6| response to S11p4)114
0| antigenic stimulus | 2 Notch, NOTCH1 precursor
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8 2142 4
317(13]|7
0/9|10]9
E|E| E|E
oj0|0]|0
21222
114|114
24|24
317|137
09|09
E|E| E|E
6 S
0| cardiac muscle 5/{0j01010
9| tissue growth 2|1 2|2|2]|2 Notch, NOTCH1 precursor
1(4(1| 4
214|124
317|3]|7
019|109
E|E| E|E
6 positive regulation ST T T
1| of 5/0[{0|0]|0
0| vasoconstriction 2121222 Tissue kallikreins, Kallikrein 1
14|14
214|124
317(13]|7
219(12|9
E|E| E| E
6 4| - -| - -
1| response to 210701010
1| hypoxia 7121222 Ajuba, Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
114|114
214|124
319|13|9
94|94
E|E| E|E
6 20 - -| -| -
1| responsetotoxic | 7| 0| 0| 0] 0
2| substance 7121222 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2
111(4)1)| 4
6 positive regulation 31 - -] |-
1| of protein 712(4|2)| 4 Ajuba, Cyclin B1, IRT-1, SNX1, TIRAP (Mal), ERK1
3| metabolicprocess |4 4| 9| 4| 9 (MAPK3), CD43, Cyclin B, ERK1/2, 14-3-3
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214|12)| 4
E|E|E|E
0|0j0]|O
212|122
11414
214]12)| 4
6/9|6]|9
71474
E|E| E|E
6 4| - -| - -
1| positive requlation | 3| 0| 0| 0] 0
4| of cell motility 0] 2(2|2]2 IRT-1, TIRAP (Mal), Notch, NOTCH1 precursor, ERK1/2
11414
214|124
719179
0|40 4
E|E|E|E
6 reqgulation of -1 -1 -] -
1] osteoblast 5{0(0]00
5| differentiation 02222 Notch, NOTCH1 precursor, ZHX3
11414
214]12|4
719179
6| 4| 6|4
E|E|E|E
6 N
1| pocvte 5/0(0|0|O0
6| development 3121222 Cyclin B1, Cyclin B
11414
214|124
71917]9
6| 4| 6|4
E|E|E|E
6 I
1| hair cell 5000400
7| differentiation 31 2|2|2]|2 Notch, NOTCH1 precursor
11414
214|124
6 719179
1 spindle 5/614|6|4
8| checkpoint 3| E|E|E|E Cyclin B1, Cyclin B
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0j0(0|O0
212|122
11414
214]12)| 4
7191719
6| 4| 6|4
E|E|E|E

6! regulation of T T T

1| skeletal muscle | 5| 0| 0| 0|0

9| fiber development [ 3| 2| 2| 2| 2 Notch, NOTCH1 precursor
11414
214124
71917]9
91419 4
E|E|E|E

6 regulation of i

2| cytoskeleton 3/]0[{0|0]|0O0 Cyclin B1, Olfactory receptor, ERK1 (MAPK3), Cyclin B,

0| organization 11212]2]|2 ERK1/2
11414
214]12|4
71917]9
914|9)| 4
E|E|E|E

6 5/ - - -| -

2 requlation of 900|100 Tissue kallikreins, Kallikrein 1, IRT-1, Thioredoxin-like 2,

1| system process 91 2|2|2]|2 Adult hemoglobin, 14-3-3
11414
214]12|4
819|8|9
714|7)| 4

. . E|E|E|E
6 positive regulation ]
of

2| posttranscriptiona 0/040|0

2| | gene silencing 412 2|2]|2 Ajuba
11414
2(412)| 4
819|8|9
714|7)| 4

6 E|E|E|E

2| ectoderm S I R

3| formation 4/0(0|0|0 LHX1
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21222
14|14
214124
81 9| 8|9
714|174
.. . E|E| E|E
positive regulation
61 of toll-like B
2| receptor 3 0/0j0f0
4| signaling pathway 212|122 TIRAP (Mal)
14|14
214|2)| 4
81 9|8|9
714|7)| 4
E|E| E|E
6 S I
2| motor neuron 6(0j0j0
5| migration 21222 LHX1
11414
214|12)| 4
8/ 9|8|9
714|174
E|E| E| E
6 S S A
2| ciliary body 0/0j0f0
6| morphogenesis 21222 Notch
14|14
214124
81 9|8|9
714|7)| 4
E|E| E|E
6 positive regulation ST T T
2| of smooth muscle 0/0j0f0
7| cell chemotaxis 21222 IRT-1
114|114
214|12)| 4
8/ 9|8|9
714|174
E|E| E|E
6 metanephric part ST T T
2| of ureteric bud 010100
8| development 21222 LHX1
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1141\ 4
2142 4
89| 8|9
70147 4
E|E| E| E

6 S

2| spinal cord motor 0j040|0

9| neuron migration 212122 LHX1
114|1)| 4
21421 4
8/9|8|9
701471 4
E|E| E|E

6 ) S S N

negative

3| regulation of type 0|0|0]O

0| IV hypersensitivity 21222 CD43
114]|1)| 4
2142 4
8/ 9|8|9
7147 4
E|E| E| E

6 regulation of LT T T

3| cellular response 0j040|0

1| to hypoxia 21222 Ajuba
1141\ 4
2142 4
89| 8|9
70474
E|E| E| E

6 N

3| replication fork 0|0|0]O

2| protection 2122 2 TIPIN
1/4|1] 4
2142 4
8/9|8|9
70474
E|E| E| E

6 N S N

3| oviduct 0|{0j0]O

3| development 212122 LHX1

requlation of
6| epidermal cell 11411]4
3| division 14-3-3
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4 214124
81 9| 8|9
714|174
E|E| E|E
00|00
21222
114|114
214]12)| 4
81 9| 8|9
714|7)| 4
E|E| E|E
6 S S
3| UDP-glucuronate 0/0/0]0
5| metabolic process | 4| 2| 2| 2| 2 UGDH
11414
214|12)| 4
81 9|8|9
714|174
E|E| E|E
6 positive regulation ST T T
3| of gene silencing 0/040]0
6| by miRNA 412|122 2 Ajuba
14|14
214|124
81 9|8|9
914|9)| 4
1/ E|E| E|E
6 pasitive requlation 8| -| -| -| - Ajuba, Tissue kallikreins, Cyclin B1, AL1A1, TIRAP (Mal),
3| of molecular 1{0|/0|0|O ERK1 (MAPK3), AO7, Cyclin B, Rab-3, Kallikrein 3 (PSA),
7| function 812|222 ERK1/2, 14-3-3
114|114
3/5/3]|5
0|3|0]|3
213]12]3
E|E| E|E
6 response to e
3 decreased 31]0/{010|0O0
8| oxygen levels 3121222 Ajuba, Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
. 114|114
o | requlation of -
systemic arterial ' '
3| blood pressure by | 2| 3| 3] 3|53
9| hormone 4121 6| 2|6 Tissue kallikreins, Kallikrein 3 (PSA)
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217|127
E|E|E|E
0|0j0]|O
212|122
11414
3/ 5(3]|5
2/ 6|2|6
21727
E|E| E|E
6 regulation of T T T
4 peptidyl-lysine 500400
0| acetylation 41212 2|2 ERK1 (MAPK3), ERK1/2
14|14
3/5[3]|5
2/ 6|2|6
21727
E|E|E|E
61 glandular ST T T
4| epihelialcel | 5[ 0| 0] 0|0
1| differentiation 41212 2|2 Notch, NOTCH1 precursor
11414
3/ 5[3]|5
2/ 6|2|6
217|127
. E|E|E|E
g | [equlation of I
calcium ion-
4 dependent 500,00
2| exocytosis 4122 2|2 Notch, NOTCH1 precursor
11414
3/5[3]|5
2/ 6|2|6
21727
E|E|E|E
6 I
4| renal tubule 5000400
3| development 412|2|2)|2 Notch, NOTCH1 precursor
11414
3/5[3]|5
6 2131939
4 8| 12|12
4| MAPK cascade 3| E|E|E|E TIRAP (Mal), ERK1 (MAPK3), ERK1/2, 14-3-3
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0|0j0]|O
21222
114|114
3/6|/3|6
3/0/3|0
712 7| 2
2| E|E|E]|E
6| cellular o| -| -| -1 - Ajuba, Cyclin B1, AL1A1, HBG, IRT-1, HBGA, ERK1
4| compor ponent 5/0[{0|0]|0 (MAPK3), Spinophilin, Cyclin B, Adult hemoglobin,
5| assembly 4121222 ERK1/2, 14-3-3, RBBP7 (RbAp46)
14|14
3/6|3|6
412142
6/9|6|9
1| E|E| E|E
6 positive regulation 61 -1 | -| -
4| of gene 0j0j0|0]|O LHX1, Gpbp1, TEF-5, PTD015, Notch, ERK1 (MAPK3),
6| expression 712222 SRB7, NOTCH1 precursor, ERK1/2, DEAF, 14-3-3
14|14
3/ 6|3|6
6| 7|6]|7
919|199
. E|E| E| E
6 ?eegjg\t/i((am of ST T T
4 endothelial cell 5/0/0/0|0
7| migration 5121222 Notch, NOTCH1 precursor
14|14
3/ 6|3|6
6|7|6]|7
919|199
E|E| E|E
6 regulated B
4 s_e%W}( 5/0(0|0|0
8| pathway 5121222 14-3-3 zeta/delta, 14-3-3
114|114
3/6|3|6
6|7|6]|7
positive regulation 9191919
6 of acute EJE|E|E
4| inflammatory S| - - | -
9| response 5(0/0|0]|0 Tissue kallikreins, Kallikrein 1
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21222
14|14
3/6|3|6
6| 7|6]|7
9191919
E|E| E|E
6! cell differentiation ST T T
5| involved in kidney | 2| 0 0] 0|0
0| development 5121222 Notch, NOTCH1 precursor
14|14
317|3]|7
9|1 5|95
9|1 5|95
E|E| E|E
6 6| -| -| -| -
5 1/10|0|0|O0 Tissue kallikreins, Cyclin B1, LHX1, Notch, NOTCH1
1| growth 11212]2] 2 precursor, Cyclin B
1(4(1| 4
4|71 4|7
0|5|0]|5
8|/ 5| 8|5
E|E| E| E
6 71 - -] -| -
5| response to 9/ 0|0|0|0O TIRAP (Mal), Notch, ERK1 (MAPK3), NOTCH1 precursor,
2| bacterium 512222 CD43, NFKBIL1, ERK1/2
14|14
4| 7|47
1/5|1|5
0|5|0]|5
E|E| E|E
6 positive regulation Ll I R
5| of ERK1 and 5/{0j010/0
3| ERK2 cascade 612|222 TIRAP (Mal), ERK1 (MAPK3), ERK1/2
114|114
47|47
1({5|1]|5
2|1 5|2]|5
E|E| E|E
6 20 - -| -| -
5| striated muscle |8 0] 0100
4| cell differentiation | 8| 2| 2| 2| 2 Cyclin B1, Notch, NOTCH1 precursor, Cyclin B
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11414
41 7|47
15|15
2(512]5
E|E|E|E
6 requlation of A
5| vasculature 8/0|/0|0]|O0 Tissue kallikreins, Notch, NOTCH1 precursor, Kallikrein 3
5| development 81 2|2|2|2 (PSA)
11414
4171 4|7
15|15
715|7]|5
. E|E|E|E
6 ?eeglig\t/i(cam of T T T
5 osteoblast 5(0/0|]0]|0
6| differentiation 6| 2| 2|22 Notch, NOTCH1 precursor
11414
41 7| 4|7
15|15
71/517]5
E|E|E|E
6 S S A
5| oocvte 5/0/0[0|0O
7| differentiation 612|222 Cyclin B1, Cyclin B
11414
41 7| 4|7
15|15
715|7]|5
E|E|E|E
6 S S N
5 5(0/0|]0]|0
8| stem cell division | 6| 2| 2| 2| 2 Notch, NOTCH1 precursor
11414
41 7| 4|7
1/5(1]5
715|7]|5
E|E|E|E
6! requlation of T T T
5 _Q—Qrc,tem 5/0[o0[0|0O
9| acetylation 6|122|2]|2 ERK1 (MAPK3), ERK1/2
6 511141\ 4
6| heart growth 6 Notch, NOTCH1 precursor
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0 41 7|47
1/5(1]5
715|7]|5
E|E|E|E
0j0(0|O0
212|122
11414
4171 4|7
15|15
715|7]|5
E|E|E|E
6 positive regulation T T T
6| of glial cell 5/0]0/00
1| differentiation 6| 2|2|2]|2 Notch, NOTCH1 precursor
11414
4171 4|7
15|15
715|7]|5
. E|E|E|E
6 ?:glig\t/i(cam of N
6| muscle cell 5/ 0(0]00
2| differentiation 62|22 2 Notch, NOTCH1 precursor
11414
41 7| 4|7
217|127
5/14|5| 4
. . E|E|E|E
6 positive regulation P
of cellular
6| component 4/0{0j0]0
3| movement 3121222 IRT-1, TIRAP (Mal), Notch, NOTCH1 precursor, ERK1/2
11414
41 7| 4|7
21727
87| 8|7
E|E|E|E
6 20 - -| -| -
6| muscle g8/ 0j0j0]0O
4| contraction 9|1 22|22 Tissue kallikreins, Leiomodin, Kallikrein 3 (PSA), CapZIP
11414
6 2| . B
6 9/ 418|4)| 8
5| platelet activation | 0] 4] 2| 4] 2 ERK1 (MAPK3), 14-3-3 zeta/delta, ERK1/2, 14-3-3
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5/ 5|5]|5
E| E| E|E
00|00
2122 2
114)1)| 4
4, 8| 4| 8
513|5]|3
1,717
. E|E|E|E
¢ | Immune A
response-
6| activating signal |4 0] 0] 0|0
6| transduction 512|222 IGHG4, TIRAP (Mal), IGHG1, ERK1 (MAPK3), ERK1/2
11414
41 8| 4| 8
6| 6| 6|6
11616
E| E| E|E
6| establishmentof | 2| *| *| 7| -
6| organelle 91010j00
7| localization 112|222 Cyclin B1, Rab-11A, Cyclin B, Rab-3
114)1)| 4
4|1 8| 4| 8
6|7|6|7
6| 3|6]|3
E| E| E|E
6 S S N
6| positive requlation | 2| 0| 0| 0| O
8| ofaminetransport | 7| 2| 2| 2| 2 Rab-3B, Rab-3
114)1)| 4
419|149
81|81
11616
E| E| E|E
6 8| -| -| -| -
6| cytoplasmic 0j|0j0|0]|O Rab-11A, SNX1, Olfactory receptor, ERK1 (MAPK3), 14-3-3
9| transport 3121222 zeta/delta, ERK1/2, 14-3-3
114])1)| 4
5/19|5]|9
6 4, 0| 8|0 8
7| positive requlation | 4| 2| 1] 2|1
0| of locomotion 9| E|E| E|E IRT-1, TIRAP (Mal), Notch, NOTCH1 precursor, ERK1/2
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0|0j0]|O
21222
114|114
5/9|5|9
1,818
5/4|5]| 4
E|E| E|E

6 N

7| response to 0/0j0|0

1| growth hormone 212122 ERK1 (MAPK3), ERK1/2
14|14
5/9(5|9
1,818
5/4|5]| 4
E|E| E|E

6 positive regulation T T T

71 of mitotic cell 0/0/0|0

2| cycle 21222 Cyclin B1, Cyclin B
14|14
5/9(5|9
1/ 81|38
5/4|5]| 4

. E|E| E| E
g| fequlationof ]
phosphatidylinosit

7 ol 3-kinase 00|00

3| activity 21222 Tissue kallikreins, Kallikrein 3 (PSA)
14|14
5/9(5|9
1,818
514|154
E|E| E|E

6 S

7| hindlimb 0/040]0

4| morphogenesis 22|22 Notch, NOTCH1 precursor
114|114
5/9(5|9
1,818

. 51454
| Meloid cell E|E|E|E
activation
7! involved in I R
5| immune response 0j0(0|O0 14-3-3 zeta/delta, 14-3-3
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21222
14|14
5/9|15|9
219(12|9
2|5]2|5 Ajuba, Cyclin B1, LHX1, HBG, IRT-1, HBGA, Gpbp1, TEF-5,
5/ E| E| E|E TIRAP (Mal), Olfactory receptor, PTD015, Notch, ERK1
6 1 -] -] -| - (MAPK3), DR1, SRB7, NOTCH1 precursor, NFKBIL1, AO7,
7 regulation of gene 310/{010|0 CyC|In B, Adult hemoglobin, ZHX3, ERK]./Z, DEAF, 14'3'3,
6| expression 5121222 RBBP7 (RbAp46)
14|14
5/9|5|9
21912|9
3/5|3]|5
1| E|E| E|E
6 single organism 4| -| -| -| - Tissue kallikreins, Cyclin B1, AL1A1, LHX1, Olfactory
7| reproductive 110/ 0]0]0 receptor, Notch, NOTCH1 precursor, MTL5, Cyclin B,
7| process 8121222 DEAF
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Table 9S: Enrichment analysis report. Enrichment by GO Processes (healthy control vs SVZn)

SVZn
Limma
Enrichment by GO Input_ge
Processes nelist
TO m | P rl1
i
Olaln]|V 5 Network Objects from
Processes t || E a|D|D Active Data
al,lp |l [R|a
I e R t
e a
2|5]2|5
3/6/3]|6 RBBP8 (CtIP), Cyclin B1, DLC1 (Dynein LC8a), HSPA1B,
46|46 TIPIN, PPM1F, HDAC7, MENA, VAMP5, Histone
02|02 deacetylase class Il, Calmyrin, HSP70, ARID4A, SET,
1/ E|E|E|E SMYD3, POLE3-POLE4 complex, HSPA2, HSPA1A, CKS2,
sinale-oraanism 8| - -| -| - OBFC1, POLE3 (YBL1), DYNLL, SET/NUP214 fusion
organelle 7|/ 1|10 1| 0| 3] protein, Cyclin B, EYAL, Pleckstrin, FOP, PDXP, PP2C,
organization 8/ 0| 7|0]| 7|0]|RUVBLL
312132
71117]1
0|6|0]|6
5/715]|7
E|E|E|E
negative requlation 4| -| -] -| - Cyclin B1, DLC1 (Dynein LC8a), PSMD10 (Gankyrin),
of phosphorus 8/ 0| 0| 0| 0]1]|PPMIF, HEXIM1, Calmyrin, HSP70, SMYD3, DYNLL,
metabolic process 719 6| 9| 65| CyclinB, Pleckstrin, PTPN2, FOP, CAMK2N1, PP2C
3121312
7111711
0|6|0]|6
5/715]|7
E|E| E|E
negative requlation 41 -| -] -| - Cyclin B1, DLC1 (Dynein LC8a), PSMD10 (Gankyrin),
of phosphate 8/ 0| 0| 0| 0]|1]|PPM1F, HEXIM1, Calmyrin, HSP70, SMYD3, DYNLL,
metabolic process 7191 6|9]| 65| CyclinB, Pleckstrin, PTPN2, FOP, CAMK2N1, PP2C
412412
211121
5|/6|5]|6
87| 8|7 Cyclin B1, HSPA1B, PPM1F, HDAC7, Histone deacetylase
E|E|E|E class Il, HSP70, ARID4A, LOC646817, SET, SMYD3,
9| -| -| -| - POLE3-POLE4 complex, HSPA2, HSPA1A, OBFC1, POLE3
chromosome 41 0| 0| 0| 0] 2| (YBL1), SET/NUP214 fusion protein, Cyclin B, EYAL,
organization 119|6|9| 6]|0|PP2C,RUVBL1
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412|142
411|141
716|176
8|17|8|7
E|E| E|E
41 -1 -] -| - Cyclin B1, DLC1 (Dynein LC8a), PSMD10 (Gankyrin),
negative requlation | 1| 0] 0| 0| 0| 1| PPM1F, HEXIM1, Calmyrin, HSP70, SMYD3, DYNLL,
of phosphorylation | 8| 9| 6| 9| 6| 4 | Cyclin B, PTPN2, FOP, CAMK2N1, PP2C
311131
85|85
3/4(3]|4
216|126
E|E|E|E
2/0|0|0|O
protein refolding 2| 8| 5| 8| 5|5 | HSPA1B, HSP70, HSPA2, HSPA1A, HSC70
5(/1(5]|1
415|145
917|917 Annexin V, eEF1A, Cyclin B1, PSMD10 (Gankyrin), Clp1,
912|192 AL1A1, MENA, DARS, Histone deacetylase class Il,
1 E|E| E|E Calmyrin, COLEC12, HSP70, Annexin VI, LOC646817,
macromolecular 8| - -| -| - SET, TXNRD1, SMYD3, eEF1A1, CKS2, SET/NUP214
complex subunit 2/ 0| 0| 0] 0] 2| fusion protein, Cyclin B, IMD2, PDXP, HSC70, RUVBL1,
organization 3/8|5|8|5]|6]|PQBP-1
51151
85|85
07|07
212 2|2
. . E|E|E|E
reqgulation of cyclin-
dependent protein e e
serine/threonine 110({0|0]|0 Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), HEXIM1,
kinase activity 9| 8| 5| 8| 5| 8| HSP70, HSPA2, CKS2, Cyclin B
61|61
7151715
57|57
0(2(0]2
negative requlation EIE|EE . .
of protein 5/ -1 - -| - Cyclin B1, PSMD10 (Gankyrin), PPM1F, HEXIM1,
modification 1/ 0| 0| 0| 0| 1| Calmyrin, HSP70, SET, SMYD3, SET/NUP214 fusion
process 9| 8| 5| 8| 5| 4| protein, Cyclin B, PTPN2, FOP, CAMK2N1, PP2C
negative regulation
of inclusion body 11711, 7]1
assembly 0 4 | HSPA1B, HSP70, HSPA2, HSPA1A
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41545
87|87
21222
E|E| E|E
0|0|0]|O
8| 5|8|5
71117]1
715|715
11717
712|712 Annexin V, eEF1A, Cyclin B1, PSMD10 (Gankyrin),
1| E|E| E|E AL1A1, MENA, DARS, Histone deacetylase class I,
protein complex 5| -| - -| - Calmyrin, COLEC12, HSP70, Annexin VI, LOC646817,
1| subunit 9/ 0| 0| 0| 0]|2]|SET, TXNRD1, SMYD3, eEF1A1, CKS2, SET/NUP214
1| organization 6| 8| 5| 8| 5|4 | fusion protein, Cyclin B, IMD2, PDXP, HSC70, RUVBL1
811|181
3/5(3]|5
2|17 2|7
62|62
E|E| E|E
3 -1 - - - Cyclin B1, PPM1F, HDAC7, Histone deacetylase class I,
1| histone 60| 0| 0| 0[1]|ARID4A, SMYD3, POLE3-POLE4 complex, POLE3 (YBL1),
2| modification 8| 8| 5| 8| 5| 2] CyclinB, EYAL, PP2C, RUVBL1
Annexin V, eEF1A, Reticulon 4, RBBPS8 (CtIP), Cyclin B1,
811|181 DLC1 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN,
P R I Clpl, AL1A1, PPM1F, HDAC7, MENA, DARS, VAMP5,
915|195 Histone deacetylase class Il, Olfactory receptor,
7171717 Calmyrin, COLEC12, HSP70, ARID4A, Annexin VI,
62|62 LOC646817, SET, TXNRD1, SMYD3, POLE3-POLE4
S5|E|E|E|E complex, Calmodulin, HSPA2, HSPA1A, eEF1A1, CKS2,
41 -1 -1 - - OBFC1, POLE3 (YBL1), DYNLL, ICMT, SET/NUP214 fusion
1| cellular component | 1| 0| 0| 0| 0| 4 | protein, Cyclin B, IMD2, EYA1, Pleckstrin, FOP, PDXP,
3| organization 9/ 8| 5| 8| 58| PP2C, HSC70, RUVBL1, PQBP-1
911|191
0|5|0]|5
917|197
312312
E|E| E|E
30 -1 - -| - Cyclin B1, PPM1F, HDAC7, Histone deacetylase class Il,
1| covalent chromatin | 7| 0| 0| 0| 0| 1| ARID4A, SMYD3, POLE3-POLE4 complex, POLE3 (YBL1),
4| modification 1| 8| 5| 8| 5| 2| CyclinB, EYA], PP2C, RUVBL1
91111 RBBPS (CtIP), Cyclin B1, DLC1 (Dynein LC8a), PSMD10
1 3| .| .| .| .| 1] (Gankyrin), TIPIN, Calmyrin, HSP70, SET, Calmodulin,
5| mitotic cell cycle 0| 1|9 1] 9]|8]| HSPA2, DYNLL, SET/NUP214 fusion protein, Cyclin B,
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710 7|0 EYAL, FOP, PP2C, PRCC, RUVBL1
8/ 0|8|0
E|E|E]|E
0|0|j0]|O
715|715

Annexin V, eEF1A, Reticulon 4, RBBP8 (CtIP), Cyclin B1,
21323 DLC1 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN,
N I Clpl, AL1A1, PPM1F, HDAC7, MENA, DARS, VAMP5,
01|01 Histone deacetylase class Il, Olfactory receptor,
5/0|5|0 Calmyrin, COLEC12, HSP70, ARID4A, Annexin VI,
6/19|6|9 LOC646817, SET, TXNRD1, SMYD3, POLE3-POLE4

5|E|E|E|E complex, Calmodulin, HSPA2, HSPA1A, eEF1A1, CKS2,
cellular component 51 -] - -1 - OBFC1, POLE3 (YBL1), DYNLL, ICMT, SET/NUP214 fusion
1| organization or 5(0({0(0]0 protein, Cyclin B, IMD2, EYAL, Pleckstrin, FOP, PDXP,
biogenesis 71715 7]5 PP2C, HSC70, RUVBL1, PQBP-1
213(2|3
1(1(11 Reticulon 4, RBBP8 (CtIP), Cyclin B1, DLC1 (Dynein
912|192 LC8a), HSPA1B, TIPIN, PPM1F, HDAC7, MENA, VAMPS,
6|7| 6|7 Histone deacetylase class I, Calmyrin, HSP70, ARID4A,
2| E|E|E|E LOC646817, SET, SMYD3, POLE3-POLE4 complex,

9 - -| -| - HSPA2, HSPA1A, CKS2, OBFC1, POLE3 (YBL1), DYNLL,
organelle 7(0(0(00 SET/NUP214 fusion protein, Cyclin B, EYA1, Pleckstrin,
organization 6| 7|5]7]|5 FOP, PDXP, PP2C, RUVBL1, PQBP-1

21323
63|63
4|16|4]|6
0|20 2
E|E|E|E

2 - - - -

G2/M transitionof |0/ 0] 0] 0| O Cyclin B1, DLC1 (Dynein LC8a), HSP70, Calmodulin,
mitotic cell cycle 0/7/5|7]|5 HSPA2, DYNLL, Cyclin B, FOP, PP2C

213(2|3

63|63

4|16|4]|6

0|20 2

E|E|E]|E

2 - - - -
cell cycle G2/M 0j0|j0|0|O Cyclin B1, DLC1 (Dynein LC8a), HSP70, Calmodulin,
phase transition 0/ 7|5]|7]|5 HSPA2, DYNLL, Cyclin B, FOP, PP2C

213|123 Cyclin B1, PSMD10 (Gankyrin), PPM1F, HEXIM1, Histone
negative requlation 6 .| .| .| . deacetylase class Il, Calmyrin, HSP70, SET, SMYD3,
of cellular protein 71915195 SET/NUP214 fusion protein, Cyclin B, PTPN2, FOP,
metabolic process 9| 12|12 CAMK2N1, PP2C
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51757
E|E|E]|E
0|0|0]|O
715|715
313133
1(5|1|5
119(1|9
5/0|5|0
E|E|E|E
41 -| -] -| - RBBPS8 (CtIP), Cyclin B1, DLC1 (Dynein LC8a), PSMD10
2| cell cycle phase 1/0[{0|0]|0 (Gankyrin), TIPIN, HSP70, Calmodulin, HSPA2, DYNLL,
1| transition 6|7|5|7]|5 Cyclin B, FOP, PP2C
45| 4|5
6|0 6|0
11717
314|134
E|E|E|E Cyclin B1, PPM1F, HDAC7, Histone deacetylase class Il,
70 -1 -| -| - ARID4A, LOC646817, SET, SMYD3, POLE3-POLE4
2| chromatin 0oj0o|j0j0|O complex, POLE3 (YBL1), SET/NUP214 fusion protein,
2| organization 4, 7|5|7]|5 Cyclin B, EYAL, PP2C, RUVBL1
41545
8|10|8|0
319139
8|10|8|0
E|E|E|E
negative regulation 31 - -] -] -
2| of protein 5/0/0|l0]|0 Cyclin B1, PPM1F, HEXIM1, Calmyrin, HSP70, SMYD3,
3| phosphorylation 4,7 |5|7]5 Cyclin B, PTPN2, FOP, CAMK2N1, PP2C
5/5|5]|5
31333
0|4|0]| 4
0|4|0]| 4
negative requlation E|E|E|E Reticulon 4, Cyclin B1, HSPA1B, PSMD10 (Gankyrin),
of cellular 6| -| -| -| - Histone deacetylase class Il, Calmyrin, HSP70, SET,
2| componer ponent 1/0|/0|0]O0 HSPA2, HSPA1A, SET/NUP214 fusion protein, Cyclin B,
4| organization 5/7|5|7]|5 PP2C, HSC70
818|838
41114]1
14|14
2| histone 213123
5| dephosphorylation 5|E|E|E]|E PPM1F, EYA1, PP2C
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0|0|0]|O
715|715
91898
4|18|4]|8
71117]1
21626
E|E|E|E RBBPS (CtIP), Cyclin B1, DLC1 (Dynein LC8a), PSMD10
8| -| - -| - (Gankyrin), TIPIN, HSP70, Calmodulin, HSPA2, DYNLL,
2| mitotic cell cycle 5/0/0|0]|0 SET/NUP214 fusion protein, Cyclin B, EYA1, FOP, PP2C,
6| process 0| 7|5|7]|5 PRCC, RUVBL1
1(1(11
1/0(1]|0
311131
14|14 RBBPS8 (CtIP), Cyclin T1, Cyclin B1, DLC1 (Dynein LC8a),
1| E|E| E|E PSMD10 (Gankyrin), TIPIN, Calmyrin, HSP70, SET,
5( - - -| - Calmodulin, HSPA2, CKS2, Annexin XI, DYNLL, Septin 3,
2 8/0|0|0]|O0 SET/NUP214 fusion protein, Cyclin B, EYA1, FOP, PP2C,
7| cell cycle 0,6|4|6|4 PRCC, RUVBL1
1111
6|4|6|4
6|3|6|3
1/6[1]|6
E|E| E|E Cyclin B1, PSMD10 (Gankyrin), PPM1F, HEXIM1, Histone
negative requlation 71 -1 - -| - deacetylase class Il, Calmyrin, HSP70, SET, SMYD3,
2| of protein metabolic [8] 00| 0| 0 SET/NUP214 fusion protein, Cyclin B, PTPN2, FOP,
8| process 0,6|4|6|4 CAMK2N1, PP2C
211121
1/8(1]|8
71117]1
919199
E|E| E|E
4| -| -] -| - RBBPS8 (CtIP), Cyclin B1, DLC1 (Dynein LC8a), PSMD10
2| mitotic cell cycle 1/0[{0|0|O (Gankyrin), HSP70, Calmodulin, HSPA2, DYNLL, Cyclin B,
9| phase transition 3/6|4|6|4 FOP, PP2C
21222
6|1]6|1 RBBPS8 (CtIP), Cyclin B1, DLC1 (Dynein LC8a), PSMD10
716|7]|6 (Gankyrin), TIPIN, PPM1F, HDAC7, HEXIM1, Histone
2710170 deacetylase class Il, Calmyrin, HSP70, ARID4A, SET,
negative requlation Ol E|E|E|E Follistatin, SMYD3, DYNLL, SET/NUP214 fusion protein,
3| of cellular 8| -| -| -| - Cyclin B, Pleckstrin, PTPN2, FOP, CAMK2N1, PP2C,
0| metabolic process 2/0|0|0|O0 HSC70, TARDBP (TDP43)
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6|4|6|4
21222
811|181
0| 8|08
5/9|5]|9
E|E| E|E
3 _Q—W 8/ 0|0|0|O Cyclin B1, Histone deacetylase class I, Calmyrin, Cyclin
1| depolymerization 9/ 6|4|6| 4 B, Pleckstrin, PDXP
312132
0|3|0]3
83|83
412412
1| E|E| E|E Annexin V, eEF1A, Cyclin B1, PSMD10 (Gankyrin), Clp1,
41 -| -] -| - AL1A1, DARS, COLEC12, HSP70, Annexin VI, LOC646817,
3| macromolecular 1/0(0|0|0O SET, TXNRD1, SMYD3, eEF1A1, SET/NUP214 fusion
2| complexassembly |5 6| 46| 4 protein, Cyclin B, IMD2, RUVBL1, PQBP-1
41343
63|63
311131 RBBPS8 (CtIP), Cyclin B1, DLC1 (Dynein LC8a), PSMD10
00|00 (Gankyrin), TIPIN, Clp1, PPM1F, HDAC7, HEXIM1,
2| E|E|E]|E Histone deacetylase class Il, Calmyrin, HSP70, ARID4A,
neqative requlation | 2| | - | -] - SET, Follistatin, SMYD3, DYNLL, SET/NUP214 fusion
3| of metabolic 900|000 protein, Cyclin B, Pleckstrin, PTPN2, FOP, CAMK2N1,
3| process 4, 6|4|6|4 PP2C, HSC70, TARDBP (TDP43)
41343
63|63
51|51
1(0(1]|0
1| E|E| E|E Annexin V, eEF1A, Cyclin B1, PSMD10 (Gankyrin),
20 - -| -| - AL1A1, DARS, COLEC12, HSP70, Annexin VI, LOC646817,
3| protein complex ojojo|o]|oO SET, TXNRD1, SMYD3, eEF1A1, SET/NUP214 fusion
4| assembly 0O|6|4|6]| 4 protein, Cyclin B, IMD2, RUVBL1
41343
83|83
1(2(1)|2
51959
1| E|E| E|E Annexin V, eEF1A, Cyclin B1, PSMD10 (Gankyrin),
2| - -] -1 - AL1A1, DARS, COLEC12, HSP70, Annexin VI, LOC646817,
3| protein complex ojojo|o]|oO SET, TXNRD1, SMYD3, eEF1A1, SET/NUP214 fusion
5| biogenesis 3| 6|/4|6| 4 protein, Cyclin B, IMD2, RUVBL1
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51353
51757
51353
4131413
E|E|E]|E Annexin V, DLC1 (Dynein LC8a), HSPA1B, PSMD10
9| -| -| -| - (Gankyrin), PPM1F, HEXIM1, Histone deacetylase class
3| negative requlation | 7| 0| 0| O | 0|1 |Il,HSP70, SET, SMYD3, HSPA1A, DYNLL, SET/NUP214
6| of catalytic activity 5| 6| 4| 6| 4|6 | fusion protein, FOP, CAMK2N1, PP2C
51353
8|1 88|38
6|3|6|3
21424
E|E|E]|E
. 1l - -] -1 -
3 _g—m;glex 0j0|j0|0|0O Cyclin B1, Histone deacetylase class I, Calmyrin, Cyclin
7| disassembly 1/ 6| 4| 6| 4| 6| B, Pleckstrin, PDXP
6| 46| 4
911|191
717|177
6|7|6|7
E|E|E|E
3 0|0|0]|O
8| heat acclimation 9/ 6| 4| 6| 4] 3| HSPA1B, HSP70, HSPA1A
6|4|6|4
911|191
717|177
6|7|6|7
E|E|E]|E
3| cellular heat 0/0{0f0
9| acclimation 96| 4| 6| 4| 3| HSPA1B, HSP70, HSPA1A
71474 Annexin V, eEF1A, Reticulon 4, IGHG4, Cyclin T1, Cyclin
N N B1, DLC1 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin),
0O/1|0]1 TIPIN, ECE1, AL1A1, PPM1F, HDAC7, MENA, SNX1,
417|147 Histone deacetylase class Il, Olfactory receptor,
2171217 Calmyrin, EPS8L1, COLEC12, HSP70, IGHG1, Cyclophilin
5|E|E|E|E E, LOC646817, Follistatin, TXNRD1, SMYD3, Calmodulin,
positive requlation 20 -| - -| - HSPA2, HSPA1A, eEF1A1, OBFC1, DYNLL, ICMT, Cyclin B,
4| of biological 410 0| 0| 0]|4]EYAL Pleckstrin, PTPN2, FOP, PDXP, PP2C, TARDBP
0| process 9| 6|4| 6| 4|3|(TDP43)
4 1| 7| 4| 7| 4]|1]|RBBP8(CtIP), Cyclin B1, DLC1 (Dynein LC8a), PSMD10
1| cell cycle process 2 8 | (Gankyrin), TIPIN, HSP70, Calmodulin, HSPA2, CKS2,
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3/0(1(0]1 Annexin XI, DYNLL, SET/NUP214 fusion protein, Cyclin B,
7177177 EYA1, FOP, PP2C, PRCC, RUVBL1
6|7|6|7
E|E| E|E
0|0|0]|O
6|4|6|4
71417]| 4
91595
3173|7
411|141
E|E|E|E
negative requlation T T T
4| of microtubule 2/0]010]0
2| depolymerization 9/ 6| 4| 6| 4| 4] CyclinB1, Histone deacetylase class Il, Calmyrin, Cyclin B
FLI22494, P5CR1, eEF1A, RBBP8 (CtIP), PGMU, IGHG4,
Cyclin T1, RY1, Cyclin B1, DLC1 (Dynein LC8a), HSPA1B,
PSMD10 (Gankyrin), TIPIN, Clp1, ECE1, AL1A1, Fbxo3,
PPM1F, HDAC7, CDO1, HEXIM1, DARS, Histone
84|84 deacetylase class Il, Calmyrin, HSP70, IGHG1, Cyclophilin
N I E, ARID4A, PGM?2, eEF2K, LOC646817, SET, COASY,
58| 5|8 DPP3, TXNRD1, SMYD3, POLE3-POLE4 complex,
914|194 Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1, SAE2,
1/9/0|9]|o0 OBFC1, ZNF3970S, POLE3 (YBL1), DYNLL, ICMT, DOHH,

O|E|E|E|E ZNF397, SET/NUP214 fusion protein, Cyclin B, IMD2,

1] - -| -| - EYA1, GMEB1, Pleckstrin, PTPN2, FOP, PDXP,
4| primary metabolic 8| 0| 0| 0| 0|6 | Fructosamine-3-kinase, PP2C, HSC70, TARDBP (TDP43),
3| process 5/6|4| 6| 4|6|TCOF1, RUVBL]1, PQBP-1

9|/5]|9]|5 FLI22494, P5CR1, eEF1A, RBBPS8 (CtIP), PGMU, IGHG4,

P R I Cyclin B1, HSPA1B, PSMD10 (Gankyrin), AL1A1, PPM1F,

311|131 HDAC7, CDO1, Cytoglobin, DARS, Histone deacetylase

11212 class Il, Thioredoxin-like 2, Calmyrin, HSP70, IGHG1,

8| 5|8|5 ARID4A, PGM2, COASY, TXNRD1, SMYD3, POLE3-POLE4
5|E|E|E|E complex, Calmodulin, HSPA1A, RBP1, eEF1A1, OBFC1,

41 -| -| -| - POLE3 (YBL1), ICMT, DOHH, SET/NUP214 fusion protein,
4| single-organism 9/ 0| 0| 0| O0|4]CyclinB, IMD2, EYA1, Pleckstrin, PDXP, Fructosamine-3-
4| metabolicprocess |4| 6| 4| 6| 4| 4| kinase, PP2C, HSC70, RUVBL1

915|195
913|193
0|2|0]2
6|7|6|7
E|E| E|E

5( - - -| - Cyclin B1, PPM1F, HDAC7, Histone deacetylase class I,
4| chromatin 8/ 0| 0| 0| 0| 1]|ARID4A, SMYD3, POLE3-POLE4 complex, POLE3 (YBL1),
5| modification 1|/ 6| 4| 6| 4] 2] CyclinB, EYAL, PP2C, RUVBL1
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1(5|1|5
0|40 4
419149
41214\ 2
E|E| E|E
regulation of LT T T
4 incusonbody | 3| 0| 0] 0|0
assembly 1/5(4|5| 4 HSPA1B, HSP70, HSPA2, HSPA1A
1{5(1|5
11919
5|/5|5]|5 Annexin V, Cyclin T1, Cyclin B1, DLC1 (Dynein LC8a),
718|718 HSPA1B, PSMD10 (Gankyrin), AL1A1, PPM1F, HEXIM1,
2| E|E|E|E Histone deacetylase class Il, Calmyrin, EPS8L1, HSP70,

5 -] - -| - SET, SMYD3, Calmodulin, HSPA2, HSPA1A, SAE2, CKS2,
regulation of 6/0|{0|0|O0 DYNLL, SET/NUP214 fusion protein, Cyclin B, Pleckstrin,
catalvtic activity 7/5/4|5]| 4 FOP, CAMK2N1, PP2C

eEF1A, RBBP8 (CtIP), Cyclin T1, Cyclin B1, DLC1 (Dynein
1/6|1]|6 LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN, ECE1, AL1A1,
N A I PPM1F, HDAC7, SNX1, HEXIM1, Histone deacetylase
21323 class ll, Olfactory receptor, Calmyrin, EPS8L1, HSP70,
5{1|5]|1 Cyclophilin E, ARID4A, eEF2K, LOC646817, SET,
210|210 Follistatin, SMYD3, Calmodulin, HSPA2, HSPA1A,

6| E|E|E|E eEF1A1, CKS2, OBFC1, ZNF3970S, DYNLL, ICMT, ZNF397,
requlation of 5( -1 - -| - SET/NUP214 fusion protein, Cyclin B, EYA1, GMEBI1,

4 _g—primarv metabolic |4/ 0] 0/0]0 Pleckstrin, PTPN2, FOP, CAMK2N1, PP2C, HSC70,
process 0 5/{4|5]|4 TARDBP (TDP43), RUVBL1, PQBP-1
16|16 FLJ22494, P5CR1, eEF1A, RBBP8 (CtIP), Cyclin T1, RY1,
N I DLC1 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN,
213123 Clpl, ECE1, HDAC7, CDO1, HEXIM1, DARS, Histone
98|98 deacetylase class Il, Calmyrin, HSP70, Cyclophilin E,
418| 4|8 ARID4A, LOC646817, SET, COASY, TXNRD1, SMYD3,
5|E|E|E|E POLE3-POLE4 complex, HSPA1A, eEF1A1, OBFC1,
cellular nitrogen 9 - -| -| - ZNF3970S, POLE3 (YBL1), DYNLL, ICMT, ZNF397,
4 —g_comgound 4/0/0]0]|0 SET/NUP214 fusion protein, IMD2, EYA1, GMEB1, PDXP,
metabolic process 9(5|4(5]|4 PP2C, HSC70, TARDBP (TDP43), TCOF1, RUVBL1, PQBP-1
1/6|1]|6
314|134
4| 6|4]|6
8|/0|8|0
E|E| E|E
response to 3/0{0]00
ischemia 3/5(4|5|4 HSPA1B, Calmyrin, HSP70, HSPA1A
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1/6[1]|6
314,34
6/ 6|6|6
N ) 1(0(1]|0
positive requ!atlon ElEl ElE
of cell migration
involved in LT T
5| sprouting 11010]0f0
1| angiogenesis 1/5|4|5]| 4 HDAC?7, Histone deacetylase class I, Calmyrin
1/6[1]|6 eEF1A, RBBP8 (CtIP), Cyclin T1, Cyclin B1, DLC1 (Dynein
N LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN, Clp1, ECEZ,
3/5|/3]|5 PPM1F, HDAC7, SNX1, HEXIM1, Histone deacetylase
91090 class I, Olfactory receptor, Calmyrin, HSP70, Cyclophilin
918|938 E, ARID4A, eEF2K, LOC646817, SET, Follistatin, SMYD3,
6| E|E|E|E Calmodulin, HSPA2, HSPA1A, eEF1A1, CKS2, OBFC1,
requlation of 1 -1 -] -| - ZNF3970S, DYNLL, ICMT, ZNF397, SET/NUP214 fusion
5| macromolecule 6(0(0]0]0 protein, Cyclin B, EYA1, GMEB1, PTPN2, FOP, CAMK2N1,
2| metabolic process 3/5(4(5]|4 PP2C, HSC70, TARDBP (TDP43), RUVBL1, PQBP-1
1/6[1]|6
5/9|15]9
215|2|5
314,34
E|E|E|E
regulation of LT T T
5| o e 3lo0lololo
3| depolymerization 415|4|5|4 Cyclin B1, Histone deacetylase class Il, Calmyrin, Cyclin B
1717
62|62
1(3]1|3
5|17|5]|7
1| E|E| E|E Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), TIPIN, HEXIM1,
o| -| -| -1 - Olfactory receptor, HSP70, Calmodulin, HSPA2, CKS2,
5| requlation of cell 6(0(0]0]0 SET/NUP214 fusion protein, Cyclin B, PDXP, PP2C,
4| cycle 2(5|4(5]|4 HSC70, PRCC
11717
62|62
5|17|5]|7
31333 Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), PPM1F,
1| E|E| E|E HEXIM1, Histone deacetylase class Il, Calmyrin, HSP70,
. 51 -1 -| -| - eEF2K, SET, SMYD3, Calmodulin, HSPA2, CKS2,
5 rp_erg%ficaﬁon 8(0(0j0]0 SET/NUP214 fusion protein, Cyclin B, PTPN2, FOP,
5| process 4/5/4]15]| 4 CAMK2N1, PP2C
5 11717
6| response to DDT 2 Cyclin B1, Cyclin B
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919199
419149
91696
E|E| E|E
0|0|0]|O
54|54
117|117
919|199
419|14|9
9|16|9]|6
E|E|E|E
synaptonemal LT T T
5| complex 0/0{0f0
7| disassembly 2|51 4|5| 4]2| HSP70, HSPA2
11717
919|199
419|149
91696
E|E| E|E
5| negative regulation 0/0/0]0
8| of fibril organization | 2| 5| 4| 5| 4 | 2 | HSP70, HSC70
117|117
919|199
4191419
91696
E|E| E|E
5| regulation of fibril 0/0{0f0
9| organization 25|45 4]|2]|HSP70,HSC70
FLI22494, P5CR1, eEF1A, RBBPS8 (CtIP), Cyclin T1, RY1,
21828 DLC1 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN,
N I Clp1, ECE1, HDAC7, CDO1, HEXIM1, DARS, Histone
1141/ 4 deacetylase class Il, Calmyrin, HSP70, Cyclophilin E,
0|90 9 ARID4A, LOC646817, SET, COASY, TXNRD1, SMYD3,
6| 6| 6|6 POLE3-POLE4 complex, Calmodulin, HSPA1A, eEF1A1,
6| E|E|E|E OBFC1, ZNF3970S, POLE3 (YBL1), DYNLL, ICMT, ZNF397,
41 -1 -1 - - SET/NUP214 fusion protein, IMD2, EYA1, GMEB1, PDXP,
6| nitrogen compound | 5| 0| 0| 0| O | 4 | Fructosamine-3-kinase, PP2C, HSC70, TARDBP (TDP43),
0| metabolic process 215145 4|8|TCOF1, RUVBL1, PQBP-1
92828 FLI22494, P5CR1, eEF1A, RBBPS (CtIP), PGMU, Cyclin T1,
6| cellular metabolic 9| .| .| .| .| 6] RYL CyclinB1, DLC1 (Dynein LC8a), HSPA1B, PSMD10
1| process 4|1 1| 6| 1| 6| 4] (Gankyrin), TIPIN, Clp1, ECE1, AL1A1, Fbxo3, PPM1F,
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HDAC7, CDO1, HEXIM1, DARS, Histone deacetylase class
[I, Calmyrin, HSP70, Cyclophilin E, ARID4A, PGM2,
eEF2K, LOC646817, SET, COASY, TXNRD1, SMYD3,
POLE3-POLE4 complex, Calmodulin, HSPA2, HSPA1A,
RBP1, eEF1A1, SAE2, CKS2, OBFC1, ZNF3970S, POLE3
(YBL1), DYNLL, ICMT, DOHH, ZNF397, SET/NUP214
fusion protein, Cyclin B, IMD2, EYA1, GMEB1, Pleckstrin,
PTPN2, FOP, PDXP, Fructosamine-3-kinase, PP2C,
HSC70, TARDBP (TDP43), TCOF1, RUVBL1, PQBP-1

N O

negative requlation

of molecular
function

0 R NP

moo OO N .

m = U1 00 .

moo OO N .

m = U1 00 .

Annexin V, DLC1 (Dynein LC8a), HSPA1B, PSMD10
(Gankyrin), PPM1F, HEXIM1, Histone deacetylase class
I, HSP70, SET, SMYD3, Calmodulin, HSPA1A, DYNLL,
SET/NUP214 fusion protein, FOP, CAMK2N1, PP2C

cellular component
assembly

A~ U0WON

mwo b w. NGO,

o

mo O o. b O .

o

mwo b w. NOUO .,

o

mo O o. b O .

o

Annexin V, eEF1A, Cyclin B1, PSMD10 (Gankyrin), Clp1,
AL1A1, HDAC7, DARS, Histone deacetylase class Il,
COLEC12, HSP70, Annexin VI, LOC646817, SET, TXNRD1,
SMYD3, eEF1A1, SET/NUP214 fusion protein, Cyclin B,
IMD2, PDXP, RUVBL1, PQBP-1

regulation of
metabolic process

N O W

m o Jd w.

m o O 0.

m o Jd w.

m o O 0.

Annexin V, eEF1A, RBBP8 (CtIP), Cyclin T1, Cyclin B1,
DLC1 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN,
Clpl, ECE1, AL1A1, PPM1F, HDAC7, SNX1, HEXIM1,
Histone deacetylase class Il, Olfactory receptor,
Calmyrin, EPS8L1, HSP70, Cyclophilin E, ARID4A, eEF2K,
LOC646817, SET, Follistatin, SMYD3, Calmodulin, HSPA2,
HSPA1A, eEF1A1, SAE2, CKS2, OBFC1, ZNF3970S,
DYNLL, ICMT, ZNF397, SET/NUP214 fusion protein,
Cyclin B, EYA1, GMEB1, Pleckstrin, PTPN2, FOP,
CAMK2N1, PP2C, HSC70, TARDBP (TDP43), RUVBLI1,
PQBP-1

heterocycle
metabolic process

O O N WU;

mo H»o. NUT O

o

mo W Jd. Oldh O

o

mo H»o. NUT O

o

mo W J. Oldh O

o

FLI22494, P5CR1, eEF1A, RBBPS8 (CtIP), Cyclin T1, RY1,
DLC1 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN,
Clp1, HDAC7, HEXIM1, DARS, Histone deacetylase class
[I, Calmyrin, HSP70, Cyclophilin E, ARID4A, LOC646817,
SET, COASY, TXNRD1, SMYD3, POLE3-POLE4 complex,
HSPA1A, eEF1A1, OBFC1, ZNF3970S, POLE3 (YBL1),
DYNLL, ICMT, ZNF397, SET/NUP214 fusion protein,
IMD2, EYA1, GMEB1, PDXP, PP2C, HSC70, TARDBP
(TDP43), TCOF1, RUVBL1, PQBP-1
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219129
6|7|6|7
51353
6| 8|68
. . E|E| E|E
negative regulation
of microtubule LT T T
polymerization or 3/0]010]0
depolymerization 9|5/4|5]| 4 Cyclin B1, Histone deacetylase class I, Calmyrin, Cyclin B
FLI22494, PSCR1, eEF1A, RBBP8 (CtIP), PGMU, IGHG4,
Cyclin T1, RY1, Cyclin B1, DLC1 (Dynein LC8a), HSPA1B,
PSMD10 (Gankyrin), TIPIN, Clp1, ECE1, AL1A1, Fbxo3,
PPM1F, HDAC7, CDO1, HEXIM1, DARS, Histone
219129 deacetylase class Il, Calmyrin, HSP70, IGHG1, Cyclophilin
A I N E, ARID4A, PGM2, eEF2K, LOC646817, SET, COASY,
7191719 DPP3, TXNRD1, SMYD3, POLE3-POLE4 complex,
6|9|6|9 Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1, SAE2,
1/6|1|6]1 OBFC1, ZNF3970S, POLE3 (YBL1), DYNLL, ICMT, DOHH,
O|lE|E|E|E ZNF397, SET/NUP214 fusion protein, Cyclin B, IMD2,
al -| -| -1 - EYA1, GMEB1, Pleckstrin, PTPN2, FOP, PDXP,
organic substance | 7] 0|0 0] 0 Fructosamine-3-kinase, PP2C, HSC70, TARDBP (TDP43),
metabolic process 654|514 TCOF1, RUVBL1, PQBP-1
eEF1A, RBBP8 (CtIP), PGMU, Cyclin T1, RY1, Cyclin B1,
211121 DLC1 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN,
N I Clp1, Fbxo3, PPM1F, HDAC7, HEXIM1, DARS, Histone
8/ 0|8|0 deacetylase class Il, Calmyrin, HSP70, Cyclophilin E,
8|1 2| 8|2 ARID4A, PGM2, eEF2K, LOC646817, SET, SMYD3, POLE3-
3/ 6|3]|6 POLE4 complex, Calmodulin, HSPA2, HSPA1A, eEF1A1,
7/ E|E|E|E SAE2, OBFC1, ZNF3970S, POLE3 (YBL1), DYNLL, ICMT,
cellular 3 - - -| - DOHH, ZNF397, SET/NUP214 fusion protein, Cyclin B,
macromolecule 4/0[0|0]|0 EYA1, GMEB1, PTPN2, FOP, PDXP, PP2C, HSC70, TARDBP
metabolic process 7151353 (TDP43), TCOF1, RUVBL1, PQBP-1
eEF1A, RBBPS (CtIP), PGMU, IGHG4, Cyclin T1, RY1,
Cyclin B1, DLC1 (Dynein LC8a), HSPA1B, PSMD10
31131 (Gankyrin), TIPIN, Clp1, ECE1, Fbxo3, PPM1F, HDAC7,
I A R HEXIM1, DARS, Histone deacetylase class I, Calmyrin,
211121 HSP70, IGHG1, Cyclophilin E, ARID4A, PGM?2, eEF2K,
11212 LOC646817, SET, DPP3, SMYD3, POLE3-POLE4 complex,
317|137 Calmodulin, HSPA2, HSPA1A, eEF1A1, SAE2, OBFC1,
8 E|E|E|E ZNF3970S, POLE3 (YBL1), DYNLL, ICMT, DOHH, ZNF397,
21 -| - -| - SET/NUP214 fusion protein, Cyclin B, EYA1, GMEB1,
macromolecule 2/0(0|0]|O0 PTPN2, FOP, PDXP, PP2C, HSC70, TARDBP (TDP43),
metabolic process 9| 53|53 TCOF1, RUVBL1, PQBP-1
311131 eEF1A, RBBP8 (CtIP), Cyclin T1, RY1, DLC1 (Dynein LC8a),
a4l .| .| . . HSPA1B, PSMD10 (Gankyrin), TIPIN, Clp1, HDAC?,
41211121 HEXIM1, DARS, Histone deacetylase class Il, Calmyrin,
nucleic acid 3]9(3(9/|3 HSP70, Cyclophilin E, ARID4A, LOC646817, SET, SMYD3,
metabolic process 5/6|9(6]|9 POLE3-POLE4 complex, HSPA1A, eEF1A1, OBFC1,
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E|E|E]|E ZNF3970S, POLE3 (YBL1), DYNLL, ZNF397, SET/NUP214
S I I fusion protein, EYA1, GMEB1, PP2C, HSC70, TARDBP
0j0|]0]|O0 (TDP43), TCOF1, RUVBL1, PQBP-1
51353
311131
411141
1/6[1]|6
7|5(7]|5 RBBPS (CtIP), Cyclin B1, PSMD10 (Gankyrin), TIPIN, Clp1,
2| E|E|E|E PPM1F, HDAC7, HEXIM1, Histone deacetylase class I,
negative requlation 1 - -] -1 - Calmyrin, HSP70, ARID4A, SET, Follistatin, SMYD3,
7| of macromolecule |0/ 0[O0 0] O SET/NUP214 fusion protein, Cyclin B, PTPN2, FOP,
1| metabolic process 3!5/3(|5]3 CAMK2N1, PP2C, HSC70, TARDBP (TDP43)
311131
51151
21828
214|124 Reticulon 4, Cyclin B1, DLC1 (Dynein LC8a), HSPA1B,
2| E|E|E|E PSMD10 (Gankyrin), PPM1F, Histone deacetylase class
requlation of 1| -| -| -| - I, Olfactory receptor, Calmyrin, EPS8L1, HSP70, SET,
7 —g—ce”mar component |0] 0[ 0|00 HSPA2, HSPA1A, DYNLL, SET/NUP214 fusion protein,
2| organization 7151 3[5]3 Cyclin B, Pleckstrin, FOP, PDXP, PP2C, HSC70, PQBP-1
311131
71272
0|20 2
6|9]6|9
E|E|E|E
7| negative requlation |1 0000
3| of vasoconstriction 5/ 5/3|5]|3 HSPA1B, HSP70, HSPA1A
311131
712|712
913|193
6|3|6]|3
1/ E|E|E|E RBBPS8 (CtIP), HSPA1B, TIPIN, Calmyrin, HSP70,
o -| -| -| - LOC646817, SET, SMYD3, POLE3-POLE4 complex,
7| DNA metabolic 1{o0[0]|0]|o0 HSPA1A, OBFC1, POLE3 (YBL1), SET/NUP214 fusion
4| process 415|353 protein, EYA1, RUVBL1
311131
812|8]|2
1(2|13]2]3 Cyclin T1, Cyclin B1, DLC1 (Dynein LC8a), PSMD10
5/1/31]3 (Gankyrin), ECE1, PPM1F, HEXIM1, Calmyrin, HSP70,
7| requlation of 3|E|E|E|E eEF2K, SMYD3, HSPA2, CKS2, DYNLL, Cyclin B, PTPN2,
5| phosphorylation 9| -| -| -| - FOP, CAMK2N1, PP2C
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0|0|j0]|O
53|53
311131
912|192
315135
11212
E|E|E]|E
requlation of 8| - -| -| - Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), PPM1F,
7| protein kinase 9| 0(o0|0|oO HEXIM1, Calmyrin, HSP70, SMYD3, HSPA2, CKS2, Cyclin
activity 65353 B, FOP, CAMK2N1, PP2C
411141
0|2|0]2
717|177
09|09
E|E|E]|E
20 - - - -
peptidyl-lysine ojo|0j0|O Histone deacetylase class Il, ARID4A, SMYD3, POLE3-
modification 9| 5[3|5]|3 POLE4 complex, POLE3 (YBL1), DOHH, RUVBL1
411141
11212
7191719
6| 6|66
E|E|E|E Cyclin B1, DLC1 (Dynein LC8a), PSMD10 (Gankyrin),
requlation of 9 -| -| -1 - PPM1F, Histone deacetylase class Il, Olfactory receptor,
organelle ojo0oj0j0|O Calmyrin, SET, DYNLL, SET/NUP214 fusion protein,
organization 15353 Cyclin B, Pleckstrin, PDXP, PP2C
51|51
1(5|1|5
41545
) _ 51757
negative regulation ElelelE
of extrinsic
apoptotic signaling LT T T
pathway in 4, 00|00
absence of ligand 6| 53|53 HSPA1B, HSP70, HSPA1A, EYAl
5{1|5]|1
1(511|5
415]|14]|5
5|17|5]|7
. . E|E|E]|E
negative requlation
of signal T T T
transduction in 4/0/0[0]0
absence of ligand 6|5|3|5]3 HSPA1B, HSP70, HSPA1A, EYA1
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51151
31/5(3]5
51/9(5]|9
419|149
E|E|E|E
1 - - - -
8 410(0|0|O0
1| cell recognition 9| 5(3|5]|3 Reticulon 4, HSPA1B, COLEC12, HSP70, HSPA1A, DYNLL
51151 FLI22494, eEF1A, RBBP8 (CtIP), Cyclin T1, RY1, DLC1
A R (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN, Clp1,
87|87 HDAC7, HEXIM1, DARS, Histone deacetylase class Il,
0|0|0]|O Calmyrin, HSP70, Cyclophilin E, ARID4A, LOC646817,
6|0 6|0 SET, COASY, TXNRD1, SMYD3, POLE3-POLE4 complex,
nucleobase- 5|E|E|E|E HSPA1A, eEF1A1, OBFC1, ZNF3970S, POLE3 (YBL1),
W; 41 - -| -| - DYNLL, ICMT, ZNF397, SET/NUP214 fusion protein,
8 compound 9| 0|0|0]|O0 IMD2, EYA1, GMEB1, PP2C, HSC70, TARDBP (TDP43),
2| metabolic process 15353 TCOF1, RUVBL1, PQBP-1
51151
8|17|8|7
310(3]0
1/0(1]|0
E|E|E|E
8| mitotic spindle 0/0/0]0
3| stabilization 3/5(3|5]|3 Cyclin B1, Cyclin B
6| 1|61
919|199
2191219
6|5|6|5
E|E|E|E
51 -1 -| -| - Reticulon 4, HSPA1B, ECE1, Histone deacetylase class Il,
8| regulation of 9/0|0|0|O0 Thioredoxin-like 2, HSP70, Annexin VI, Follistatin,
4| system process 9! 5|3|5]|3 Calmodulin, HSPA1A, PP2C
712|712 FLI22494, eEF1A, RBBPS8 (CtIP), Cyclin T1, RY1, DLC1
N N (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN, Clp1,
5{1]5]|1 HDAC7, HEXIM1, DARS, Histone deacetylase class Il,
0|3|0]3 Calmyrin, HSP70, Cyclophilin E, ARID4A, LOC646817,
316|(3]|6 SET, COASY, TXNRD1, SMYD3, POLE3-POLE4 complex,
5|E|E|E|E HSPA1A, eEF1A1, OBFC1, ZNF3970S, POLE3 (YBL1),
cellular aromatic 71 -| -] -| - DYNLL, ICMT, ZNF397, SET/NUP214 fusion protein,
8 compound 410(0|0|0O0 IMD2, EYA1, GMEB1, PDXP, PP2C, HSC70, TARDBP
5| metabolic process 3/5(3(5]3 (TDP43), TCOF1, RUVBL1, PQBP-1
8 %% 4171272 eEF1A, RBBP8 (CtIP), Cyclin T1, Cyclin B1, DLC1 (Dynein
6| containing 9 LC8a), PSMD10 (Gankyrin), TIPIN, ECE1, AL1A1, PPM1F,
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compound 8191292 HDAC7, HEXIM1, Histone deacetylase class Il, Olfactory
metabolic process | 6| 6| 4| 6| 4 receptor, Calmyrin, EPS8L1, HSP70, Cyclophilin E,
olojo]|oO ARID4A, LOC646817, SET, Follistatin, SMYD3,
E|E|E|E Calmodulin, eEF1A1, OBFC1, ZNF3970S, DYNLL, ICMT,
- -] - - ZNF397, SET/NUP214 fusion protein, Cyclin B, EYA1,
olojo]|oO GMEB1, PP2C, HSC70, TARDBP (TDP43), RUVBL1, PQBP-
53|53 1
82|82
6| 46| 4
811|181
2|5]2|5 RBBPS8 (CtIP), DLC1 (Dynein LC8a), PSMD10 (Gankyrin),
negative requlation 1| E|E| E|E TIPIN, PPM1F, HDAC7, HEXIM1, Histone deacetylase
of cellular 41 -| -| -| - class Il, HSP70, ARID4A, SET, Follistatin, DYNLL,
biosynthe: ynthetic 9/0|0|0]|O0 SET/NUP214 fusion protein, Pleckstrin, PP2C, HSC70,
process 4/5|13]5]|3 TARDBP (TDP43)
812|8|2
8|1 4| 8| 4
21222
1/6[1]|6
E|E| E|E
9| -| -| -| - Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), PPM1F,
requlation of kinase | 6| 0| 0] 0] 0 HEXIM1, Calmyrin, HSP70, SMYD3, HSPA2, CKS2, Cyclin
activity 6|5/ 3|5]|3 B, FOP, CAMK2N1, PP2C
912|192
0|40 4
51353
90|90 Annexin V, eEF1A, Cyclin B1, PSMD10 (Gankyrin), Clp1,
2| E|E|E|E AL1A1, HDAC7, DARS, Histone deacetylase class Il,
20 - -| -| - COLEC12, HSP70, Annexin VI, LOC646817, SET, TXNRD1,
cellular component |3 0|0 0|0 SMYD3, eEF1A1, SET/NUP214 fusion protein, Cyclin B,
biogenesis 9(5|3|5]| 3 IMD2, PDXP, RUVBL1, PQBP-1
912|192
14|14
1{3(1|3
2|(0(2|0
E|E| E|E
positive regulation e e
of cytoskeleton 6/ 0)010]0
organization 4,5/ 3|5]|3 Cyclin B1, PPM1F, Cyclin B, Pleckstrin, PDXP, PP2C
. 912|192
regulation of cell
migration involved o
in sprouting 2111414
angiogenesis 0/3(3]3]|3 HDAC?7, Histone deacetylase class I, Calmyrin
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8|10|8|0
E|E| E|E
0|0|0]|O
51353
12|12
N eEF1A, RBBP8 (CtIP), Cyclin T1, DLC1 (Dynein LC8a),
0| 6|0]| 6 PSMD10 (Gankyrin), TIPIN, ECE1, PPM1F, HDAC7,
0(2(0]2 HEXIM1, Histone deacetylase class Il, Olfactory
713|713 receptor, Calmyrin, HSP70, Cyclophilin E, ARID4A,
4| E|E|E|E LOC646817, SET, Follistatin, SMYD3, Calmodulin,
requlation of 6| -| -| -| - eEF1A1, OBFC1, ZNF3970S, DYNLL, ICMT, ZNF397,
9| cellular biosynthetic | 6| 0| 0| 0| 0| 3 | SET/NUP214 fusion protein, EYA1, GMEB1, Pleckstrin,
2| process 14| 3| 4] 3|7 | PTPN2, PP2C, HSC70, TARDBP (TDP43), RUVBL1, PQBP-1
11212
0|6|0]|6
21222
413|413 Cyclin T1, Cyclin B1, DLC1 (Dynein LC8a), PSMD10
2| E|E|E|E (Gankyrin), ECE1, AL1A1, PPM1F, HEXIM1, Calmyrin,
requlation of 2| - -] -] - EPS8L1, HSP70, eEF2K, SMYD3, Calmodulin, HSPA2,
9| phosphate 5/0| 0| 0| 0|2]|CKS2, DYNLL, Cyclin B, Pleckstrin, PTPN2, FOP,
3| metabolic process 7141 3|4 3|3|CAMK2N1, PP2C
11212 FLI22494, P5CR1, eEF1A, RBBPS8 (CtIP), Cyclin T1, RY1,
N I DLC1 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN,
0| 6|0]|6 Clp1, HDAC7, HEXIM1, DARS, Histone deacetylase class
31232 [, Calmyrin, HSP70, Cyclophilin E, ARID4A, LOC646817,
13113 SET, COASY, TXNRD1, SMYD3, POLE3-POLE4 complex,
6| E|E|E|E HSPA1A, eEF1A1, OBFC1, ZNF3970S, POLE3 (YBL1),
oraanic cvelic o -| -| -1 - DYNLL, ICMT, ZNF397, SET/NUP214 fusion protein,
9 Homgound 1/ 0| 0|0/ 0]|4]|IMD2, EYAL, GMEB1, PDXP, PP2C, HSC70, TARDBP
4| metabolic process 4|1 4| 3| 4| 3]|4]|(TDP43), TCOF1, RUVBL1, PQBP-1
FLI22494, P5CR1, eEF1A, RBBPS8 (CtIP), PGMU, IGHG4,
Cyclin T1, RY1, Cyclin B1, DLC1 (Dynein LC8a), HSPA1B,
PSMD10 (Gankyrin), TIPIN, Clp1, ECE1, AL1A1, Fbxo3,
PPM1F, HDAC7, CDO1, Cytoglobin, HEXIM1, DARS,
11212 Histone deacetylase class Il, Thioredoxin-like 2,
I A R Calmyrin, HSP70, IGHG1, Cyclophilin E, ARID4A, PGM2,
0| 6|0]| 6 eEF2K, LOC646817, SET, COASY, DPP3, TXNRD1, SMYD3,
31232 POLE3-POLE4 complex, Calmodulin, HSPA2, HSPA1A,
1191393 RBP1, eEF1A1, SAE2, CKS2, OBFC1, ZNF3970S, POLE3
1/ E|E|E|E (YBL1), DYNLL, ICMT, DOHH, ZNF397, SET/NUP214
51 -1 -| -| - fusion protein, Cyclin B, IMD2, EYA1, GMEB1, Pleckstrin,
9 6/ 0| 0| 0| 0| 6| PTPN2, FOP, PDXP, Fructosamine-3-kinase, PP2C,
5| metabolic process 2| 4] 3| 4| 3|9 | HSC70, TARDBP (TDP43), TCOF1, RUVBL1, PQBP-1
negative regulation
9| of biological 41| 2| 1| 2]3]| AnnexinV, Reticulon 4, RBBP8 (CtIP), Cyclin B1, DLC1
6| process 6 7 | (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN, Clp1,



http://portal.genego.com/cgi/process.cgi?id=-367451413
http://portal.genego.com/cgi/process.cgi?id=-367451413
http://portal.genego.com/cgi/process.cgi?id=-367451413
http://portal.genego.com/cgi/process.cgi?id=-841647864
http://portal.genego.com/cgi/process.cgi?id=-841647864
http://portal.genego.com/cgi/process.cgi?id=-841647864
http://portal.genego.com/cgi/process.cgi?id=-1113693433
http://portal.genego.com/cgi/process.cgi?id=-1113693433
http://portal.genego.com/cgi/process.cgi?id=-1113693433
http://portal.genego.com/cgi/process.cgi?id=-412825077
http://portal.genego.com/cgi/process.cgi?id=-1682990015
http://portal.genego.com/cgi/process.cgi?id=-1682990015
http://portal.genego.com/cgi/process.cgi?id=-1682990015

60| 6|0]|6 PPM1F, HDAC7, HEXIM1, Histone deacetylase class I,
84|24 2 Thioredoxin-like 2, Calmyrin, HSP70, ARID4A, CLEC2D,
13113 SET, Follistatin, SMYD3, Calmodulin, HSPA2, HSPA1A,
E|E|E|E DYNLL, SET/NUP214 fusion protein, Cyclin B, EYA1,
S I I Pleckstrin, PTPN2, FOP, RIG-G, CAMK2N1, PP2C, HSC70,
0j0j0]|O0 TARDBP (TDP43), PRCC
413|413
12|12
0|6|0]|6
51252
213123
E|E|E|E
positive regulation S
9| of epithelial cell 0j0|j0|0|0O PPM1F, HDAC7, Histone deacetylase class I, Calmyrin,
7| migration 54343 PP2C
11212
A A Annexin V, eEF1A, Reticulon 4, Cyclin T1, Cyclin B1,
0|6|0]|6 DLC1 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN,
715|715 ECE1, AL1A1, PPM1F, HDAC7, Histone deacetylase class
5/6|5]|6 I, Olfactory receptor, Calmyrin, EPS8L1, HSP70,
4| E|E|E|E Cyclophilin E, LOC646817, TXNRD1, SMYD3, Calmodulin,
6| -| -| -| - HSPA2, HSPA1A, eEF1A1, OBFC1, DYNLL, ICMT, Cyclin B,
9| positive requlation | 7| 00| 0|0 EYA1, Pleckstrin, PTPN2, FOP, PDXP, PP2C, TARDBP
8| of cellular process 54343 (TDP43)
112|112
117|117
51252
5{5|5]|5 Cyclin T1, Cyclin B1, DLC1 (Dynein LC8a), PSMD10
2| E|E|E|E (Gankyrin), ECE1, AL1A1, PPM1F, HEXIM1, Calmyrin,
. 20 -| - -| - EPS8L1, HSP70, eEF2K, SMYD3, Calmodulin, HSPA2,
9 _g—;ousl m 7/0/0(0]|0 CKS2, DYNLL, Cyclin B, Pleckstrin, PTPN2, FOP,
9| metabolic process | 5| 4| 3| 4| 3 CAMK2N1, PP2C
11212
117|117
62|62
3/5(3]|5
E|E| E|E
1 - - - -
0| cellular response to 0/0{0f0
0| iron(lll) ion 44343 Cyclin B1, Cyclin B
positiv_e regulation 1121112
1 ofr(;\é(i:rl:n-dependent AR
0| serine/threonine 117117
1| kinase activity 4/ 62|62 HSP70, HSPA2
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involved in G2/M 3/5|3]|5
transition of mitotic EIlE|E|E
cell cycle R
o(0j0]0
413|143
11212
17|17
6|2|6|2
31/5|13|5
E|E|E|E
1 S I T
0| clathrin coat 0/0/{0]|O0
2| disassembly 414|3|4]3 HSP70, HSC70
11212
1|7|1]|7
regulation of cyclin- 62|62
dependent protein 35|35
sgrine/thrgopine ElElE|E
1 !<|nase ac;tmty ]
involved in G2/M
0| transition of mitotic 0/0]0]0
3| cell cycle 41413143 HSP70, HSPA2
eEF1A, RBBP8 (CtIP), Cyclin T1, Cyclin B1, DLC1 (Dynein
112112 LC8a), PSMD10 (Gankyrin), TIPIN, ECE1, AL1A1, PPM1F,
A R HDAC7, HEXIM1, Histone deacetylase class Il, Olfactory
11717 receptor, Calmyrin, EPS8L1, HSP70, Cyclophilin E,
712712 ARID4A, eEF2K, LOC646817, SET, Follistatin, SMYD3,
1515 Calmodulin, HSPA2, eEF1A1, CKS2, OBFC1, ZNF3970S,
6| E| E|E|E DYNLL, ICMT, ZNF397, SET/NUP214 fusion protein,
1| requlation of 4| -| -] -| - Cyclin B, EYA1, GMEB1, Pleckstrin, PTPN2, FOP,
0| cellular metabolic 4/0(0]0]|0 CAMK2N1, PP2C, HSC70, TARDBP (TDP43), RUVBL],
4| process 64|34 3 PQBP-1
11212
218|238
311131 eEF1A, Cyclin T1, Cyclin B1, HSPA1B, PSMD10
312|312 (Gankyrin), Fbxo3, PPM1F, HDAC7, DARS, Histone
3| E|E|E|E deacetylase class Il, HSP70, Cyclophilin E, ARID4A,
1 6| -| -| -| - eEF2K, SMYD3, POLE3-POLE4 complex, HSPA2, HSPA1A,
0| cellular protein 1/0/{0|0]|O0 eEF1A1, SAE2, POLE3 (YBL1), ICMT, DOHH, Cyclin B,
5| metabolic process 71413413 EYA1, PTPN2, FOP, PDXP, PP2C, HSC70, RUVBL1
11212 Annexin V, FLJ22494, P5CR1, eEF1A, Reticulon 4, RBBP8
50 .1 .| .| . (CtIP), PGMU, IGHG4, Cyclin T1, Cyclin B1, DLC1 (Dynein
1 1/2(8|2]|8 LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN, Clp1, ECE1,
0 single-organism 114141 AL1A1, ARL5B, PPM1F, Beta crystallin B2, HDAC7,
6| process 60|20 2 MENA, CDO1, Cytoglobin, SNX1, HEXIM1, DARS,
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E|E| E|E VAMP5, Histone deacetylase class Il, Olfactory receptor,
- -] - - Thioredoxin-like 2, Calmyrin, EPS8L1, COLEC12, HSP70,
0j0|]0]|O0 IGHG1, ARID4A, Annexin VI, PGM2, CLEC2D, eEF2K,
413143 LOC646817, SET, COASY, Follistatin, TXNRD1, SMYD3,
POLE3-POLE4 complex, Calmodulin, HSPA2, HSPA1A,
RBP1, eEF1A1, CKS2, OR10G3, OBFC1, Annexin XI,
POLE3 (YBL1), DYNLL, ICMT, DOHH, Septin 3,
SET/NUP214 fusion protein, Cyclin B, IMD2, EYA1,
Pleckstrin, PTPN2, FOP, RIG-G, PDXP, CAMK2N1,
Fructosamine-3-kinase, PP2C, HSC70, TARDBP (TDP43),
PRCC, TCOF1, RUVBL1, CapZIP, PQBP-1, VILIP1
11212
21828
51151
51252 RBBPS8 (CtIP), DLC1 (Dynein LC8a), PSMD10 (Gankyrin),
1| E|E| E|E TIPIN, PPM1F, HDAC7, HEXIM1, Histone deacetylase
1 negative requlation 5( - - -| - class Il, HSP70, ARID4A, SET, Follistatin, DYNLL,
0| of biosynthetic 3/0(0j0]0 SET/NUP214 fusion protein, Pleckstrin, PP2C, HSC70,
7| process 8/ 413[4]3 TARDBP (TDP43)
12|12
218128 Annexin V, IGHM, P5CR1, RBBP8 (CtIP), IGHG4, Cyclin
5/1(5]1 B1, HSPA1B, PSMD10 (Gankyrin), TIPIN, ECE1, AL1A1,
812|8]|2 HDAC7, CDO1, Cytoglobin, Histone deacetylase class I,
4  E|E| E|E Olfactory receptor, Calmyrin, COLEC12, HSP70, IGHG1,
1 1] - -| -| - TXNRD1, Calmodulin, HSPA2, HSPA1A, Cyclin B, EYAL,
0 5/{0(0(0|O0 Pleckstrin, PTPN2, RIG-G, PP2C, HSC70, TARDBP
8| responsetostress |6 4| 3| 4| 3 (TDP43), RUVBL1, CapZIP
112|112
21828
6|1]6|1
6|2|6]|2
E|E| E|E
1 regulation of i
0| cytoskeleton 3/0[{0(0|0 Cyclin B1, PPM1F, Histone deacetylase class Il, Olfactory
9| organization 114|343 receptor, Calmyrin, Cyclin B, Pleckstrin, PDXP, PP2C
11212
319139
21222
915|195
1/ E|E| E|E
1 requlation of 20 -| - -| - Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), PPM1F,
1| protein 6|0/ 0|0]|O0 HEXIM1, Calmyrin, HSP70, eEF2K, SMYD3, HSPA2, CKS2,
0| phosphorylation 714131413 Cyclin B, PTPN2, FOP, CAMK2N1, PP2C
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11313
410140
0|40 4
6|9]6|9
E|E| E|E
1 negative regulation LT T T
1| of myeloid cell 2/0]010]0
1| apoptotic process 3141343 HSPA1B, HSP70, HSPA1A
1313 eEF1A, RBBP8 (CtIP), Cyclin T1, Cyclin B1, DLC1 (Dynein
A I LC8a), PSMD10 (Gankyrin), TIPIN, ECE1, AL1A1, PPM1F,
410(4]|0 HDAC7, HEXIM1, Histone deacetylase class Il, Olfactory
114(1)| 4 receptor, Calmyrin, EPS8L1, HSP70, Cyclophilin E,
11919 ARID4A, LOC646817, SET, Follistatin, SMYD3,
5|E|E|E|E Calmodulin, eEF1A1, OBFC1, ZNF3970S, DYNLL, ICMT,
1 requlation of 1| -| -| -| - ZNF397, SET/NUP214 fusion protein, Cyclin B, EYA1,
1| nitrogen compound | 1| 0[O0 0|0 GMEB1, PP2C, HSC70, TARDBP (TDP43), RUVBL1, PQBP-
2| metabolicprocess | 2| 4| 3| 4| 3 1
1313
A I N eEF1A, RBBP8 (CtIP), Cyclin T1, DLC1 (Dynein LC8a),
410|14]0 PSMD10 (Gankyrin), TIPIN, ECE1, PPM1F, HDAC7,
4194|909 HEXIM1, Histone deacetylase class Il, Olfactory
7191719 receptor, Calmyrin, HSP70, Cyclophilin E, ARID4A,
4| E|E|E|E LOC646817, SET, Follistatin, SMYD3, Calmodulin,
1| requlation of 70 - -] -1 - eEF1A1, OBFC1, ZNF3970S, DYNLL, ICMT, ZNF397,
1| piosynthetic 3/0{0(0|0 SET/NUP214 fusion protein, EYA1, GMEB1, Pleckstrin,
3| process 9/413[4]3 PTPN2, PP2C, HSC70, TARDBP (TDP43), RUVBL1, PQBP-1
1(3]1|3
411|141
8| 5|8|5
5/3|5]|3
E|E|E|E
1 regulation of A
1| myeloid cell s|ojo|o0]|o0 HSPA1B, Calmyrin, HSP70, CLEC2D, HSPA1A, RBP1,
4| differentiation 7141343 PTPN2
1{3(1|3
51252
415|145
71676
E|E| E|E
1 71 - - -| - RBBPS8 (CtIP), Cyclin T1, Cyclin B1, TIPIN, Calmyrin,
1 7/0|/0|0]|0 HSP70, HSPA2, CKS2, Annexin XI, Septin 3, Cyclin B,
5] cell division 214|343 RUVBL1
1 %pizoﬁjn gsisatﬁ)y 1111313 HSPA1B, Histone deacetylase class Il, HSP70, HSPA2,
1| incorrect protein 8 HSPA1A, HSC70
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6 3/6/4|6|4
6| 6| 6|6
0|4|0]| 4
E|E|E|E
0|0|0]|O
413|143
11313
715|715
1313
11919
. E|E|E|E
1 | fequlation of sl | - -
protein
1| serine/threonine 5/0[{0|0|0 Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), HEXIM1,
7| kinase activity 3/1413(4]3 Calmyrin, HSP70, HSPA2, CKS2, Cyclin B, PP2C
1313
8|17|8|7
11212
411|141
E|E|E|E
1 - - - -
1| glycogen catabolic |2| 0| 0] 0|0
8| process 5/1413[4]3 PGMU, PGM2, Calmodulin
11313
8|1 8|8|8
8|1 4| 8|4
912|192 RBBP8 (CtIP), DLC1 (Dynein LC8a), PSMD10 (Gankyrin),
negative requlation 1/ E|E| E|E TIPIN, PPM1F, HDAC7, HEXIM1, Histone deacetylase
1 of nitrogen 41 -| -| -| - class Il, HSP70, ARID4A, SET, Follistatin, DYNLL,
1| compound 4/0(0(0]0 SET/NUP214 fusion protein, PP2C, HSC70, TARDBP
9| metabolic process | 6| 4| 3| 4| 3 (TDP43)
1{3(1|3
N N P5CR1, eEF1A, RBBP8 (CtIP), PGMU, Cyclin T1, DLC1
918|938 (Dynein LC8a), TIPIN, Clp1, AL1A1, HDAC7, CDO1,
2/ 6|2]|6 HEXIM1, DARS, Histone deacetylase class Il, HSP70,
0|5|{0]|5 ARID4A, PGM2, eEF2K, LOC646817, SET, COASY, POLE3-
4| E|E|E|E POLE4 complex, RBP1, eEF1A1, ZNF3970S, POLE3
1 9 -| -| -| - (YBL1), DYNLL, ZNF397, SET/NUP214 fusion protein,
2| cellular biosynthetic | 9] 0] 0| 0| 0 IMD2, EYA1, GMEB1, PP2C, HSC70, TARDBP (TDP43),
0| process 1141343 TCOF1, RUVBL1, PQBP-1
1{3(1|3
1 N A
2 918|938
1| spindle stabilization | 5| 3| 6| 3| 6 Cyclin B1, Cyclin B
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31/5(3]5
E|E| E|E
0|0|0]|O
4131413
21323
09|09
0|6|0]|6
2|0(2|0
. E|E|E|E
1 relgulatlon of N
microtubule
2| polymerization or 6/0/0/0]0
2| depolymerization 5/4|3(4] 3 Cyclin B1, Histone deacetylase class Il, Calmyrin, Cyclin B
213123
0/9|0]|9
1/6|1]|6
6/0|6|0 Cyclin T1, Cyclin B1, HSPA1B, PSMD10 (Gankyrin), ECE1,
2| E|E|E|E PPM1F, SNX1, HEXIM1, Histone deacetylase class Il,
1 requlation of 5( -1 - -| - Calmyrin, HSP70, eEF2K, SET, SMYD3, Calmodulin,
2 —g—protem metabolic | 2/0]0|0]0 HSPA2, HSPA1A, CKS2, SET/NUP214 fusion protein,
3| process 21413413 Cyclin B, PTPN2, FOP, CAMK2N1, PP2C
21323
0/9|0]|9
4|16|4]|6
410140
E|E| E|E
1 - - - -
2| glucan catabolic 2/0/0]0]0
4| process 64|34 3 PGMU, PGM2, Calmodulin
21323
N eEF1A, RBBPS8 (CtIP), Cyclin T1, Cyclin B1, DLC1 (Dynein
0/9/0]9 LC8a), PSMD10 (Gankyrin), PPM1F, HDAC7, HEXIM1,
41 6|4]|6 Histone deacetylase class Il, Olfactory receptor,
6/0|6]|0 Calmyrin, HSP70, Cyclophilin E, ARID4A, LOC646817,
41 E|E|E|E SET, Follistatin, SMYD3, eEF1A1, ZNF3970S, DYNLL,
1 o| - -| -| - ICMT, ZNF397, SET/NUP214 fusion protein, Cyclin B,
2| requlation of RNA | 7|00 0] 0 EYA1, GMEB1, PP2C, HSC70, TARDBP (TDP43), RUVBL1,
5| metabolic process |5 4| 3| 4| 3 PQBP-1
214124
N I A Annexin V, eEF1A, Reticulon 4, DLC1 (Dynein LC8a),
1{0(0|0|O HSPA1B, PSMD10 (Gankyrin), AL1A1, PPM1F, Histone
1 8/8|0(8|0 deacetylase class Il, Calmyrin, HSP70, SET, TXNRD1,
2| requlation of cell 9| 6| 6| 6|6 HSPA1A, eEF1A1, DYNLL, SET/NUP214 fusion protein,
6| death 9| E|E|E|E EYAL, RIG-G, PP2C
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0j0|]0]|O0
413143
214|124
1010
01|01
8| 6| 8|6 FLI22494, eEF1A, Cyclin T1, Cyclin B1, HSPA1B, Clp1,
Hoson 2| E|E|E|E PPM1F, HSP70, PGM2, eEF2K, COASY, TXNRD1,
| Doosphate: 8| -| -| -| -| | calmodulin, HSPA1A, eEF1A1, CKS2, Cyclin B, IMD2,
2| compound 5/0/0(0]|0 EYA1, Pleckstrin, PTPN2, FOP, PDXP, Fructosamine-3-
7| metabolic process |9 4| 3| 4| 3 kinase, PP2C, HSC70
214124
211121
0| 5|]0]|5
09|09
E|E|E|E
1 8| -| - -| - Reticulon 4, Cyclin B1, HSPA1B, PSMD10 (Gankyrin),
2 0,0|0]0]O0 PPM1F, Calmyrin, HSP70, HSPA1A, Cyclin B, FOP, PP2C,
8| requlation of growth | 2| 4| 3| 4| 3 RUVBL1
214124
21222
411|141
919|199
E|E| E|E
1 21 - - -| -
2| cell cycle 7/0l0|0]0 RBBP8 (CtIP), Cyclin B1, PSMD10 (Gankyrin), TIPIN,
9| checkpoint 5/1413[4]3 Cyclin B, PP2C, PRCC
214|124
21222
9|6|9]|6
217127
E|E| E|E
1| cellular T T T
3 polysaccharide 2/0(0(0|0O0
0| catabolic process 7141343 PGMU, PGM2, Calmodulin
21424
N N eEF1A, RBBPS8 (CtIP), Cyclin T1, RY1, DLC1 (Dynein LC8a),
31434 HSPA1B, PSMD10 (Gankyrin), Clp1, HDAC7, HEXIM1,
8/, 0| 8|0 DARS, Histone deacetylase class Il, HSP70, Cyclophilin E,
317191719 ARID4A, LOC646817, SET, HSPA1A, eEF1A1, ZNF3970S,
1 7\ E|E| E|E DYNLL, ZNF397, SET/NUP214 fusion protein, EYA1,
3| RNA metabolic a4l - -] -| - GMEB1, PP2C, HSC70, TARDBP (TDP43), TCOF1,
1| process 7/0/0(0]0 RUVBL1, PQBP-1
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413|413
2|5]2|5
8/0(8|0
11919
51151
E|E|E|E
1 negative regulation ST T T
3 of protein 70,0 0]|0
2| depolymerization 114(3|4|3 Cyclin B1, Histone deacetylase class Il, Calmyrin, Cyclin B
2|5]2|5
8/0(8|0
819189
911|191 Annexin V, eEF1A, Reticulon 4, DLC1 (Dynein LC8a),
1| E|E| E|E HSPA1B, PSMD10 (Gankyrin), AL1A1, PPM1F, Histone
1 71 - -| -| - deacetylase class Il, Calmyrin, HSP70, SET, HSPA1A,
3 requlation of 9/0|0(0]O0 eEF1A1, DYNLL, SET/NUP214 fusion protein, EYA1, RIG-
3| apoptotic process 414|13|4/|3 G, PP2C
215|125
8/0(8|0
919199
- ] 0|1|0]1
positive regulation Elel el E
1 | i attachment of
spindle T T T
3| microtubules to 00|00
4| kinetochore 64343 Cyclin B1, Cyclin B
2|5]2|5
8/0(8|0
919199
0O|1|0]1
E|E|E|E
1 ) N I N
regulation of
3| chromosome 0/0j0}]0
5| condensation 64|34 3 Cyclin B1, Cyclin B
215|125
8/0[8|0
919199
0(1(0]1
E|E|E|E
1 S I I
3 o|0|0]0O
6| vesicle uncoating 6|4|3]4]|3 HSP70, HSC70
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eEF1A, IGHG4, Cyclin T1, Cyclin B1, HSPA1B, PSMD10
(Gankyrin), ECE1, Fbxo3, PPM1F, HDAC7, DARS, Histone
deacetylase class Il, HSP70, IGHG1, Cyclophilin E,
ARID4A, eEF2K, DPP3, SMYD3, POLE3-POLE4 complex,
HSPA2, HSPA1A, eEF1A1, SAE2, POLE3 (YBL1), ICMT,
DOHH, Cyclin B, EYA1, PTPN2, FOP, PDXP, PP2C, HSC70,
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P5CR1, eEF1A, RBBP8 (CtIP), PGMU, Cyclin T1, DLC1
(Dynein LC8a), TIPIN, Clp1, AL1A1, HDAC7, CDO1,
HEXIM1, DARS, Histone deacetylase class Il, HSP70,
ARID4A, PGM2, eEF2K, LOC646817, SET, COASY, POLE3-
POLE4 complex, RBP1, eEF1A1, ZNF3970S, POLE3
(YBL1), DYNLL, ZNF397, SET/NUP214 fusion protein,
IMD2, EYA1, GMEB1, PP2C, HSC70, TARDBP (TDP43),
TCOF1, RUVBL1, PQBP-1
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FLI22494, eEF1A, Cyclin T1, Cyclin B1, HSPA1B, Clp1,
PPM1F, HSP70, PGM2, eEF2K, COASY, TXNRD1,
Calmodulin, HSPA1A, eEF1A1, CKS2, Cyclin B, IMD?2,
EYA1, Pleckstrin, PTPN2, FOP, PDXP, Fructosamine-3-
kinase, PP2C, HSC70
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Annexin V, FLI22494, P5CR1, eEF1A, Reticulon 4, RBBP8
(CtIP), PGMU, IGHG4, Cyclin T1, RY1, Cyclin B1, DLC1
(Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN, Clp1,
ECE1, AL1A1, ARL5B, Fbxo3, PPM1F, HDAC7, MENA,
CDO1, HEXIM1, DARS, VAMP5, Histone deacetylase
class I, Olfactory receptor, Thioredoxin-like 2, Calmyrin,
EPS8L1, COLEC12, HSP70, IGHG1, Cyclophilin E, ARID4A,
Annexin VI, PGM2, CLEC2D, eEF2K, LOC646817, SET,
COASY, Follistatin, TXNRD1, SMYD3, POLE3-POLE4
complex, Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1,
SAE2, CKS2, OR10G3, OBFC1, ZNF3970S, Annexin XI,
POLE3 (YBL1), DYNLL, ICMT, DOHH, ZNF397, Septin 3,
SET/NUP214 fusion protein, Cyclin B, IMD2, EYA1,
GMEB]1, Pleckstrin, PTPN2, FOP, RIG-G, PDXP,
CAMK2N1, Fructosamine-3-kinase, PP2C, HSC70,
TARDBP (TDP43), PRCC, TCOF1, RUVBL1, CapZIP, PQBP-
1, VILIP1

polysaccharide
catabolic process

w

w| b O

= .

viw O .

N oW

w| b O

= .

viw O .

N oW

PGMU, PGM2, Calmodulin
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11|11
E|E| E|E
0|0|0]|O
4131413
31/5(3]5
11313
51757
1111
. . E|E|E|E
1 posmvg requlation N
of cyclin-dependent
4| protein kinase 3]040|0]0
2| activity 0|4|3|4|3 PSMD10 (Gankyrin), HSP70, HSPA2
3/5(3]|5
21424
5/9|5]|9
512|5]2 Annexin V, eEF1A, Reticulon 4, DLC1 (Dynein LC8a),
1| E|E| E|E HSPA1B, PSMD10 (Gankyrin), AL1A1, PPM1F, Histone
1 requlation of 8 -| - -| - deacetylase class Il, Calmyrin, HSP70, SET, HSPA1A,
4 —g—proqrammed cell 1{0[0]|0]|o0 eEF1A1, DYNLL, SET/NUP214 fusion protein, EYA1, RIG-
3| death 1(413|4]3 G, PP2C
3/!5(3]|5
314,34
0/9|0]|9
0|20 2
E|E| E|E
1 - - - -
4| substantia nigra 710101010
4| development 443|143 DLC1 (Dynein LC8a), HSP70, Calmodulin, DYNLL
3/!5(3]|5
314|134
0/9|0]|9
02|02
E|E| E|E
1 negative regulation LT T T
4| of protein complex | 7| 0] 0| 0] 0
5| disassembly 44343 Cyclin B1, Histone deacetylase class Il, Calmyrin, Cyclin B
3/5(3]|5
N N Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), PPM1F,
113|14|3]| 4 HEXIM1, Histone deacetylase class Il, Calmyrin, HSP70,
1 . 9/4|9|4|9 eEF2K, SET, SMYD3, Calmodulin, HSPA2, CKS2,
4 %ﬂ% er]oot(fein 6| 4|24 2 SET/NUP214 fusion protein, Cyclin B, PTPN2, FOP,
6| metabolic process 8| E|E|E|E CAMK2N1, PP2C
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0|0|0]|O
4131413
31/5(3]5
314,34
519|5]|9
412|142
E|E| E|E
1 71 -1 - -| - RY1, HSPA1B, PSMD10 (Gankyrin), Clp1, HSP70,
4| mRNA metabolic 1/ 0| 0| 0| 01| Cyclophilin E, SET, HSPA1A, SET/NUP214 fusion protein,
7| process 84| 3| 4| 3|1]|HSC70, TARDBP (TDP43)
3/5(3]|5
314|134
5/9|5]|9
912|192
1/ E|E|E|E
1 o -| -] -] - Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), PPM1F,
4| regulation of 9| 0| 0| 0| 0] 1] HEXIM1, Calmyrin, HSP70, SMYD3, HSPA2, CKS2, Cyclin
8| transferase activity | 9| 4| 3| 4| 3|4 | B, FOP, CAMK2N1, PP2C
3/5(3]|5
3/5(3]5 eEF1A, RBBPS8 (CtIP), PGMU, Cyclin T1, DLC1 (Dynein
912|9]| 2 LC8a), TIPIN, Clp1, HDAC7, HEXIM1, DARS, Histone
911191 deacetylase class Il, HSP70, ARID4A, PGM2, eEF2K,
cellular 4  E|E| E|E LOC646817, SET, POLE3-POLE4 complex, eEF1A1,
1| o cromolecule 0| -| -| -| -| |2NF3970S, POLE3 (YBL1), DYNLL, ZNF397, SET/NUP214
4| biosynthetic 0/ 0| 0| 0| 0|3/ fusion protein, EYA1l, GMEB1, PP2C, HSC70, TARDBP
9| process 114|3| 4| 3|2 (TDP43), TCOF1, RUVBL1, PQBP-1
3/!5(3]|5
57|57
818|838
311131
E|E| E|E
1 negative regulation L I e
5| of organelle 9|0|0|0|O Cyclin B1, PSMD10 (Gankyrin), Histone deacetylase class
0| organization 714|3|4|3]|7]I,Calmyrin, SET, SET/NUP214 fusion protein, Cyclin B
3/5(3]|5
69|69
8|10|8|0
1/0(1]|0
1 positive regulation 3|E|E|E|E
5| of organelle 9| -| -| -| - Cyclin B1, DLC1 (Dynein LC8a), PPM1F, DYNLL, Cyclin B,
1| organization 4 0 0 | 8 | Pleckstrin, PDXP, PP2C
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413|143
31/5(3]5
7191719
1/0(1]0 Annexin V, Cyclin T1, Cyclin B1, DLC1 (Dynein LC8a),
07|07 HSPA1B, PSMD10 (Gankyrin), AL1A1, PPM1F, HEXIM1,
3|E|E|E]|E Histone deacetylase class I, Calmyrin, EPS8L1, HSP70,
1 1] -] -| -| - SET, SMYD3, Calmodulin, HSPA2, HSPA1A, SAE2, CKS2,
5| regulation of 3/0{0(0|0 DYNLL, SET/NUP214 fusion protein, Cyclin B, Pleckstrin,
2| molecular function 3/1413[4]3 FOP, CAMK2N1, PP2C
3/!5(3]|5
7191719
914|194
3171317
1| E|E|E|E RBBPS8 (CtIP), Cyclin B1, PSMD10 (Gankyrin), Clp1,
1 3 - - -| - PPM1F, HDAC7, HEXIM1, Histone deacetylase class I,
5| negative requlation | 9] 0| 0| 0| O HSP70, ARID4A, SET, Follistatin, SET/NUP214 fusion
3| of gene expression |0 4| 3| 4| 3 protein, Cyclin B, PP2C, HSC70
3/5(3]|5
819|189 eEF1A, RBBP8 (CtIP), Cyclin T1, RY1, DLC1 (Dynein LC8a),
214|124 HSPA1B, PSMD10 (Gankyrin), Clp1, ECE1, HDAC7,
87|87 HEXIM1, DARS, Histone deacetylase class Il, HSP70,
4| E|E|E|E Cyclophilin E, ARID4A, eEF2K, LOC646817, SET, HSPA1A,
1 20 - -| -| - eEF1A1, ZNF3970S, DYNLL, ZNF397, SET/NUP214 fusion
5 110]0]0]0 protein, EYA1, GMEB1, PP2C, HSC70, TARDBP (TDP43),
4| gene expression 0|14(3|4]|3 TCOF1, RUVBL1, PQBP-1
3/!5(3]|5
819|189
414|144
21727
E|E| E|E
1 - - - -
5| subthalamus 7(0]010]0
5| development 714|343 DLC1 (Dynein LC8a), HSP70, Calmodulin, DYNLL
3/5(3]|5
819|189
4l 444
21727
regt.JIat.ion of _ ElElElE
1 extrinsic apoptotic L]
signaling pathway
5| in absence of 7(0]010]0
6| ligand 714|343 HSPA1B, HSP70, HSPA1A, EYA1
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Annexin V, FLI22494, P5CR1, eEF1A, Reticulon 4, RBBP8
(CtIP), PGMU, IGHG4, Cyclin T1, Cyclin B1, DLC1 (Dynein
LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN, Clp1, ECE1,
AL1A1, ARL5B, PPM1F, HDAC7, MENA, CDO1, DARS,
VAMP5, Histone deacetylase class Il, Olfactory receptor,
Thioredoxin-like 2, Calmyrin, EPS8L1, COLEC12, HSP70,

3/5]3]|5 IGHG1, ARID4A, Annexin VI, PGM2, CLEC2D, eEF2K,
N N LOC646817, SET, COASY, Follistatin, TXNRD1, SMYD3,
8/9|8|9 POLE3-POLE4 complex, Calmodulin, HSPA2, HSPA1A,
714|714 RBP1, eEF1A1, CKS2, OR10G3, OBFC1, Annexin XI,
1147|147 POLE3 (YBL1), DYNLL, ICMT, Septin 3, SET/NUP214
3| E|E|E|E fusion protein, Cyclin B, IMD2, EYA1, Pleckstrin, PTPN2,
1 4\ -1 -1 - - FOP, RIG-G, PDXP, CAMK2N1, Fructosamine-3-kinase,
5| single-organism 7/0|0|0]|0 PP2C, HSC70, TARDBP (TDP43), PRCC, RUVBL1, PQBP-1,
7| cellular process 914|343 VILIP1
315|135
819|189
84|84
317|137
E|E| E|E
1 protein 31 - | | -
5| homooligomerizatio | 0| 0| 0| 0| 0 Annexin V, eEF1A, AL1A1, COLEC12, Annexin VI, eEF1A1,
8 n 11413143 IMD2
4|16|4]|6
0|0|0]|O
3/6|/3|6
5/5|5]|5
E|E| E|E
1 S R N
> | response to iron(lll) 00|00
9/ ion 7141343 Cyclin B1, Cyclin B
4|16|4]|6
0|0|0]O
3/6|/3|6
5/5[5]|5
E|E| E|E
1 positive regulation T T T
6| of chromosome 0/0/0]0
0| segregation 7141343 Cyclin B1, Cyclin B
4|16|4]|6
negative requlation N
of prptein kinase olololo
, | &ctivity by 3/6/3|6
requlation of
6| protein 5/5|5]|5
1| phosphorylation 7/ E|E|E|E PPM1F, PP2C
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0|0|0]|O
413|143
4/6|4]|6
N I PSCR1, eEF1A, RBBPS (CtIP), PGMU, Cyclin T1, DLC1
21323 (Dynein LC8a), TIPIN, Clp1, AL1A1, HDAC7, CDO1,
3/3|13|3 HEXIM1, DARS, Histone deacetylase class Il, HSP70,
81|81 ARID4A, PGM2, eEF2K, LOC646817, SET, COASY, POLE3-
S5/E|E|E|E POLE4 complex, RBP1, eEF1A1, ZNF3970S, POLE3
1 1 - -] -1 - (YBL1), DYNLL, ZNF397, SET/NUP214 fusion protein,
6 biosynthetic 710(0|l0]|0 IMD2, EYA1, GMEB1, PP2C, HSC70, TARDBP (TDP43),
2| process 84|34 3 TCOF1, RUVBL1, PQBP-1
4| 6|4]|6
213123
91696
0/9|0]|9
E|E|E|E
1 1 - -] -1 -
6| nucleosome 410(0|0|O0 LOC646817, SET, SMYD3, SET/NUP214 fusion protein,
3| assembly 214|343 RUVBL1
4| 6|4]|6
45| 4|5
413|143
5/5|5]|5
E|E| E|E
1 - - - -
6| telomere 8/0/0]0]0
4| maintenance 0,4|3|4]|3 HSPA1B, HSP70, HSPA1A, OBFC1
4/6|4]|6
415|14]|5 eEF1A, RBBPS8 (CtIP), PGMU, Cyclin T1, DLC1 (Dynein
5{3|5]|3 LC8a), TIPIN, Clp1, HDAC7, HEXIM1, DARS, Histone
6| 5|/ 6]|5 deacetylase class Il, HSP70, ARID4A, PGM2, eEF2K,
41 E|E|E|E LOC646817, SET, POLE3-POLE4 complex, eEF1A1,
1 macromolecule o -| -| -| - ZNF3970S, POLE3 (YBL1), DYNLL, ZNF397, SET/NUP214
6| piosynthetic 6(0(0]0]0 fusion protein, EYA1, GMEB1, PP2C, HSC70, TARDBP
5| process 0|4|3|4|3 (TDP43), TCOF1, RUVBL1, PQBP-1
4/ 6|4|6
N I A Annexin V, Reticulon 4, RBBP8 (CtIP), Cyclin B1, DLC1
6|7|6|7 (Dynein LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN,
5/ 5|5]|5 PPM1F, HDAC7, HEXIM1, Histone deacetylase class Il,
4,737 3 Calmyrin, HSP70, ARID4A, CLEC2D, SET, Follistatin,
1 2| E|E|E|E SMYD3, HSPA1A, DYNLL, SET/NUP214 fusion protein,
6| negative requlation | 5| - | | - | - Cyclin B, EYA1, Pleckstrin, PTPN2, FOP, RIG-G,
6| of cellular process 410(0|0|O0 CAMK2N1, PP2C, HSC70, TARDBP (TDP43), PRCC
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4131413
4|16|4]|6
6|7|6|7
65|65
0/3|0]3
E|E|E]|E
1 S R I
6| telomere 0j0j0]0
7| organization 413|143 HSPA1B, HSP70, HSPA1A, OBFC1
417|147
912|192
9/{0|19]|0
911|191
1 positive regulation EIEJEIE
of blood vessel T T T
6| endothelial cell 0/0j0]0
8| migration 413|143 HDAC?7, Histone deacetylase class I, Calmyrin
5{7|5]|7
3/6/3|6
63|63
4|16|4]|6
E|E|E|E
1 S
6| galactose catabolic 0j0j00
9| process 4(13|4|3 PGMU, PGM2
57|57
3/6/3|6
63|63
4|16|4]|6
E|E|E|E
1 positive regulation T T T
7| of histone 0/0/0]0
0| phosphorylation 43|43 Cyclin B1, Cyclin B
5|17|5]|7
4|16|4]|6
319139
63|63
E|E|E]|E
1 positive regulation T T T
71 of erythrocyte 010)010
1| differentiation 413143 HSPA1B, HSP70, HSPA1A
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5/8|5]|8
82|82
914,94
7191719
E|E|E]|E
1\ cellular LT T T
7| carbohydrate 3/040|0]0
2| catabolic process 7141343 PGMU, PGM2, Calmodulin
5/8|5]|8
82|82
914,94
7191719
E|E|E]|E
1 S R N
7| nitric oxide 3/0/010}0
3| metabolic process | 7| 4| 3| 4| 3 DLC1 (Dynein LC8a), Calmodulin, DYNLL
6/19|6|9
51|51
85|85
214124
E|E|E|E
1 1) -1 -1 -] -
7| chromatin 510|000 LOC646817, SET, SMYD3, SET/NUP214 fusion protein,
4| assembly 64343 RUVBL1
7191719
07|07 eEF1A, RBBPS8 (CtlIP), Cyclin T1, DLC1 (Dynein LC8a),
6| 6|66 PSMD10 (Gankyrin), PPM1F, HDAC7, HEXIM1, Histone
2|5]2|5 deacetylase class Il, Olfactory receptor, Calmyrin,
3|E|E|E]|E HSP70, Cyclophilin E, ARID4A, LOC646817, SET,
1 requlation of RNA 9 -| - -| - Follistatin, SMYD3, eEF1A1, ZNF3970S, DYNLL, ICMT,
7 biosynthetic 810|000 ZNF397, SET/NUP214 fusion protein, EYA1, GMEB1,
5| process 041343 PP2C, HSC70, TARDBP (TDP43), RUVBL1, PQBP-1
711|171
90|90
819|189
717|177
E|E|E]|E
1| requlation of LT T T
7 Hg—yeloidcell 4/0/10]0]0
6| apoptotic process 1(4)12|4]2 HSPA1B, HSP70, HSPA1A
1| protein complex 1/8|11|8|1 Histone deacetylase class Il, HSP70, SET, SET/NUP214
7| disassembly 6 fusion protein, HSC70
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7 0j0|]0]O0
219129
317|137
E|E| E|E
0j0j0]|O0
41214\ 2
81|81
5/{1]5]|1
714|174
1010
E|E|E|E
1 regulation of mitotic T T T
7| spindle 0j0j00
8| organization 42| 4] 2 Cyclin B1, Cyclin B
81181
5/{1]5]|1
71474
1010
E|E| E|E
1| retinoic acid LT T T
7| biosynthetic 0/0{0]0
9| process 412|142 AL1A1, RBP1
811|181
5{1|5]|1
7141174
1010
E|E| E|E
1 S
8| peptidyl-threonine 0j0j0]O0
0| dephosphorylation 412|142 PPM1F, PP2C
81|81
511(5]1
71417] 4
1010
E|E| E|E
1 positive regulation T T T
8| of actin filament 00|00
1| depolymerization 412|142 Pleckstrin, PDXP
81|81
1 mitotic nuclear ) :
8| envelope > >
2| disassembly 7 7 Cyclin B1, SET/NUP214 fusion protein, Cyclin B
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410140
E|E| E|E
0|0|0]|O
41214\ 2
Annexin V, P5CR1, eEF1A, Reticulon 4, RBBPS8 (CtIP),
91|91 IGHG4, Cyclin T1, Cyclin B1, DLC1 (Dynein LC8a),
N I HSPA1B, PSMD10 (Gankyrin), TIPIN, AL1A1, ARL5B,
212|122 PPM1F, HDAC7, MENA, Histone deacetylase class II,
211|121 Olfactory receptor, Calmyrin, EPS8L1, COLEC12, HSP70,
3/8(3]|8 IGHG1, CLEC2D, eEF2K, Follistatin, TXNRD1, SMYD3,
7/ E|E|E|E Calmodulin, HSPA1A, RBP1, eEF1A1, CKS2, OR10G3,
1 6 -| - -| - DYNLL, SET/NUP214 fusion protein, Cyclin B, IMD2,
8| cellular responseto | 2| 0| 00| O EYA1, Pleckstrin, PTPN2, RIG-G, PDXP, PP2C, TARDBP
3| stimulus 84|24 2 (TDP43), RUVBL1, CapZIP, VILIP1
911|191
21222
61|61
4|18|4]|38
E|E| E|E
1 negative regulation 20 - -] -
8| of protein kinase 5/ 0]0]0]0
4| activity 31412412 PPM1F, HEXIM1, SMYD3, FOP, CAMK2N1, PP2C
911|191
62|62
8/ 6|8|6
71575
E|E| E|E
1 1 -] - -] -
8| response to 710(0]00
5| unfolded protein 041242 HSPA1B, HSP70, HSPA2, HSPA1A, HSC70
911|191
82|82
216|126
85|85
E|E| E|E
1 - - - -
8| nuclear envelope |4 00| 0]0
6| disassembly 414|124 2 Cyclin B1, SET/NUP214 fusion protein, Cyclin B
911|191
1 82|82
8| membrane 4121626
7| disassembly 41 8|5|8|5 Cyclin B1, SET/NUP214 fusion protein, Cyclin B
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E|E|E]|E
0j0|j0]|O0
412|142
9/11]9]|1
8|1 2| 8|2
21 6|2]|6
815|185
E|E|E|E
1 positive regulation LT T
8| of cell-matrix 4/0/010]0
8| adhesion 4141242 PPM1F, Calmyrin, PP2C
911|191
82|82
9/6|9]|6
06|06
1| E|E|E|E RBBPS (CtIP), PSMD10 (Gankyrin), PPM1F, HDAC7,
1 negative requlation 20 -| -| -| - HEXIM1, Histone deacetylase class I, HSP70, ARID4A,
8| of RNA biosynthetic | 2| 0| 0| 0] O SET, Follistatin, SET/NUP214 fusion protein, PP2C,
9| process 64242 HSC70, TARDBP (TDP43)
11111
03|03
3/013]0
07|07
E|E|E|E
1 1 -] - -] -
9| regulation of 0/040j0]0
0| vasoconstriction 0131232 HSPA1B, ECE1, HSP70, HSPA1A
11111
03|03
410(14]0
5|17|5]|7
E|E|E]|E
1 . S I I
regulation of
9| histone 1101010} 0
1| phosphorylation 1131232 Cyclin B1, Cyclin B
11111
03|03
410(14]0
1 5(7|5]|7
9| cellular responseto | 1| E| E| E| E
2| iron ion 1 - -] -1 - Cyclin B1, Cyclin B
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0j0|0]|0O
312132
11111
0/3/0/3
410140
51757
E|E|E]|E
1 diterpenoid LT T T
9| biosynthetic 110401010
3| process 113]12]3]2 AL1A1, RBP1
11111
0/3/0]|3
410(4]|0
717|177
E|E|E]|E
1 1| -1 -| -| -
9| nucleosome 7/0(0(0]0 LOC646817, SET, SMYD3, SET/NUP214 fusion protein,
4| organization 3(/3(2(3]2 RUVBL1
111|111
0/3/0]3
7131713
54|54
E|E|E|E
1| macromolecular A e
9| complex 7(0(0(0]0 Histone deacetylase class Il, HSP70, SET, SET/NUP214
5| disassembly 4132312 fusion protein, HSC70
11111
N I eEF1A, RBBPS8 (CtIP), Cyclin T1, DLC1 (Dynein LC8a),
03|03 PSMD10 (Gankyrin), TIPIN, PPM1F, HDAC7, HEXIM1,
8|1 4| 8|4 Histone deacetylase class Il, Olfactory receptor,
82|82 Calmyrin, HSP70, Cyclophilin E, ARID4A, LOC646817,
lati ; 4| E|E|E|E SET, Follistatin, SMYD3, eEF1A1, OBFC1, ZNF3970S,
1 %g%ule al - - -] - DYNLL, ICMT, ZNF397, SET/NUP214 fusion protein,
9| biosynthetic 5/0[0[0]|0 EYA1, GMEB1, PP2C, HSC70, TARDBP (TDP43), RUVBL1,
6| process 5(3(2(3]2 PQBP-1
11111
0/3/0]3
94|94
21222
1/ E|E|E|E P5CR1, RBBP8 (CtIP), Cyclin B1, HSPA1B, PSMD10
1 6 -| - -| - (Gankyrin), TIPIN, Histone deacetylase class I, Calmyrin,
9| cellular responseto | 8| 0| 0| 0|0 HSP70, TXNRD1, HSPA1A, Cyclin B, EYA1, PP2C, TARDBP
7| stress 5(3]12(3]2 (TDP43), RUVBL1, CapZIP
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11111
11313
317|137
1(5|1|5
E|E|E]|E
1 requlation of -1 -1 |-
9| epithelial cell 7/0[0(0|0 PPM1F, HDAC7, Histone deacetylase class I, Calmyrin,
8| migration 6(3|2|3]|2 PP2C
11111
11313
317137
1(5|1|5
E|E|E]|E
1 1 -1 -] -| -
9| protein-DNA 7/0|0|0]|0 LOC646817, SET, SMYD3, SET/NUP214 fusion protein,
9| complex assembly | 6| 3| 2| 3| 2 RUVBL1
Annexin V, IGHM, P5CR1, eEF1A, Reticulon 4, RBBP8
(CtIP), PGMU, IGHG4, Cyclin T1, Cyclin B1, DLC1 (Dynein
LC8a), HSPA1B, PSMD10 (Gankyrin), TIPIN, ECE1, AL1A1,
11111 ARL5B, PPM1F, Beta crystallin B2, HDAC7, MENA, CDO1,
A Cytoglobin, Histone deacetylase class Il, Olfactory
13113 receptor, Calmyrin, EPS8L1, COLEC12, HSP70, IGHG1,
519|15]|9 CLEC2D, eEF2K, Follistatin, TXNRD1, SMYD3,
81 9|18|9 Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1, CKS2,
9/ E|E|E|E OR10G3, Annexin XI, DYNLL, SET/NUP214 fusion
2 6 -| - -| - protein, Cyclin B, IMD2, EYA1, Pleckstrin, PTPN2, RIG-G,
0| response to glolo|o]|oO PDXP, PP2C, HSC70, TARDBP (TDP43), RUVBL1, CapZIP,
0| stimulus 03(2]3]2 VILIP1
11111
11313
6/19|6|9
219129
E|E|E]|E
2 4| -| -] -| -
0| cellular component | 7| 0| 00| O Cyclin B1, Histone deacetylase class Il, HSP70, SET,
1| disassembly 0]3|2]3]|2 HSPA2, SET/NUP214 fusion protein, Cyclin B, HSC70
11111
14|14
82|82
914,94
E|E|E|E
2 10 -1 -] - -
0| protein 7/010]0]0
2| dephosphorylation 813|232 PPM1F, EYA1, PTPN2, PDXP, PP2C
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11111
N T eEF1A, RBBPS (CtIP), Cyclin T1, DLC1 (Dynein LC8a),
214124 PSMD10 (Gankyrin), TIPIN, PPM1F, HDAC7, HEXIM1,
03|03 Histone deacetylase class Il, Olfactory receptor,
) 5{4|5|4 Calmyrin, HSP70, Cyclophilin E, ARID4A, LOC646817,
ﬁ?h‘j'lgfﬂ 4| E|E|E|E SET, Follistatin, SMYD3, eEF1A1, OBFC1, ZNF3970S,
2 macromolecule 20 - -| -| - DYNLL, ZNF397, SET/NUP214 fusion protein, EYA1,
O| biosvnthetic ynthetic 9/0|0(0]O0 GMEB1, PP2C, HSC70, TARDBP (TDP43), RUVBL1, PQBP-
3| process 2131232 1
11111
214|124
03|03
_ , 94|94
gfegig?;eo[)zqs‘gf‘t"’” 1| E|E|E|E RBBPS (CtIP), PSMD10 (Gankyrin), TIPIN, PPM1F,
2 Wg 3 - - -| - HDAC7, HEXIM1, Histone deacetylase class Il, HSP70,
0| compound 9/0|0|0|O0 ARID4A, SET, Follistatin, SET/NUP214 fusion protein,
4| metabolic process | 8| 3| 2| 3] 2 PP2C, HSC70, TARDBP (TDP43)
11111
214124
416|4)|6
6| 8| 6|8
E|E|E|E
2 requlation of S| | -] -
0| cellular component | 9] 0| 00| O HSPA1B, PPM1F, Histone deacetylase class Il, EPS8L1,
5| biogenesis 113]12]3]2 HSP70, HSPA2, HSPA1A, Pleckstrin, PP2C
11111
214124
416|4)|6
9/8|9]| 8
E|E|E]|E
2 1) - -| -| -
0| positive requlation |8 0| 0| 0|0
6| of cell cycle 013|232 Cyclin B1, PSMD10 (Gankyrin), HSP70, HSPA2, Cyclin B
11111
214|124
68| 6|8
711|171
E|E|E]|E
2 S I I
0| binding of spermto | 4| 0] 0| 0] 0
7| zona pellucida 81312312 HSPA1B, HSP70, HSPA1A
cellular protein
2| modification 21111111 Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), Fbxo3, PPM1F,
0 6 HDAC7, Histone deacetylase class Il, Cyclophilin E,

process
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8 9124|214 ARID4A, eEF2K, SMYD3, POLE3-POLE4 complex, SAE2,
0,8/ 8| 8|8 POLE3 (YBL1), ICMT, DOHH, Cyclin B, EYA1, PTPN2, FOP,
58| 5|8 PDXP, PP2C, RUVBL1
E|E| E|E
0|0|0]|O
3121312
11|11
21424
8|1 8| 8|38
5/8|5]| 8 Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), Fbxo3, PPM1F,
2| E|E|E|E HDAC7, Histone deacetylase class Il, Cyclophilin E,
2 6| -| -| -| - ARID4A, eEF2K, SMYD3, POLE3-POLE4 complex, SAE2,
0| protein modification | 9| 0| 0| 0| 0| 2 | POLE3 (YBL1), ICMT, DOHH, Cyclin B, EYA1, PTPN2, FOP,
9| process 0} 3|2]| 3| 2]|3]|PDXP,PP2C, RUVBL1
1111
21424 eEF1A, RBBP8 (CtIP), Cyclin T1, DLC1 (Dynein LC8a),
919|199 PSMD10 (Gankyrin), PPM1F, HDAC7, HEXIM1, Histone
9171917 deacetylase class Il, Olfactory receptor, Calmyrin,
3| E|E|E|E HSP70, Cyclophilin E, ARID4A, LOC646817, SET,
2 requlation of 9 - -| -| - Follistatin, SMYD3, eEF1A1, ZNF3970S, DYNLL, ZNF397,
1 t_g—ranscrimion, DNA- |3/ 0| 0| 0] 03| SET/NUP214 fusion protein, EYA1, GMEB1, PP2C,
0| templated 8| 3|2| 3| 2]|0]| HSC70, TARDBP (TDP43), RUVBL1, PQBP-1
11|11
3/!5(3]|5
414|144
6|3|6]|3
E|E| E|E
2 S T R
1| cellular responseto [4| 0| 0| 0|0
1| heat 93| 2| 3| 2| 3| HSPA1B, HSP70, HSPA1A
11|11
3/5(3]|5
514(5]| 4
4| 6|4]|6
1| E|E|E|E RBBPS (CtIP), PSMD10 (Gankyrin), PPM1F, HDAC7,
2 negative requlation 20 - -| -| - HEXIM1, Histone deacetylase class Il, HSP70, ARID4A,
1| of RNA metabolic 6| 0| 0| 0| 0| 1] SET, Follistatin, SET/NUP214 fusion protein, PP2C,
2| process 71 3] 2| 3| 2]|4]| HSC70, TARDBP (TDP43)
11|11
2 chromatin g o -
1 m)! or 8/ 3|5|3|5 LOC646817, SET, SMYD3, SET/NUP214 fusion protein,
3| disassembly 4171 6| 7| 6]|5|RUVBLL
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7151715
E|E|E|E
0|0|0]|O
3121312
11111
31/5(3]|5
971917
3/5(3]|5
1| E|E| E|E
2 single organism 41 -| -] -| - Cyclin B1, DLC1 (Dynein LC8a), HSPA1B, AL1A1, CDO1,
1| reproductive 1/0|/0|0]|O0 Olfactory receptor, Calmyrin, HSP70, Follistatin, HSPA2,
4| process 8/ 31232 HSPA1A, DYNLL, Cyclin B, PP2C, RUVBL1
111111
4/6|4]|6
311|131 Annexin V, eEF1A, Reticulon 4, Cyclin T1, Cyclin B1,
211|121 HSPA1B, AL1A1, CDO1, Histone deacetylase class Il,
3|E|E|E|E Calmyrin, COLEC12, HSP70, eEF2K, SMYD3, Calmodulin,
2 4 - -| -| - HSPA2, HSPA1A, RBP1, eEF1A1, SET/NUP214 fusion
1| response to organic | 1| 0 0] 0| 0 protein, Cyclin B, IMD2, PTPN2, RIG-G, PDXP, PP2C,
5| substance 41312]3]|2 HSC70
11111
41 6|4]|6
52|52
217127
E|E|E|E
2 negative requlation 3 -] | |- _
1| of transferase 710|000 PSMD10 (Gankyrin), PPM1F, HEXIM1, SMYD3, FOP,
6| activity 7131232 CAMK2N1, PP2C
11111
4/6|4]|6
7131713
) 3/5(3]|5
regulation of ElElEIE
5 attachment of
spindle LT T T
1| microtubules to 110{0]|0]0
7| kinetochore 313232 Cyclin B1, Cyclin B
11111
4/6|4]|6
2 requlation of 1170317]3
1| neurotransmitter 81915195
8| levels 7/ E|E|E|E DLC1 (Dynein LC8a), VAMP5, HSP70, DYNLL, HSC70
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0|0|j0]|O
312132
11111
4|16|4]|6
83|83
0|5/0]|5
multicellular LVEJEJEIE
2| o 1| -| -| -| - Cyclin B1, DLC1 (Dynein LC8a), AL1A1, CDO1, Olfactory
organismal
1| reproductive 3({0(0j0]0 receptor, Calmyrin, HSP70, Follistatin, HSPA2, DYNLL,
9| process 5/3[2|3]|2 Cyclin B, PP2C, RUVBL1
11111
5/6|5|6
1/6[1]|6
4|16|4]|6
neqative requlation | 1| E| E| E| E RBBPS (CtIP), PSMD10 (Gankyrin), TIPIN, PPMIF,
2 of macromolecule 41 -| -| -| - HDAC7, HEXIM1, Histone deacetylase class Il, HSP70,
2| biosynthetic 3({0j0j0]0 ARID4A, SET, Follistatin, SET/NUP214 fusion protein,
0| process 0/3]2|3]2 PP2C, HSC70, TARDBP (TDP43)
11111
A Reticulon 4, RBBP8 (CtIP), Cyclin B1, DLC1 (Dynein
5(17|5]|7 LC8a), HSPA1B, Clp1, ECE1, AL1A1, Beta crystallin B2,
5{0|5|0 HDAC7, MENA, CDO1, HEXIM1, VAMPS5, Histone
917|197 deacetylase class IlI, Olfactory receptor, Calmyrin,
5|/E|E|E|E HSP70, ARID4A, LOC646817, Follistatin, TXNRD1,
2 anatomical 70 -1 -| -| - SMYD3, Calmodulin, HSPA2, HSPA1A, DYNLL, ICMT,
2| structure 1/0|{0|0]|O Cyclin B, IMD2, EYA1, Pleckstrin, PTPN2, Fructosamine-
1| development 8/ 31232 3-kinase, PP2C, HSC70, TCOF1, PQBP-1, VILIP1
11111
57|57
711|171
0|1/0]1
1| E|E|E|E RBBPS (CtIP), Cyclin B1, DLC1 (Dynein LC8a), HSPA1B,
2 70 -1 -| -| - AL1A1, CDO1, Olfactory receptor, Calmyrin, HSP70,
2 4101000 Follistatin, HSPA2, HSPA1A, CKS2, DYNLL, Cyclin B, PP2C,
2| reproduction 21312(3]2 RUVBL1
11111
6|7|6|7
1(511|5
41114]1
2 2| E|E|E]|E
2| negative regulation | 8| - | - | -
3| of kinase activity 2|0 0 PPM1F, HEXIM1, SMYD3, FOP, CAMK2N1, PP2C
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312132
11|11
71878
14|14
313133
E|E| E|E
2 requlation of LT T T
2 s_g—gindle 1/0(0|0]|0O
4| organization 413|232 Cyclin B1, Cyclin B
11|11
718|718
14|14
313133
E|E|E|E
2! terpenoid LT T T
2| biosynthetic 1{ofolo|o
5| process 4132|312 AL1A1, RBP1
1(1(11
718|718
4/ 6|4|6
21626
1/ E|E| E|E
2| mutticellular 1] - -| -| - Cyclin B1, DLC1 (Dynein LC8a), AL1A1, CDO1, Olfactory
2 or—ganism 5/0/0|0|0O receptor, Calmyrin, HSP70, Follistatin, HSPA2, DYNLL,
6| reproduction 63232 Cyclin B, PP2C, RUVBL1
11|11
819|189
0|20 2
4|1 4| 4] 4
1/ E|E| E|E
2 o| -| -] -| - Cyclin B1, DLC1 (Dynein LC8a), HSPA1B, Olfactory
2 110/ 0|0]|O0 receptor, Calmyrin, HSP70, Follistatin, HSPA2, HSPA1A,
7| sexual reproduction | 9] 3| 2| 3| 2 DYNLL, Cyclin B, RUVBL1
11111 Annexin V, eEF1A, Reticulon 4, RBBP8 (CtIP), PGMU,
N N IGHG4, Cyclin T1, Cyclin B1, DLC1 (Dynein LC8a),
81989 HSPA1B, PSMD10 (Gankyrin), TIPIN, Clp1, ECE1, AL1A1,
71878 ARL5B, PPM1F, HDAC7, MENA, CDO1, SNX1, HEXIM1,
1171 6|7]|6 VAMPS5, Histone deacetylase class Il, Olfactory receptor,
2| E|E|E|E Thioredoxin-like 2, Calmyrin, EPS8L1, COLEC12, HSP70,
2 9 -| -| -| - IGHG1, Cyclophilin E, ARID4A, Annexin VI, CLEC2D,
2| piological 4alol0]0]oO eEF2K, LOC646817, SET, Follistatin, TXNRD1, SMYD3,
8| requlation 713(12]3]|2 Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1, SAE2, CKS2,
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OR10G3, OBFC1, ZNF3970S, DYNLL, ICMT, ZNF397,
SET/NUP214 fusion protein, Cyclin B, EYA1, GMEB1,
Pleckstrin, PTPN2, FOP, RIG-G, PDXP, CAMK2N1, PP2C,
HSC70, TARDBP (TDP43), PRCC, RUVBL1, PQBP-1, VILIP1

11111
819|189
88|88
0| 6|/0]|6
E|E|E|E

2 positive regulation LT T

2| of actin filament 5/{0]010}0

9| bundle assembly 53232 PPM1F, Pleckstrin, PP2C
11212
90|90
21222
41414 4
E|E|E]|E

2 2| - -| -| -

3 9/0|0|0]|O0

0| protein folding 2131232 HSPA1B, HSP70, Cyclophilin E, HSPA2, HSPA1A, HSC70
11212
90|90
715|715
1/6|1]|6

. . E|E|E|E
5 negative r(_equlanon ]
of nitric oxide

3| biosynthetic 1/0(0]010

1| process 513|232 DLC1 (Dynein LC8a), DYNLL
11212
9/0|9]0
715|7]|5
1/6[1]|6
E|E|E]|E

2 negative regulation LT T T

3| of interleukin-2 1/0j0]00

2| production 5131232 HDAC7, Histone deacetylase class I
21222
0|1/0]1
8| 6|8|6

2 requlation of 3131313

3| erythrocyte S|EJEJEE

3| differentiation 70 - -| -] - HSPA1B, HSP70, HSPA1A
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0j0|0]|0O
312132
21222
11111
219129
2|5|2]5 PSCR1, eEF1A, RBBPS (CtIP), Cyclin T1, DLC1 (Dynein
3| E|E|E|E LC8a), Clp1, HDAC7, HEXIM1, Histone deacetylase class
2 heterocvele 30 - -| -| - II, HSP70, ARID4A, LOC646817, COASY, eEF1A1,
3 Abiosxmhetic 2|0/0|0]0 ZNF3970S, DYNLL, ZNF397, IMD2, EYA1, GMEB1, PP2C,
4| process 41 3|2|3]|2 HSC70, TARDBP (TDP43), TCOF1, RUVBL1, PQBP-1
21222
21222
117|117
117|117
E|E|E]|E
2 20 -| -| -] -
3| mitotic cell cycle 0{0j{0|0]O
5| checkpoint 5(3]2|3]|2 Cyclin B1, PSMD10 (Gankyrin), TIPIN, Cyclin B, PRCC
21222
21222
419|419
0|40 4
E|E|E|E
2 cellular 61 - | |-
3| macromolecular 4l0lo0]0]|o0 PSMD10 (Gankyrin), Clp1, HSP70, LOC646817, SET,
6| complex assembly | 4| 3| 2| 3| 2 SMYD3, SET/NUP214 fusion protein, RUVBL1, PQBP-1
21222
21222
4191419
6|4|6|4
E|E|E|E
2 S R N
3| galactose 110{0100
7| metabolic process | 6| 3| 2| 3| 2 PGMU, PGM2
21222
313(3/|3
04|04
6565
E|E|E]|E
2| brotein-DNA s
3| complex subunit ojof0j0|o0 LOC646817, SET, SMYD3, SET/NUP214 fusion protein,
8| organization 7131232 RUVBL1
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21222
313|133
4al7|4]|7
1010
E|E|E]|E
2 negative regulation B
3| of cytoskeleton 21040|0]0
9| organization 5/3(2(3]2 Cyclin B1, Histone deacetylase class Il, Calmyrin, Cyclin B
212|122
41 414]4
11212
313|133
E|E|E]|E
2 positive regulation T T T
4| of T cell mediated |6 0] 0 0|0
0| cytotoxicity 031232 HSPA1B, HSP70, HSPA1A
22|22
414|144
11212
313|133
E|E|E|E
2 S I N
4| requlation of 6/0/010]0
1| cytokinesis 032|332 Olfactory receptor, Calmodulin, PDXP
21222
414|144
31232
_ _ 117]1]7
gfeggltl';’; rreq“'a“o” 1| E|E|E|E RBBPS (CtIP), PSMD10 (Gankyrin), TIPIN, PPM1F,
2 macromolecule 3 -1 - -| - HDAC7, HEXIM1, 'HistF)ne deacetylase cIa.ss I, HSP.70,
4 biosynthetic 4,0(0]0]|0 ARIDA4A, SET, Follistatin, SET/NUP214 fusion protein,
2| process 913232 PP2C, HSC70
22|22
44|44
312|312
717|177
1| E|E|E|E RBBPS (CtIP), PSMD10 (Gankyrin), PPM1F, HDAC7,
2 negative requlation 20 -| -| -| - HEXIMl,' Hist.one deacetylase cla?ss I, HSP.70, ARID4A,
4| of transcription ojojo0jo0|oO SET, Follistatin, SET/NUP214 fusion protein, PP2C,
3| DNA-templated 1/3]2|3]2 HSC70
2| sperm-eqq 6[22]2]2
4| recognition 1 HSPA1B, HSP70, HSPA1A
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4 5/5|5]|5
310(3]0
08|08
E|E|E]|E
0|0|0]|O
3121312
21222
5/5|5]|5
3/10(3]|0
918|938
E|E|E]|E
2 S R N
4| pharyngeal system (1| 0] 00} 0
5| development 71312312 ECE1, EYAL
21222
5{5|5]|5
51151
715|715 Annexin V, Reticulon 4, Cyclin B1, HSPA1B, ECE1,
2| E|E|E|E PPM1F, HDAC7, Histone deacetylase class Il,
2 requlation of 8 -| - -| - Thioredoxin-like 2, Calmyrin, HSP70, Annexin VI,
4| multicellular 3]0[{0|0]0O0 CLEC2D, Follistatin, Calmodulin, HSPA1A, RBP1, Cyclin B,
6| organismal process | 3| 3| 2| 3| 2 EYA1, Pleckstrin, PTPN2, PP2C, PQBP-1
21222
6| 5|65
26|26
417|147
E|E|E|E
2 regulation of S
4| histone 21040|0]0
7| modification 913|232 Cyclin B1, SET, SET/NUP214 fusion protein, Cyclin B
21222
6|5|6|5
31636
417|147
E|E|E]|E
2 4| -| -] -| -
4| positive requlation 11/0(0|0|0O PPM1F, HDAC7, Histone deacetylase class Il, Calmyrin,
8| of cell migration 913|232 HSP70, FOP, PP2C
21222
2 6| . .
4| response to 6| 6|5|6|5 PGMU, HSPA1B, TIPIN, HSP70, Calmodulin, HSPA1A,
9| radiation 0|4|6|4|6 RBP1, EYA1, PP2C
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1717
E|E|E]|E
0|0|0]|O
312132
21222
6|5|6|5
6|7|6|7
21727
E|E|E|E
2 20 -| -| -] -
5 1/0|/0|0]|O0 LOC646817, SET, SMYD3, SET/NUP214 fusion protein,
0| DNA packaging 413|232 RUVBL1
21222
71676
21222
5/8|5]| 8 Cyclin T1, Cyclin B1, PSMD10 (Gankyrin), Fbxo3, PPM1F,
2| E|E|E|E HDAC7, Histone deacetylase class Il, Cyclophilin E,
2 8| - -| -| - ARID4A, eEF2K, SMYD3, POLE3-POLE4 complex, SAE2,
5| macromolecule 4lo0lo0]o0]|o0 POLE3 (YBL1), ICMT, DOHH, Cyclin B, EYA1, PTPN2, FOP,
1| modification 7131232 PDXP, PP2C, RUVBL1
21222
71676
71676
414|144
. . E|E|E|E
5 negative _requlatlon T
of extrinsic
5| apoptotic signaling |3| 00| 0|0
2| pathway 1131232 HSPA1B, HSP70, HSPA1A, EYA1
21222
8| 6|8|6
21828
915|195
E|E|E]|E
2 50 -1 - -1 -
5 protein 4,0(0]0]0 Annexin V, eEF1A, AL1A1, COLEC12, Annexin VI,
3| oligomerization 2131232 TXNRD1, eEF1A1, IMD2
21222
8| 6|8|6
2 48| 4|8
5| mitotic metaphase | 1| 8| 5| 8|5
4| plate congression 8| E|E|E|E Cyclin B1, Cyclin B
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0|0|0]|O
312132
21222
8|1 6|8|6
4|18|4]|8
8| 5|8|5
E|E| E|E
2| ventricular cardiac LT T T
5| muscle cell 1/0(0]00
5| development 8/3|2(3]|2 Cyclin B1, Cyclin B
21222
8| 6|8|6
5|/8|5]|8
1{5(1|5
. E|E|E|E
) re.gulatlon of o] C]
microtubule
5| cytoskeleton 3/0/0]0]0
6| organization 21312312 Cyclin B1, Histone deacetylase class I, Calmyrin, Cyclin B
21222
8| 6|8|6
5|/8|5]|8
21525 eEF1A, RBBPS8 (CtIP), Cyclin T1, DLC1 (Dynein LC8a),
2| E|E|E|E Clpl, HDAC7, HEXIM1, Histone deacetylase class I,
2 8| - -| -| - HSP70, ARID4A, LOC646817, eEF1A1, ZNF3970S, DYNLL,
5| transcription. DNA- | 5] 00|00 ZNF397, EYA1, GMEB1, PP2C, HSC70, TARDBP (TDP43),
7| templated 7131232 TCOF1, RUVBL1, PQBP-1
21222
8| 6|8|6
6| 86|38
3/5(3]|5
positive regulation EIE|EIE
2| of cellular 9| -| -| -| - Cyclin B1, DLC1 (Dynein LC8a), PPM1F, Histone
5| component 3{0(0j0]0 deacetylase class Il, Calmyrin, EPS8L1, DYNLL, Cyclin B,
8| organization 613|232 Pleckstrin, PDXP, PP2C
21222
917|197
818|838
62|62
2 8 E|E|E|E
5 requlation of o - -1 -1 - Annexin V, Reticulon 4, PPM1F, HDAC7, Histone
9| locomotion 4/0(0]0]0 deacetylase class Il, Calmyrin, HSP70, PTPN2, FOP, PP2C
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312312
212 2] 2
917|197
88|88 Annexin V, Reticulon 4, PGMU, DLC1 (Dynein LC8a),
912192 HSPA1B, PSMD10 (Gankyrin), ECE1, AL1A1, CDO1,
3| E|E|E|E VAMP5, Thioredoxin-like 2, HSP70, ARID4A, TXNRD1,
2 5 - - -| - Calmodulin, HSPA1A, RBP1, OBFC1, DYNLL, Cyclin B,
6| requlation of g8lojlolo]|o Pleckstrin, PTPN2, FOP, PDXP, PP2C, HSC70, TARDBP
0| biological quality 83232 (TDP43)
312312
08|08
210120
5(5|5|5
E|E|E|E
2 negative requlation SI-p | |-
6| of multicellular 4/0/0]0]0 Annexin V, HSPA1B, HDAC?7, Histone deacetylase class Il,
1| organismal process | 8| 3| 2| 3| 2 Thioredoxin-like 2, HSP70, HSPA1A, PP2C
3121312
08|08
410|4]|0
08|08
E|E|E|E
2 4 - -| -| -
2| of cell motility 013|232 HSP70, FOP, PP2C
312312
11818
1/6|1]|6
718178
E|E|E|E
2 20 - -| -| -
6| meiotic nuclear 21040|0]0
3| division 213232 RBBPS8 (CtIP), HSP70, HSPA2, CKS2, Cyclin B
3121312
1/8|1]| 8
41 8| 4|8
9/6|9]|6
E|E|E|E
2 cellular response to 8| | -] -] - '
6| DNA damage 1/olo|o0|o0 RBBPS (CtIP), HSPA1B, PSMD10 (Gankyrin), TIPIN,
4| stimulus 032|322 Calmyrin, HSP70, HSPA1A, EYA1, PP2C, RUVBL1
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312132
1/8(1]|8
71878
47|47
E|E| E|E
2 positive regulation LT T T
6| of protein 11010]0f0
5| depolymerization 913|232 Pleckstrin, PDXP
31232
11818
718|718
47|47
E|E|E|E
2 negative requlation T T T
6| of histone 110{0100
6| acetylation 9|13|2|3]2 SET, SET/NUP214 fusion protein
3121312
1/8(1]|8
919199
717177
E|E| E|E
2 5 -1 - -| -
6 5/{0(0(0|O0 RBBP8 (CtIP), Cyclin B1, TIPIN, HSP70, HSPA2, CKS2,
7| nuclear division 313(2(3]|2 Cyclin B, RUVBL1
Annexin V, eEF1A, Reticulon 4, RBBP8 (CtIP), IGHG4,
Cyclin T1, Cyclin B1, DLC1 (Dynein LC8a), HSPA1B,
PSMD10 (Gankyrin), TIPIN, Clp1, ECE1, AL1A1, ARL5B,
PPM1F, HDAC7, MENA, SNX1, HEXIM1, Histone
3121312 deacetylase class Il, Olfactory receptor, Thioredoxin-like
N 2, Calmyrin, EPS8L1, COLEC12, HSP70, IGHG1,
2191219 Cyclophilin E, ARID4A, Annexin VI, CLEC2D, eEF2K,
311|131 LOC646817, SET, Follistatin, TXNRD1, SMYD3,
110|2]|0]| 2 Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1, SAE2, CKS2,
2| E|E|E|E OR10G3, OBFC1, ZNF3970S, DYNLL, ICMT, ZNF397,
2 31 -| -] -| - SET/NUP214 fusion protein, Cyclin B, EYA1, GMEB1,
6| requlation of 9/o|o|o0]|o0 Pleckstrin, PTPN2, FOP, RIG-G, PDXP, CAMK2N1, PP2C,
8| biological process 1/13]2|3]2 HSC70, TARDBP (TDP43), PRCC, RUVBL1, PQBP-1, VILIP1
312312 eEF1A, RBBPS8 (CtIP), Cyclin T1, Cyclin B1, DLC1 (Dynein
N I A LC8a), HSPA1B, PSMD10 (Gankyrin), Clp1, PPM1F,
2191219 HDAC7, HEXIM1, Histone deacetylase class Il, Olfactory
311|131 receptor, Calmyrin, HSP70, Cyclophilin E, ARID4A,
571272 LOC646817, SET, Follistatin, SMYD3, HSPA1A, eEF1A1,
2 1| E|E|E|E ZNF3970S, DYNLL, ZNF397, SET/NUP214 fusion protein,
6| requlation of gene 3 - - -] - Cyclin B, EYA1, GMEB1, PP2C, HSC70, TARDBP (TDP43),
9| expression 5/{0(0(0|0 RUVBL1, PQBP-1
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312132
312132
219129
6| 2| 6|2
713|7]|3 eEF1A, RBBPS (CtIP), Cyclin T1, DLC1 (Dynein LC8a),
% 3| E|E| E| E| |Clpl, HDAC7, HEXIM1, Histone deacetylase class Il,
2| comoound 2| -| -| -| -| |HSP70, ARID4A, LOC646817, COASY, eEF1A1,
7| biosynthetic 4l0lo0]o0]|o0 ZNF3970S, DYNLL, ZNF397, IMD2, EYA1, GMEB1, PP2C,
0| process 51312]3]|2 HSC70, TARDBP (TDP43), TCOF1, RUVBL1, PQBP-1
312132
2191219
712|172
413|143
E|E|E|E
2 response to 31 - | | -
7| mechanical 2/0/0]0]0
1| stimulus 5131232 Cyclin B1, HSPA1B, ECE1, HSP70, HSPA1A, Cyclin B
31333
5{0|5|0
18|18
6| 7|67
E|E|E|E
2 negative requlation ST T T
7| of NF-kappaB 2/0]070]0
2| importintonucleus | 0| 3| 2| 3| 2 PSMD10 (Gankyrin), PP2C
313[3]3
5{0|5|0
18|18
6| 7|67
E|E|E|E
2 positive regulation T T T
7| of cell junction 2/0/010]0
3| assembly 013|232 PPM1F, PP2C
31333
5{0|5|0
18|18
6| 7|67
E|E|E|E
2 positive regulation T T T
7| of focal adhesion 2/0/0(0]0
4| assembly 013|232 PPM1F, PP2C
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313[3]3
5{0|5|0
18|18
6| 7|67
E|E| E|E
21 nitric oxide LT T T
7| biosynthetic 21040|0]0
5| process 03232 DLC1 (Dynein LC8a), DYNLL
313]3]3
5{0|5|0
21828
1717
E|E|E|E
2 regulation of e
7| chromatin 4/0/010]0
6| organization 013|2]3]|2 Cyclin B1, SET, SET/NUP214 fusion protein, Cyclin B
31333
5{1|5]|1
8|1 2| 8|2
15115
. . E|E| E|E
) positive regulation al o1 -l 2]
of cellular
7| component 410(0|0|0 PPM1F, HDAC7, Histone deacetylase class Il, Calmyrin,
7| movement 313(2(3]|2 HSP70, FOP, PP2C
313[3]3
5{1|5]|1
91292
0|5]|]0]|5
E|E|E|E
2 S R I
7| nuclear envelope |6 00| 0]0
8| organization 913|232 Cyclin B1, SET/NUP214 fusion protein, Cyclin B
31333
712|172
314|3|4
81 3|8|3
E|E| E|E
2 regulation of T cell T T T
7| mediated 710101 0]0
9| cytotoxicity 0} 3|12]3]|2 HSPA1B, HSP70, HSPA1A
2 8/ 33|33 Cyclin B1, DLC1 (Dynein LC8a), Olfactory receptor,
8| gamete generation | 3 Calmyrin, HSP70, Follistatin, HSPA2, DYNLL, Cyclin B,
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0 3181282 RUVBL1
318|338
95|95
E|E| E|E
0|0|0]|O
312|132
313|133
82|82
5/8|5]|8
41545
E|E|E|E
2 4| -| -] -| -
8| positive requlation |4 0| 0| 0|0 PPM1F, HDAC7, Histone deacetylase class Il, Calmyrin,
1| of locomotion 913232 HSP70, FOP, PP2C
313|133
82|82 Reticulon 4, Cyclin B1, DLC1 (Dynein LC8a), HSPA1B,
6| 8| 6|8 Clp1, ECE1, AL1A1, Beta crystallin B2, HDAC7, MENA,
0| 5|05 CDO1, HEXIM1, VAMPS5, Histone deacetylase class Il,
4  E|E| E|E Olfactory receptor, Calmyrin, HSP70, ARID4A, Follistatin,
2 9| -| -| -| - TXNRD1, Calmodulin, HSPA1A, DYNLL, ICMT, Cyclin B,
8| system 9/0[0|0]|0 IMD2, EYA1, Pleckstrin, PTPN2, PP2C, HSC70, TCOF1,
2| development 013|232 PQBP-1, VILIP1
313|133
82|82
71878
5/5|5]|5
E|E| E|E
2 positive regulation ST T T
8| of MRNA 3-end 21040|0]0
3| processing 1132|332 Cyclin B1, Cyclin B
313|133
82|82
718|718
5/5[5]|5
E|E| E|E
2 deoxyribose T T T
8 _\W phate 2/0|0|0]|0
4| catabolic process 1{3(2|3]|2 FLJ22494, PGM?2
313|133
2 . .
8| regulation of 71812182
5| muscle adaptation 119898 ECE1, Histone deacetylase class Il, Thioredoxin-like 2
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1(5|1|5
E|E| E|E
0|0|0]|O
312132
313133
912|192
71878
1{5(1|5
E|E|E|E
2 20 -| -| -] -
8 3]0/0|0]|O0
6| meiotic cell cycle 53232 RBBPS8 (CtIP), HSP70, HSPA2, CKS2, Cyclin B
413|413
02|02
08|08
5/5(5]|5
E|E|E|E
2 cellular process A
8| involved in olojo|o0]|oO RBBPS (CtIP), Cyclin B1, HSPA1B, Calmyrin, HSP70,
7| reproduction 313232 HSPA2, HSPA1A, CKS2, Cyclin B
413|413
0|20 2
7|87 8
9|/5]|9]|5 P5CR1, eEF1A, RBBPS8 (CtIP), Cyclin T1, DLC1 (Dynein
oraanic cvelic 3| E|E|E|E LC8a), Clp1, HDAC7, HEXIM1, Histone deacetylase class
2 _Hm ound 41 - -1 - - II, HSP70, ARID4A, LOC646817, COASY, eEF1A1,
8 _p_biosz nthetic g8lo|o|lo|oO ZNF3970S, DYNLL, ZNF397, IMD2, EYA1, GMEB1, PP2C,
8| process 2(312(3]2 HSC70, TARDBP (TDP43), TCOF1, RUVBL1, PQBP-1
413413
11212
8|1 8|8|8
915|195
E|E| E|E
2 negative regulation L e I e
8| of mitotic celicycle |3 00| 0|0
9| phase transition 8/ 32|32 Cyclin B1, PSMD10 (Gankyrin), TIPIN, Cyclin B, PRCC
43|43
I A R P5CR1, eEF1A, Reticulon 4, Cyclin T1, Cyclin B1, AL1A1,
211121112 PPM1F, Histone deacetylase class I, Calmyrin, COLEC12,
2 99898 HSP70, eEF2K, TXNRD1, SMYD3, Calmodulin, eEF1A1,
9| cellular responseto | 4| 5| 5| 5|5 SET/NUP214 fusion protein, Cyclin B, IMD2, PTPN2, RIG-
0| chemical stimulus 5|/E|E|E|E G, PDXP, PP2C
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o(0j0]0
3121312
413|143
21222
08|08
7151715
E|E| E|E
2 S I R
9 710|000
1| cell-cell recognition [ 3| 3| 2| 3| 2 HSPA1B, HSP70, HSPA1A
413143
21222
5/8|5]| 8
05|05
E|E|E|E
5 cha[:_).erone ' R
mediated protein
9 folding requiring 2/10{0]00
2| cofactor 2131232 HSP70, HSC70
413|143
21222
5/8|5]|8
05|05
E|E| E|E
2 negative regulation ST T T
9| of peptidyl-lysine 2/0/01010
3| acetylation 213|232 SET, SET/NUP214 fusion protein
413143
21222
98|98
1|5|1]|5
E|E|E|E
2 1) -] -| -] -
9 4,0(0]0]|0
4| single fertilization 8/ 31232 HSPA1B, Olfactory receptor, HSP70, HSPA1A
413|143
312132
48|48 eEF1A, RBBPS8 (CtIP), Cyclin T1, DLC1 (Dynein LC8a),
211515 Clp1, HDAC7, HEXIM1, Histone deacetylase class Il,
2 9| E|E|E|E HSP70, ARID4A, LOC646817, eEF1A1, ZNF3970S, DYNLL,
9| RNA biosynthetic 51 - -| -| - ZNF397, EYA1, GMEB1, PP2C, HSC70, TARDBP (TDP43),
5| process 3 0 0 TCOF1, RUVBL1, PQBP-1
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31232
413|143
31232
718|7|8
15115
E|E| E|E

2 positive regulation LT T T

9| of endothelialcell | 7| 0[0] 0|0

6| migration 4131232 HDAC?7, Histone deacetylase class I, Calmyrin
41314]3
31232
98|98
215]2]5
E|E|E|E

2 5( -1 -| -| -

9 8/ 00|00 RBBPS8 (CtIP), Cyclin B1, TIPIN, HSP70, HSPA2, CKS2,

7| organelle fission 313232 Cyclin B, RUVBL1
413|143
41242
3/18|3|38
9|/5]|9]|5
E|E| E|E

2 S

9| endothelin 0/0{0]0

8| maturation 1/3]2|3]2 ECE1
413|14]3
4121|142
3/18|3|38
9|/5|9]|5
E|E| E|E

2 negative requlation T T T

9| of prolactin 0/0/0]0

9| signaling pathway 1131232 PTPN2
413|143
412142
3/18|3|38
9|/5|9]|5
E|E| E|E

3 S R I

0| dADP catabolic 0/0/0]0

0| process 1132|332 FLJ22494
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413|143
412|412
38|38
915195
E| E| E|E
3 S I
0| regulation of cell 0/0{0]|O0
1| diameter 312312 Pleckstrin
413|143
4121 4] 2
31838
] . 915195
negative requlation ElElElE
3 ofmacrogi hage. R
colony-stimulating
0| factor signaling 0j0(0|0
2| pathway 31232 PTPN2
413|143
4121 4] 2
3/8(3]|8
N ) 915195
po_smve requlation Elel ElE
3 of inositol- L]
polyphosphate 5-
0| phosphatase 0/0j0}|0
3| activity 31232 Pleckstrin
413|4]|3
4121 4] 2
3838
9(5(9]|5
E| E| E|E
3 S T
0| substance P 00|00
4| catabolic process 312132 ECE1
413|143
4121|142
3/8(3]|8
) 915195
regulation of ElElEIlE
3 macroghgge . ]
colony-stimulating
0| factor signaling 0/0(0|0
5| pathway 312]13]2 PTPN2
requlation of
3| interleukin-4- 413143
0| mediated signaling PTPN2
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6| pathway 412]4]2
318338
915|195
E|E| E|E
0|0|0]|O
312|132
4131413
412|412
318338
915|195
E|E|E|E

3 N T R

0| organomercury 0/0/0]0

7| metabolic process 312132 TXNRD1
413|413
412|412
318(3]|38
915|195
E|E| E|E

3 pyridoxal ST T T

0 phosphate 00|00

8| catabolic process 312|132 PDXP
413413
4121|142
318338
915|195

. . E|E| E|E

3 negatlve re_qulanon ]

of interleukin-2-

0| mediated signaling 0j0j0]O0

9| pathway 312|312 PTPN2
413|413
412|412
318338
915|195
E|E| E|E

3 S R

1| halogen metabolic 0/0/0]0

0| process 312132 TXNRD1
413|413

3 . .

1| fructoselysine 412142

1| metabolic process 38138 Fructosamine-3-kinase
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915[9]|5
E| E| E|E
0j0j0]O0
31232
413]4]3
41242
31 8(3]|8
915[9]|5
E|E| E|E

3 S R R

1| dGDP catabolic 0/0/0]0

2| process 312312 FLI22494
4(13|4|3
41214\ 2
31 83| 8
915[9]|5
E| E| E|E

3 SN R R

1] organometal 00|00

3| metabolic process 312132 TXNRD1
413143
4121 4] 2
31 83| 8
915[9]|5
E| E| E|E

3 deoxyribonucleosid LT T T

1| e diphosphate 00|00

4| catabolic process 312|312 FLI22494
413143
4121|142
318(3]|8
915[9]|5
E| E| E|E

3 S R R

1| GDP catabolic 0/0{0f0

5| process 3121312 FLI22494
413|4|3
41214\ 2

3 318(3]|8

1| aspartyl-tRNA 9151915

6| aminoacylation E|E|E|E DARS
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0j0|]0]|O0
31232
413|143
412|142
3/8|3|38
95|95
E|E| E|E
3 regulation of LT T T
1| positive thymic T 0/0/0]0
7| cell selection 312132 PTPN2
413|143
412142
318|3|38
9|/5|9]|5
E|E|E|E
3| siRNA loading onto LT T
1| rRISC involved in 0/0j0}]0
8| RNA interference 312|3]2 Clpl
413|143
4121|142
3/18|3|38
9|/5]|9]|5
. . E|E| E|E
3 negatlve re_qulanon L]
of interleukin-4-
1| mediated signaling 0/0{0]0
9| pathway 312|132 PTPN2
413|143
4121|142
3/18|3|38
9|/5|9]|5
E|E| E|E
3 negative regulation LT T T
2| of positive thymic T 0/0/0]0
0| cell selection 312132 PTPN2
413|143
412142
3/18|3|38
. 9|/5|9]|5
5| [equlation of E|E|E|E
interleukin-2-
2| mediated signaling o I R
1| pathway 0/0j0]O0 PTPN2
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312132
4131413
4124\ 2
318|338
95|95
E|E| E|E
3 regulation of LT T T
2| prolactin signaling 0/0]0]0
2| pathway 3121312 PTPN2
4131413
412412
31838
9|5|9]|5
E|E|E|E
3 - - - -
2| methylmercury 0/0/0]0
3| metabolic process 312132 TXNRD1
41343
4121412
31838
9|5|9]|5
E|E| E|E
3 - - - -
2| calcitonin catabolic 0/0/0]0
4| process 3121312 ECE1
41343
4121|142
318|338
9|5|9]|5
3 phospholipase C- E_ E_ E_ E_
inhibiting G-protein
2| coupled receptor 0j0j0]0
5| signaling pathway 3121312 Pleckstrin
41343
412412
31838
95|95
. E|E| E|E
3| buliné . S R I
deoxyribonucleosid
2| e diphosphate 0)010]0
6| catabolic process 312132 FLJ22494
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4131413
412|142
31838
) 915195
_regu_latlon of ElElElE
inositol-
3 polyphosphate 5- ST T T
2| phosphatase 0j0j00
7| activity 113]2]3]2 Pleckstrin
413|4]3
5/3/5|3
717|177
3/13/3|3
E|E|E]|E
3 negative regulation L I I e
2| of cell cycle phase |4 00|00
8| transition 313232 Cyclin B1, PSMD10 (Gankyrin), TIPIN, Cyclin B, PRCC
413|4]3
6363
07|07
6363
E|E|E|E
3 4| -| -] -| -
2| response to metal 6/0|0|0|O0 Annexin V, Cyclin B1, ECE1, TXNRD1, Calmodulin,
9| ion 4131232 Annexin XI, Cyclin B
413413
6363
417|147
213123
E|E|E]|E
3 S R N
3 2(0(0(0]0
0| platelet formation 313232 Calmyrin, PP2C
413|4]3
6363
417|147
213123
E|E|E]|E
3 negative regulation T T T
3| of peptidyl-serine |2 0[O0 00
1| phosphorylation 3/13[12]3]2 PPM1F, PP2C
3| platelet 21413143
3| morphogenesis 3 Calmyrin, PP2C
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2 6363
417|147
213(2|3
E|E|E]|E
0j0|0]|0O
312|132
4131413
6363
47|47
213123
E|E|E]|E
3 negative regulation LT T T
3| of protein 2/0/0]0]0
3| acetylation 3(3(2(3]2 SET, SET/NUP214 fusion protein
413|4]3
714174
110|110
07|07
E|E|E]|E
3 requlation of blood LT T
3| vessel endothelial | 7| 0] 0| 0] 0
4| cell migration 6[3|2|3]|2 HDAC?7, Histone deacetylase class I, Calmyrin
413413
714|174
1(0(1]|0
6|7|6|7
E|E|E|E
3 1| -1 -] -| -
3| female gamete 5{040|0]0
5| generation 213232 Cyclin B1, DLC1 (Dynein LC8a), DYNLL, Cyclin B
413|4]3
71474
3/0(3]0
21828 eEF1A, RBBPS8 (CtIP), Cyclin T1, DLC1 (Dynein LC8a),
3| E|E|E|E Clp1, HDAC7, HEXIM1, Histone deacetylase class I,
3 aromatic compound 3 - - -] - HSP70, ARID4A, LOC646817, COASY, eEF1A1,
3| biosynthetic 3|lo0/0|l0]o0 ZNF3970S, DYNLL, ZNF397, IMD2, EYA1, GMEB1, PP2C,
6| process 613|232 HSC70, TARDBP (TDP43), TCOF1, RUVBL1, PQBP-1
413|4]3
3 positive regulation : :
3| of T cellmediated | 7| 8| 5| 8|5
7| immunity 7/8|0|8|0 HSPA1B, HSP70, HSPA1A
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6| 6| 6|6
E|E|E]|E
0j0|j0]|O0
312|132
41343
815|185
910|190
716|7]|6
1/ E|E|E|E
3 6 -| - -| - Cyclin B1, DLC1 (Dynein LC8a), HSPA1B, AL1A1, CDO1,
3| reproductive 110(0|0]|0O0 Olfactory receptor, Calmyrin, HSP70, Follistatin, HSPA2,
8| process 71312312 HSPA1A, DYNLL, Cyclin B, PP2C, RUVBL1
513|5]|3
05|05
41 84| 8
913|193
3| cardiac muscle ]
contraction by
3| calcium ion 2/0(0(00
9] signaling 41312]3]|2 Histone deacetylase class Il, Calmodulin
513|5]|3
05|05
41 84| 8
913|193
E|E|E|E
3 S I N
4| requlation of mMRNA [2( 0] 0] 0| O
0| 3'-end processing 413]2|3]|2 Cyclin B1, Cyclin B
513|5]3
05|05
41 84| 8
913|193
E|E|E]|E
3 positive regulation LT T T
4| of cardiacmuscle |20 0|00
1| cell proliferation 413|232 Cyclin B1, Cyclin B
513|5]|3
1|16]1|6
3 regulation of 116151615
4| microtubule-based || 8| 7| 8|7
2 6| E|E|E|E Cyclin B1, Histone deacetylase class Il, Calmyrin, Cyclin B

process
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0|0|j0]|O
312132
53|53
217127
8/ 0|8|0
317|137
E|E|E]|E
3 41 -| -] -| -
4| requlation of cell 710(0|l0]|0 Reticulon 4, HSPA1B, PSMD10 (Gankyrin), Calmyrin,
3| growth 6(3|2(3]|2 HSP70, HSPA1A, FOP
53|53
217127
8/ 0|8|0
5{7|5]|7
E|E|E]|E
3 1| -1 -| -| -
4| positive requlation |>| 0| 0] 0] 0
4| of angiogenesis 71312312 HDAC?7, Histone deacetylase class I, Calmyrin, HSP70
53|53
217127
8/ 0|8|0
57|57
E|E|E|E
3 regulation of A
4| striated muscle 5{0]01010
5| tissue development | 7| 3| 2| 3| 2 Cyclin B1, HDAC7, Histone deacetylase class II, Cyclin B
53|53
417|147
11313
410140
E|E|E]|E
3 regulation of L e I e
4| muscle system 5/0/0|0|0O0 ECE1, Histone deacetylase class I, Thioredoxin-like 2,
6| process 3(/3(2(3]2 Annexin VI, Calmodulin
53|53
417|147
313|133
3/{0/3|0
3 7/ E]E|E|E
4| requlation of cell 31 - - -| - Annexin V, Reticulon 4, PPM1F, HDAC7, Histone
7| motility 7100100 deacetylase class Il, Calmyrin, HSP70, FOP, PP2C
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312312
53|53
4al7|4]|7
3(3(3]3
5/0|5|0
E|E| E|E
3 requlation of actin ST T T
4| filament bundle 8/0/01010
8| assembly 0| 32|32 PPMZ1F, Pleckstrin, PP2C
53|53
41747 Annexin V, P5CR1, eEF1A, Reticulon 4, Cyclin T1, Cyclin
53|53 B1, HSPA1B, ECE1, AL1A1, PPM1F, MENA, CDO1,
3/10(3]|0 Histone deacetylase class Il, Olfactory receptor,
5|E|E|E|E Calmyrin, COLEC12, HSP70, eEF2K, TXNRD1, SMYD3,
3 20 -| -| -| - Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1, OR10G3,
4| response to 9| 0|0|0]|O Annexin XI, SET/NUP214 fusion protein, Cyclin B, IMD2,
9| chemical 313232 PTPN2, RIG-G, PDXP, PP2C, HSC70
53|53
417147
6|3|6]|3
40|40
E|E| E|E
3 regulation of i ) _
0| pathway 913|232 HSP70, HSPA1A, DYNLL, EYA1
53|53
4171|147
7131713
21020
E|E| E|E
3 S I
5| metaphase plate 2/0/010]0
1| congression 5/3|123]|2 Cyclin B1, Cyclin B
53|53
4al7|4]|7
7131713
210120
E|E| E|E
3 synaptonemal T T T
2| organization 5/3(2|3]2 HSP70, HSPA2
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513|5]3
417|147
713|713
210120
E|E|E]|E
3 S I I
5| response to 21040|0]0
3| insecticide 5/3|123]|2 Cyclin B1, Cyclin B
513|5]|3
41747
7131713
21020
E|E|E]|E
3 positive regulation LT T T
5| of protein complex |20 0| 0|0
4| disassembly 5/3[2|3]|2 Pleckstrin, PDXP
513|5]|3
417|147
713|173
210120
E|E|E|E
3 S I N
5| histone H4 210|000
5| deacetylation 5/3]2|3]|2 HDAC7, Histone deacetylase class I
513|5]|3
5(17|5]|7
214124
6| 6| 6|6
E|E|E]|E
3 regulation of e
> | muscle organ 5/0/0]0]0
6| development 913|232 Cyclin B1, HDAC7, Histone deacetylase class Il, Cyclin B
513|5]|3
5|17|5]|7
214|124
6| 6| 6|6
E|E|E]|E
3 regulation of - -] -] -
> | muscle tissue 51040]0]0
7| development 913|232 Cyclin B1, HDAC?7, Histone deacetylase class Il, Cyclin B
3| macromolecule 1/5[3|5]|3 RBBPS (CtIP), PGMU, Cyclin B1, HSPA1B, PSMD10
5| catabolic process 0 (Gankyrin), Histone deacetylase class Il, HSP70, PGM2,
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8 217|878 Calmodulin, HSPA1A, Cyclin B
6|0|5|0|5
0/3|0]3
E|E| E|E
0|0|0]|O
312|132
51353
718|718
316(3]6
717177
E|E|E|E
3 30 - - -1 -
5 6|0/ 0|0]|O0
9| RNA splicing 5/3]2(3]2 RY1, Clp1, HSP70, Cyclophilin E, HSC70, TARDBP (TDP43)
5/3|5]|3
819|189
714|714
318338
E|E| E|E
3 20 -| - -] -
6 5/0[0|0]|0
O| response to ethanol | 8| 3| 2| 3| 2 HSPA1B, AL1A1, CDO1, HSP70, HSPA1A
51353
919|199
1/6[1]|6
1(3]1|3
E|E| E|E
3 S T R
6 2/0(0|0]|O0
1| male meiosis | 63232 HSP70, HSPA2
5/3|5]|3
919199
69|69
8|10|8|0
requlation of E|E|E|E
3 cysteine-type 2l o 2 -] -
endopeptidase
6| activity involvedin |[5| 0][ 0| 0|0
2| apoptotic process 913|232 HSPA1B, PPM1F, HSP70, HSPA1A, PP2C
cellular nitrogen 3/5|/3|5]|3 eEF1A, RBBP8 (CtIP), Cyclin T1, DLC1 (Dynein LC8a),
3 —g_com »ound 31 . . Clp1, HDAC7, HEXIM1, Histone deacetylase class Il,
6| biosynthetic 9199|199 HSP70, ARID4A, LOC646817, COASY, eEF1A1,
3 71919199 ZNF3970S, DYNLL, ZNF397, IMD2, EYA1, GMEB1, PP2C,

process
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81 9|18|9 HSC70, TARDBP (TDP43), TCOF1, RUVBL1, PQBP-1
E|E|E]|E
0|0|j0]|O
312132
6|4|6|4
0|0|j0]|O
714|174
811|181
E|E|E|E
3 6| -| -| -| -
6| requlation of cell 110(0|0]|0O0 Cyclin B1, PSMD10 (Gankyrin), TIPIN, Olfactory
4| cycle process 613|232 receptor, Calmodulin, Cyclin B, PDXP, PRCC
64| 6|4
21121
21222
4|16|4]|6
E|E|E]|E
3 S R I
6| glycogen metabolic | 8| 0| 0] 0| 0
5| process 4132|312 PGMU, PGM2, Calmodulin
6|4|6|4
211121
63|63
019|009
E|E|E|E
3 20 - -| -| -
6 6/0/0|0|O0 TIPIN, SET, POLE3-POLE4 complex, POLE3 (YBL1),
6| DNA replication 2131232 SET/NUP214 fusion protein
6|4|6|4
312132
811|181
712|712
E|E|E]|E
3 response to A
6 inorganic 5/0/0|0|0O0 Annexin V, eEF1A, Cyclin B1, ECE1, Histone deacetylase
7| substance 63232 class Il, TXNRD1, Calmodulin, Annexin XI, Cyclin B
6|4|6|4
4121412
3 311131
6| glucan metabolic | 8| 18| 1|8
8| process 5|E|E|E|E PGMU, PGM2, Calmodulin
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0j0|]0]|O0
31232
6| 4|6|4
412|142
311|131
18|18
E|E| E|E
3 S I I
6| cellular glucan 8/0/0]0]0
9| metabolic process | 5| 3| 2| 3| 2 PGMU, PGM2, Calmodulin
6|4|6|4
71474
813|8]|3
98|98
E|E|E|E
3 4 -| -| -1 -
7 9/o0lo|o|o0 RBBPS (CtIP), HSPA1B, Calmyrin, HSP70, HSPA1A, EYAL,
0| DNA repair 913|232 RUVBL1
6| 4|6|4
81 4| 8|4
313[3]3
68| 6] 8
E|E| E|E
3 S I I
7| protein 210|000
1| depolymerization 8 31232 HSP70, HSC70
6|/4|6|4
81 4| 8|4
31333
68| 6|8
E|E| E|E
3 O I Y
7| retinoic acid 2/0/0]0]0
2| metabolic process 8/ 32|32 AL1A1, RBP1
6|4|6|4
8|1 4|8|4
5{3|5]|3
.. . 8|1 8| 8|8
3 positive regulation Elel el E
of leukocyte
7| mediated 8| - -] - -
3| cytotoxicity 7/0/0(0]0 HSPA1B, HSP70, HSPA1A
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312132
Annexin V, eEF1A, Reticulon 4, RBBP8 (CtIP), IGHG4,
Cyclin T1, Cyclin B1, DLC1 (Dynein LC8a), HSPA1B,
PSMD10 (Gankyrin), TIPIN, ECE1, AL1A1, ARLSB, PPML1F,
HDAC7, MENA, HEXIM1, Histone deacetylase class I,
6| 46| 4 Olfactory receptor, Thioredoxin-like 2, Calmyrin,
N I EPS8L1, COLEC12, HSP70, IGHG1, Cyclophilin E, ARID4A,
84|84 CLEC2D, eEF2K, LOC646817, SET, Follistatin, TXNRD1,
5{3|5]|3 SMYD3, Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1,
119|189 8 CKS2, OR10G3, OBFC1, ZNF3970S, DYNLL, ICMT,
1| E|E| E|E ZNF397, SET/NUP214 fusion protein, Cyclin B, EYA1,
3 7| -| -] -| - GMEB1, Pleckstrin, PTPN2, FOP, RIG-G, PDXP,
7| requlation of ojo|0j0|O CAMK2N1, PP2C, HSC70, TARDBP (TDP43), PRCC,
4| cellular process 7131 2|32 RUVBL1, PQBP-1, VILIP1
714|714
0|5|0]|5
71676
N ) 711171
DOSItIye .rgqulatlo.n EleEl E|E
3 qf ub|qwt|_n-_prote|n N
ligase activity
7| involved in mitotic | 8| 0 0| 0] 0
5] cell cycle 83232 Cyclin B1, PSMD10 (Gankyrin), Cyclin B
714174
0|5|0]|5
8| 6|8|6
61|61
E|E| E|E
3 20 - -| -| -
7| positive requlation | 7[00 00
6| of growth 0[{3|2]3]|2 PSMD10 (Gankyrin), PPM1F, Calmyrin, FOP, PP2C
714|714
316(3]|6
0|5|0]|5
5/0|5|0
E|E| E|E
3 5/ -1 - -| -
7| cellular aminoacid |0/ 0] 0|00 P5CR1, CDO1, DARS, COASY, TXNRD1, ICMT,
7| metabolic process 6(3|2(3]2 Fructosamine-3-kinase
71417] 4
3| protein-DNA 3161316
7| complex 2121512]5
8| disassembly 9|1/0|1]|0 SET, SET/NUP214 fusion protein
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E|E|E]|E
0j0|j0]|O0
312|132
714|174
3/6|3]6
2(5|2|5
110j1|0
E|E|E|E
3 S R
7| chromatin 2/0/0100
9| disassembly 913|232 SET, SET/NUP214 fusion protein
714|174
3/6|3]|6
25|25
11]0j1|0
E|E|E]|E
3 S S R
8| nucleosome 2/0/0]0]0
0| disassembly 913|232 SET, SET/NUP214 fusion protein
714|174
3/6|3]6
2(5|2|5
11]0j1]0
E|E|E|E
3 S S R
8 2(0]0(0]O0
1| oocyte maturation 913|2|3]2 Cyclin B1, Cyclin B
714|174
5|17|5]|7
25|25
717|177
. E|E|E]|E
3| requlation of S o]
cysteine-type
8 endopeptidase 7/0/0(0]0
2| activity 4131232 HSPA1B, PPM1F, HSP70, HSPA1A, PP2C
71474
5|17|5]|7
25|25
3 917|197
8| requlation ofcell- |9| E| E| E|E
3| matrix adhesion o -| -| -| - PPM1F, Calmyrin, PP2C
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0j0|j0]|O0
31232
71417]| 4
81 8| 8|8
21 6|2]|6
16|16
E|E| E|E
3 S I I
8| histone H3 00|00
4| deacetylation 3121312 HDAC?7, Histone deacetylase class Il
71417 4
8/ 8| 8|8
26|26
1|16]1]|6
E|E|E|E
3 negative requlation T T T
8| of striated muscle 0/0/0]0
5] tissue development 31232 HDAC?7, Histone deacetylase class Il
714|174
8/ 8| 8|8
26|26
16|16
E|E| E|E
3 S I N
8 0j0|j0]O0
6| protein sumoylation 312|132 SAE2, EYA1
71417 4
81 8| 8|8
21 6|2]|6
16|16
E|E| E|E
3 positive regulation LT T T
8 of MRNA 0|0[0]O
7| processing 312132 Cyclin B1, Cyclin B
71417] 4
8/ 8| 8|8
26|26
1|16]1|6
E|E| E|E
3 establishment of T T T
8| chromosome 0/0/0]0
8| localization 312132 Cyclin B1, Cyclin B
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714|174
81 8| 8|8
26|26
116]1]|6
E|E|E]|E
3 S I I
8| histone 3/0/0]0]0
9| phosphorylation 0132|332 Cyclin B1, Cyclin B
714|174
8/ 8| 8|8
68| 6|8
61|61
E|E|E]|E
3 1) - -| -| -
9| DNA damage 710401 0]0
0| checkpoint 63232 RBBP8 (CtIP), PSMD10 (Gankyrin), TIPIN, PP2C
814|184
0/9|10]°9
05|05
414|144
E|E|E|E
3 6 - - -| -
9 4,0(0]0]0 Reticulon 4, Cyclin B1, ECE1, HEXIM1, Histone
1| heart development [ 6| 3| 2| 3| 2 deacetylase class Il, Cyclin B, EYA1, PP2C
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Table 9S: Enrichment analysis report. Enrichment by GO Processes (SVZp vs SVZn)

Enrichment by GO Processes

SVZp VS SVZn Limma List_genelist

T Min | p- In .
# Processes ot pVa ED | val FD Da Network_Objectsfrom
lue R Active Data
al R ue ta
80| 3.0| 80| 3.0
hexose catabolic 3| O5E| 21E| OSE | 21E
1| process 9| 06| -03| 06| -03| 3 | PGMU, PGM2, 3HIDH
1.2 3.0 1.2 3.0
monosaccharide 4| 38E | 21E| 38E | 21E
2 | catabolic process 5| -05| -03| -05| -03| 3 | PGMU, PGM2, 3HIDH
27| 44| 2.7 | 44
galactose catabolic 28E | 38E | 28E | 38E
3 | process 8| -05| -03| -05| -03| 2 | PGMU, PGM2
positive regulation of 8.8 9.4 88| 94
guanylate cyclase 1| 34E| 64E | 34E | 64E
4 | activity 4| -05| -03| -05| -03| 2 | GCAP,GCAP1
requlation of 10| 94| 10| 94
guanylate cyclase 1| 19E| 64E | 19E | 64E
5 | activity 5| 04| -03| -04| -03| 2 | GCAP,GCAP1
1.1 9.4 1.1 9.4
galactose metabolic 1| 64E | 64E | 64E | 64E
6 | process 6| -04| -03| -04| -03| 2 | PGMU, PGM2
2.8 1.6 2.8 1.6
glycogen catabolic 2| 93k | 60E | 93E | 60E
7 | process 5| 04| 02| 04| 02| 2 | PGMU, PGM2
3.1 16| 3.1 1.6
glucan catabolic 2| 32| 60E | 32E | 60E
8 | process 6| -04| -02| -04| -02| 2 |PGMU, PGM2
cellular 33| 16| 33| 16
9 | catabolic process 7| -04| 02| 04| -02| 2 |PGMU, PGM2
single-organism 1) 34] 16| 341 16
0 | catabolic process 7| -04| -02| 04| -02| 3 |PGMU, PGM2, 3HIDH
4.1 16| 4.1 1.6
1 | catabolic process 0| 04| 02| -04| -02| 2 | PGMU, PGM2
1| 4.2 16| 4.2 1.6
2 | catabolic process 7| -04| -02| 04| -02| 3 |PGMU, PGM2, 3HIDH
cellular response to 4.4 16| 44 1.6
3 | factor stimulus 1| -04| 02| -04| -02| 2 | eEF1A1, eEF1A
1| positive requlation of 3| 47| 16| 47| 16
4 | cGMP biosynthetic 2| 63E| 60E | 63E| 60E| 2 | GCAP, GCAP1
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process 04| -02| -04| -02
5.7 1.7 5.7 1.7

alycogen biosynthetic | 3| O3E | 28E| O3E | 28E

process 5| 04| -02| -04| -02 PGMU, PGM2
5.7 1.7 5.7 1.7

glucan biosynthetic 3| O3E| 28E| O3E | 28E

process 5| 04| -02| -04| -02 PGMU, PGM2

positive regulation of 60| 17| 60 1.7

cGMP metabolic 3| 34E| 28E| 34E| 28E

process 6| 04| -02| -04| -02 GCAP, GCAP1
6.3 1.7 6.3 1.7

cellular carbohydrate | 3| 75E | 28E| 75E | 28E

catabolic process 7| -04| 02| -04| -02 PGMU, PGM2
8.2 2.0 8.2 2.0

response to epidermal | 4| 17E| O5E| 17E | OSE

growth factor 2| -04| 02| -04| -02 eEF1A1, eEF1A
8.2 2.0 8.2 2.0

regulation of cGMP 4| 178 | O5E| 17E | OSE

biosynthetic process 2| 04| -02| -04| -02 GCAP, GCAP1

2 11| 25 1.1 25

glucose metabolic 0| 60E | 81E | 60E | 81E

process 8| 03| -02| -03| -02 PGMU, PGM2, 3HIDH
11| 25 1.1 2.5

requlation of cGMP 5| 63E | 81E | 63E | 8IE

metabolic process 0| -03| -02| -03| -02 GCAP, GCAP1

requlation of 14] 29 14| 29

rhodopsin mediated 5| O6E | 83E| O6E | 83E

signaling pathway 5| -03| -02| -03| -02 GCAP, GCAP1

cellular 15] 30| 15 3.0

Qolysaccharide 5 09E 49E 09E 49E

biosynthetic process 7| -03] -02| -03| -02 PGMU, PGM2
15| 3.0| 15| 3.0

Dolysaccharide 5 62E 49E 62E 49E

biosynthetic process 8| -03| -02| -03| -02 PGMU, PGM2
1.7 | 3.3 1.7 | 3.3

rhodopsin mediated 6| 83E| 46E | 83E | 46E

signaling pathway 2| 03| -02| -03| -02 GCAP, GCAP1

2 19| 35 19| 3.5

hexose metabolic 5| 87E| 30E| 87E | 30E

process 1( 03| -02| -03| -02 PGMU, PGM2, 3HIDH
20| 3.5 20| 3.5

trehalose biosynthetic 26E | 30E | 26E | 30E

process 2| 03| -02| -03| -02 PGMU
22| 38| 22| 3.8

cellular carbohydrate 7| 66E | 13E| 66E | 13E

biosynthetic process 0| -03| -02| -03| -02 PGMU, PGM2
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26| 4.3 26| 4.3
positive regulation of 7| 64E | 34E | 64E | 34E
cyclase activity 6| 03| -02| 03| -02| 2 | GCAP,GCAP1
28| 4.3 28| 4.3
positive regulation of 7| 04E | 77E| O4E | 77E
lyase activity 8| 03| -02| 03| -02| 2 | GCAP,GCAP1
30| 43| 3.0| 4.3
trehalose metabolic 37E | 77| 37E | 77E
process 3| -03| 02| -03| -02| 1 |PGMU
4
collular 0| 30| 43| 3.0/ 43 eEF1A1, eEF1A, MID (ataxin-3), PGMU,
acromolecule 0| 91E | 77€ | 91E | 77E KIAA1838, DR1, PGM2, GABP alpha,
biosynthetic process 1| -03| -02| -03| -02| 10 | GMEB1, Gpbp1l
32| 43| 32| 43
glycogen metabolic 8| 43E| 77E| 43E| T77E
process 4| -03| -02| -03| -02| 2 | PGMU, PGM2
2| 32| 43| 3.2 | 43
monosaccharide 9| 62E | 77E| 62E | 77E
metabolic process 9( -03| -02| 03| -02| 3 | PGMU, PGM2, 3HIDH
33| 43| 33| 43
cellular glucan 8| 19| 77E| 19k | 77E
metabolic process 5| 03| -02| 03| -02| 2 | PGMU, PGM2
33| 43| 33| 43
glucan metabolic 8| 19| 77E| 19k | 77E
process 5| 03| -02| 03| -02| 2 | PGMU, PGM2
4
0| 34| 44| 34| 44 eEF1A1, eEF1A, MJD (ataxin-3), PGMU,
macromolecule 6 | 60E | 43E | 60E | 43E KIAA1838, DR1, PGM2, GABP alpha,
biosynthetic process | 0| -03| -02 | -03| -02| 10 | GMEBL, Gpbpl
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Table 10S: Enrichment analysis report. Enrichment by Diseases (by Biomarkers) (healthy control vs

Grade 1)
GRADE
Enrichment by Diseases (by II_INPUT_gen
Biomarkers) elist
T | pv Mi p- In .
4 Diseases ot law | N | val FD | D Network_ObJects from
FD R | at Active Data
al | e ue
R a
19| 55| 19| 55
34| 90| 34| 90
E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
1 | Papilloma, Intraductal 4| 13| 11| 13| 11| 4 | (ICD)
63| 61| 63| 6.1
63| 30| 63| 30
1 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
2 | Lymphangiomyoma 1] 11| 09| 11| 09| 4 | (ICD)
6.3 61| 63| 6.1
63| 30| 63| 30
Lymphangioleiomyom | 1| E-| E-| E-| E- CDA44 (EXT), CD44, CD44 soluble, CD44
3 | atosis 1] 11| 09| 11| 09| 4 | (ICD)
95| 68| 95| 6.8
40| 93| 40| 93
1 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
4 | Smooth Muscle Tumor | 2| 11| 09| 11| 09| 4 | (ICD)
13,79 13|79
77 | 62| 77| 62
Lymphatic Vessel 1| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
5 | Tumors 3| 10| 09| 10| 09| 4 | (ICD)
451 22| 45| 2.2
77| 05| 77| 05
1 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
6 | Arthritis, Experimental 7| 10| 08| 10| 08| 4 | (ICD)
74| 30| 74| 3.0
47 | 75| 47| 75
1 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
7 | Keratoacanthoma 9| 10| 08| 10| 08| 4 | (ICD)
1141 11| 4.1
49| 51| 49| 51
2 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
8 | Lymphatic Metastasis 1| 09| 08| 09| 08| 4 | (ICD)
14| 45| 14| 45
Perivascular 04| 07| 04) 07
Epithelioid Cell 2 E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
9 | Neoplasms 2| 09| 08| 09| 08| 4 | (ICD)
331 97| 3.3 9.7
1| Leukemia 2| 60| 11| 60| 11 CD44 (EXT), CD44, CD44 soluble, CD44
0 | Erythroblastic, Acute 7| E-| E-| E-| E-| 4 |(ICD)
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09| 08| 09| 08
39| 10| 39| 1.0
19| 30| 19| 30
Leukemia, Monocytic, E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Acute 09| 07| 09| 07 (IcD)
64| 14| 64| 14
78| 40| 78 | 40
E- E- E- E-
Acute Lung Injury 09| 07| 09| 07 MYLK1, MLCK, Telokin
64| 14| 64| 14
78| 40| 78| 40
E- E- E- E-
Rhabdomyolysis 09| 07| 09| 07 MYLK1, MLCK, Telokin
112111 2.1
23| 82| 23| 82
E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Lichen Planus, Oral 08| 07| 08| 07 (ICD)
112111 21
33| 82| 33| 82
Craniofacial E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Abnormalities 08| 07| 08| 07 (ICD), PQBP-1, EYA1
28| 51| 28| 5.1
30| 12| 30| 12
E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Leukemia, Plasma Cell 08| 07| 08| 07 (ICD)
47| 80| 47| 8.0
34| 49| 34| 49
E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Lichen Planus 08| 07| 08| 07 (ICD)
69| 1.1 | 69| 1.1
43| 15| 43| 15
E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Lichenoid Eruptions 08| 06| 08| 06 (IcD)
96| 14| 96| 1.4
65| 70| 65| 70
Musculoskeletal E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Abnormalities 08| 06| 08| 06 (ICD), PQBP-1, EYA1
11116 11| 1.6
23| 22| 23| 22
E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Papilloma 07| 06| 07| 06 (IcD)
15|21 15| 21
31| 07| 31| 07
Carcinoma E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Transitional Cell 07| 06| 07| 06 (ICD)
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16| 21| 16| 2.1
25| 34| 25| 34
Gastrointestinal 6| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Stromal Tumors 9| 07| 06| 07| 06| 4 | (ICD)
28| 35| 28| 3.5
12| 33| 12| 33
7 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Fractures, Bone 9| 07| 06| 07| 06| 4 | (ICD)
3213932 39
69| 36| 69| 36
Adenomatous 8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Polyposis Coli 2| 07| 06| 07| 06| 4 |(ICD)
47| 55| 47| 55
58| 01| 58| 01
9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Intestinal Polyposis 0| 07| 06| 07| 06| 4 | (ICD)
51| 55| 51|55
99| 65| 99| 65
9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Adenomatous Polyps 2| 07| 06| 07| 06| 4 | (ICD)
51| 55| 51|55
99| 65| 99| 65
9 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Wilms Tumor 2| 07| 06| 07| 06| 4 |(ICD)
6.7| 69| 6.7 | 6.9
03| 19| 03| 19
Aortic Aneurysm. 9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Abdominal 8| 07| 06| 07| 06| 4 | (ICD)
111111 11
1| 05| 01| 05| 01
Thyroid Carcinoma. 1| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Follicular 1| 06| 05| 06| 05| 4 | (ICD)
111111 11
1| 87| 43| 87| 43
1| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Hodgkin Disease 3| 06| 05| 06| 05| 4 | (ICD)
1413|1413
1| 60| 61| 60| 61
Epstein-Barr Virus 1| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Infections 9| 06| 05| 06| 05| 4 | (ICD)
1.5(13| 15| 13
8| 40| 91| 40| 91
9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Inflammation 1| 06| 05| 06| 05| 7 | MLCK, CD44 (ICD), Telokin
2116| 14| 16| 14 CD44 (EXT), CD44, CD44 soluble, IGHG1,
Musculoskeletal 5| 75| 67| 75| 67 MYLK1, MLCK, CD44 (ICD), PQBP-1, EYAL,
Diseases 1 E- E- E- E- | 10 | Telokin



http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1743085733
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1743085733
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1417017400
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-97486582
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-97486582
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-342097122
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1249496057
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-303534506
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1855456961
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1855456961
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1948783996
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1948783996
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1008729809
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-966509320
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-966509320
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-308860612
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1070674273
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1070674273

1| 06| 05| 06| 05
20| 1.7 | 20| 1.7
1| 15| 13| 15| 13
3 2 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
4 | Aortic Aneurysm 9| 06| 05| 06| 05 (IcD)
25| 21| 25| 21
Colorectal Neoplasms, 11 621 15} 62 15
3 | Hereditary 3| E-| E-| E-| E- CDA44 (EXT), CD44, CD44 soluble, CD44
5 | Nonpolyposis 7|1 06| 05| 06| 05 (IcD)
33| 25| 33| 25
1| 00| 77| 00| 77
3 | Leukemia 4| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
6 | Promyelocytic, Acute 6| 06| 05| 06| 05 (ICD)
33| 25| 33| 25
1| 00| 77| 00| 77
3 | Neoplasms 4| E-| E-| E-| E CD44 (EXT), CD44, CD44 soluble, CD44
7 | Experimental 6| 06| 05| 06| 05 (ICD)
1|138| 29| 3.8]| 29
4| 30| 13| 30| 13
3 9 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
8 | Hypersensitivity 9| 06| 05| 06| 05 MYLK1, MLCK, CD44 (ICD), Telokin
40] 3.0| 40| 3.0
1| 79| 23| 79| 23
3 | Leukemia-Lymphoma, | 5| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
9 | Adult T-Cell 4| 06| 05| 06| 05 (ICD)
51| 3.6| 5.1 3.6
1) 11| 92| 11| 92
4 6 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
0 | Aortic Diseases 3| 06| 05| 06| 05 (ICD)
58| 41| 58| 4.1
53| 26| 53| 26
4 4 E- E- E- E-
1 | Eosinophilia 9| 06| 05| 06| 05 MYLK1, MLCK, Telokin
70| 48| 70| 4.8
1| 8| 74| 83| 74
4 7 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
2 | Celiac Disease 7| 06| 05| 06| 05 (IcD)
1|173|49]| 73| 4.9
1| 81| 61| 81| 61
4 2 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
3 | Asthma 8| 06| 05| 06| 05 MLCK, CD44 (ICD), Telokin
1| 80| 52| 80| 5.2
1| 52| 89| 52| 89
4 | Respiratory 4| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
4 | Hypersensitivity 3| 06| 05| 06| 05 MLCK, CD44 (ICD), Telokin
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84| 54| 84| 54
1| 35| 17| 35| 17
8 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Aneurysm 5| 06| 05| 06| 05 (IcD)
1|193|58| 93] 5.8
1| 90| 14| 90| 14
7| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Infection O] 06| 05| 06| 05 MLCK, CD44 (ICD), Telokin
95| 58| 95| 5.8
1| 69| 14| 69| 14
Biliary Tract 9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Neoplasms 1] 06| 05| 06| 05 (ICD)
1|/96| 58| 9.6]| 5.8
1| 57| 14| 57| 14
7| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Bronchial Diseases 5|1 06| 05| 06| 05 MLCK, CD44 (ICD), Telokin
1.1 67| 11| 6.7
2| 47| 68| 47| 68
0| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Leukemia, T-Cell O 05| 05| 05| 05 (ICD)
1| 13|76| 13| 76
2| 18| 18| 18| 18
3 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Colonic Neoplasms 2| 05| 05| 05| 05 NOL3, CD44 (ICD), SNX1
13|78 13| 7.8
78| 08| 78| 08
Respiratory Distress 6| B E-| E| E
Syndrome, Adult 5] 05| 05| 05| 05 MYLK1, MLCK, Telokin
14| 81| 14| 8.1
21 70 72| 70| 72
1 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Tumor Virus Infections | 3| 05| 05| 05| 05 (IcD)
1|1 18|99| 18| 9.9
2| 17| 07| 17| 07
Bacterial Infections 9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
and Mycoses 41 05| 05| 05| 05 MLCK, CD44 (ICD), Telokin
18199 | 18] 9.9
2| 56| 33| 56| 33
Prostatic Intraepithelial | 2| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Neoplasia 6| 05| 05| 05| 05 (IcD)
12111} 21)| 11
3] 20| 14| 20| 14
Hypersensitivity. 2| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Immediate 5| 05| 04| 05| 04 MLCK, CD44 (ICD), Telokin
2121)11]21| 11
Malabsorption 3| 63| 16| 63| 16 CD44 (EXT), CD44, CD44 soluble, CD44
Syndromes 5 E-| E-| E-| E- (IcD)
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05| 04| 05| 04
241 12|24 1.2
2| 27| 29| 27| 29
Dermatitis, Allergic 4 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Contact 2| 05| 04| 05| 04| 4 | (ICD)
241 12|24 1.2
2| 67| 29| 67| 29
Hypersensitivity. 4 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Delayed 3| 05| 04| 05| 04| 4 | (ICD)
26| 12| 26| 1.2
5|1 36| 91| 36| 91
Carcinoma, Pancreatic | 1 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Ductal 9| 05| 04| 05| 04| 5 | (ICD), LHX1
30| 14| 30| 14
2| 71] 79 71| 79
5 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Dermatitis, Contact 7| 05| 04| 05| 04| 4 | (ICD)
1/55| 26| 55| 26
5| 17| 14| 17| 14
Congenital 3 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Abnormalities 6| 05| 04| 05| 04| 7 | (ICD), PQBP-1, LHX1, EYA1
56| 26| 56| 2.6
1| 45| 31| 45| 31
0 E- E- E- E-
Lung Injury 41 05| 04| 05| 04| 3 | MYLK1, MLCK, Telokin
59| 27| 59| 27
3| 10| 11| 10| 11
Neoplasms, Muscle 0 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Tissue 4| 05| 04| 05| 04| 4 | (ICD)
6.2 28| 6.2 | 2.8
3| 18| 08| 18| 08
DNA Repair- 0 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Deficiency Disorders 8| 05| 04| 05| 04| 4 | (ICD)
6.6 29| 6.6 | 2.9
3| 19| 43| 19| 43
1 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Oligodendroglioma 3| 05| 04| 05| 04| 4 | (ICD)
1/68| 29| 68| 2.9
5] 31| 91| 31| 91
Lung Diseases 8 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Obstructive 8| 05| 04| 05| 04| 7 | MLCK, CD44 (ICD), Telokin
3172|3172 31
7| 22| 15| 22| 15 CD44 (EXT), CD44, CD44 soluble, VDAC 1,
9 E- E- E- E- IGHG1, MYLK1, MLCK, CD44 (ICD), LHX1,
Stomach Neoplasms 3| 05| 04| 05| 04| 10 | Telokin
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731 31| 73| 3.1
3| 8| 40| 89| 40
Myeloproliferative 2| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Disorders 2| 05| 04| 05| 04| 4 | (ICD)
3|180|33|80]|33
8| 58| 75| 58| 75 CD44 (EXT), CD44, CD44 soluble, VDAC 1,
4| E-| E-| E-| E- IGHG1, MYLK1, MLCK, CD44 (ICD), LHX1,
Stomach Diseases 0| 05| 04| 05| 04| 10 | Telokin
4| 85| 35|85 35
8| 10| 13| 10| 13 CD44 (EXT), CD44, CD44 soluble, IGHG1,
Endocrine Gland 1| E-| E-| E-| E- MYLK1, NOL3, MLCK, CCDC32, CD44
Neoplasms 1| 05| 04| 05| 04| 11 | (ICD), LHX1, Telokin
9.0 36| 9.0 3.6
3| 17| 70| 17| 70
Neoplasms, Complex 3| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
and Mixed 9| 05| 04| 05| 04| 4 | (ICD)
10| 43| 10| 43
3| 8| 73| 89| 73
5| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Endometriosis 6| 04| 04| 04| 04| 4 | (ICD)
11| 45| 11| 45
3| 37| 03| 37| 03
6 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Osteosarcoma O| 04| 04| 04| 04| 4 | (ICD)
12| 48| 12| 4.8
3| 51| 71| 51| 71
Neoplasms, Bone 6| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Tissue 9| 04| 04| 04| 04| 4 | (ICD)
12| 48| 12| 4.8
3| 64| 71| 64| 71
7 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Carcinoma in Situ O| 04| 04| 04| 04| 4 | (ICD)
1350 13| 5.0
3| 31| 62| 31| 62
7| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Sclerosis 5| 04| 04| 04| 04| 4 | (ICD)
1350 13| 5.0
3|1 59| 99| 59| 99
Thyroid Carcinoma, 7| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Papillary 71 04| 04| 04| 04| 4 | (ICD)
14| 52| 14| 5.2
1| 24| 75| 24| 75
4 E- E- E- E-
Leukocyte Disorders 2| 04| 04| 04| 04| 3 | MYLK1, MLCK, Telokin
3/115|57]| 15|57
Herpesviridae 9| 63| 18| 63| 18 CD44 (EXT), CD44, CD44 soluble, CD44
Infections 1| E-| E-| E-| E-| 4 |(ICD)
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04| 04| 04| 04
18| 65| 1.8 | 6.5
4| 06| 05| 06| 05
Peripheral Nervous 0| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
System Neoplasms 6| 04| 04| 04| 04 (IcD)
18| 65| 1.8 | 6.5
4| 23| 05| 23| 05
0 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Biliary Tract Diseases 7|1 04| 04| 04| 04 (IcD)
25191 25|91
4| 87| 19| 87| 19
Small Cell Lung 4| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Carcinoma 6| 04| 04| 04| 04 (ICD)
27| 95| 27| 95
4| 46| 60| 46| 60
Skin Diseases 5| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Papulosquamous 31 04| 04| 04| 04 (ICD)
127]95]| 27| 95
3| 8| 90| 87| 90
6| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Arthritis, Rheumatoid 7| 04| 04| 04| 04 CD44 (ICD), EYA1
1133]11]33]| 11
4| 50| 39| 50| 39
1 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, NOL3,
Carcinoma, Ductal 4| 04| 03| 04| 03 CD44 (ICD), LHX1
34111 34| 11
1| 08| 45| 08| 45
9 E- E- E- E-
Respiration Disorders 1| 04| 03| 04| 03 MYLK1, MLCK, Telokin
3611236 1.2
4| 72| 20| 72| 20
Neoplastic 8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Syndromes, Hereditary | 9| 04| 03| 04| 03 (IcD)
2138|12|38]| 1.2
O| 40| 49| 40| 49
Connective Tissue 8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, VDAC 1,
Diseases 8| 04| 03| 04| 03 IGHG1, CD44 (ICD), EYA1
38|12 38| 1.2
4| 46| 49| 46| 49
Esophageal 9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Neoplasms 5| 04| 03| 04| 03 (IcD)
2140| 12| 40| 1.2
8| 27| 93| 27| 93
4| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Hematologic Diseases 4| 04| 03| 04| 03 MYLK1, MLCK, CD44 (ICD), Telokin
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1/40| 12|40 1.2
4| 8| 99| 89| 99
9 | Neoplasms. Ductal, 6| E-| E-| E-| E- CDA44 (EXT), CD44, CDA44 soluble, NOL3,
1 | Lobular, and Medullary | 7| 04| 03| 04| 03| 6 | CD44 (ICD), LHX1
4111341 13
5] 8| 13| 80| 13
9 0 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
2 | Crohn Disease 6| 04| 03| 04| 03| 4 | (ICD)
46| 14| 46| 14
5] 35| 40| 35| 40
9 2 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
3 | Neuroblastoma O| 04| 03| 04| 03| 4 | (ICD)
1147 14) 47| 14
5] 62| 53| 62| 53
9 0 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
4 | Rheumatic Diseases 9| 04| 03| 04| 03| 6 | CD44(ICD), EYA1
514714 | 47| 14
71 77| 53| 77| 53 CD44 (EXT), CD44, CD44 soluble, IGHG1,
9 | Endocrine System 5| E-| E-| E-| E- MYLK1, NOL3, MLCK, CCDC32, CD44
5 | Diseases 8| 04| 03| 04| 03] 11 | (ICD), LHX1, Telokin
49114149 14
5| 46| 89| 46| 89
9 | Skin Diseases 2| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
6 | Eczematous 9| 04| 03| 04| 03| 4 | (ICD)
50| 14|50 14
Neuroectodermal 5| 171 95| 17 95
9 | Tumors, Primitive, 3| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
7 | Peripheral 1| 04| 03| 04| 03| 4 | (ICD)
50| 15| 50| 15
5] 88| 01| 8| 01
9 | Nerve Sheath 3| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
8 | Neoplasms 3| 04| 03| 04| 03| 4 | (ICD)
521 15| 52| 15
9| 89| 44| 89| 44
9 8 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, MLCK,
9 | Wounds and Injuries 2| 04| 03| 04| 03| 5 | CD44 (ICD)
3162|17|62]| 17
1 O] 07| 94| 07| 94
0 2 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
0 | Ovarian Neoplasms 7| 04| 03| 04| 03| 8 | NOL3, MLCK, CD44 (ICD), Telokin
63| 18| 63| 1.8
1 5] 80| 26| 80| 26
0 6 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
1 | Dermatitis 6| 04| 03| 04| 03| 4 | (ICD)
1 1/64) 18| 64| 1.8
0 5| 55| 26| 55| 26 CD44 (EXT), CD44, CD44 soluble, IGHG1,
2 | Arthritis 9 E- E- E- E-| 6 | CD44 (ICD), EYA1
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7| 04| 03| 04| 03
65| 1.8 | 6.5 | 1.8
5| 08| 26| 08| 26
6 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
Esophageal Diseases 9| 04| 03| 04| 03 (IcD)
21 67| 18| 6.7 1.8
2| 97| 89| 97| 89
9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Laryngeal Neoplasms 1| 04| 03| 04| 03 MLCK, CD44 (ICD), Telokin
21 71|119| 71|19
3| 11| 26| 11| 26
o| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Laryngeal Diseases 8| 04| 03| 04| 03 MLCK, CD44 (ICD), Telokin
711 19| 71| 1.9
5| 30| 26| 30| 26
8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Adenoma 3|1 04| 03| 04| 03 (ICD)
1171|119 71| 1.9
6| 30| 26| 30| 26
2| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Joint Diseases 7|1 04| 03| 04| 03 CD44 (ICD), EYA1
73| 19| 73| 19
39| 46| 39| 46
E- E- E- E-
Retrognathia 1| 04| 03| 04| 03 EYAl
73| 19| 73| 19
39| 46| 39| 46
E- E- E- E-
Funnel Chest 1| 04| 03| 04| 03 EYAl
76| 20| 76| 2.0
5|1 96| 22| 96| 22
Carcinoma, Squamous | 9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Cell 5| 04| 03| 04| 03 (IcD)
3179|20]79]|20
1] 69| 70| 69| 70
3| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Ovarian Diseases 9| 04| 03| 04| 03 NOL3, MLCK, CD44 (ICD), Telokin
3|180|20| 80|20
1| 22| 70| 22| 70
4| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Adnexal Diseases 2| 04| 03| 04| 03 NOL3, MLCK, CD44 (ICD), Telokin
8321|8321
2| 70| 41| 70| 41
6| E-| E-| E-| E-
Sepsis 0| 04| 03| 04| 03 MYLK1, MLCK, Telokin
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86| 21| 86| 2.1
1 2| 53| 94| 53| 94
1| systemic Inflammatory | 6| E-| E-| E-| E
4 | Response Syndrome 3| 04| 03| 04| 03 MYLK1, MLCK, Telokin
1/91]23]91]| 23
1 1| 70| 04| 70| 04
1| Carcinoma, Ductal, 0| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, NOL3,
5 | Breast 8| 04| 03| 04| 03 CD44 (ICD)
3195|23|95] 23
1 2| 06| 68| 06| 68
1 2| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
6 | Gonadal Disorders 1] 04| 03| 04| 03 NOL3, MLCK, CD44 (ICD), Telokin
10| 26| 1.0]| 2.6
1 6| 64| 29| 64| 29
1| peripheral Nervous 4| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
7 | System Diseases 9| 03| 03| 03| 03 (ICD)
10| 26| 1.0]| 2.6
1 6| 8| 65| 89| 65
1 | Neoplasms 5| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
8 | Squamous Cell 3] 03| 03| 03| 03 (IcD)
211.0]| 26| 10| 26
1 4| 97| 65| 97| 65
1 7 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
9 | Pancreatic Neoplasms | 9| 03| 03| 03| 03 CCDC32, CD44 (ICD), LHX1
1|11 27|11 27
1 1| 32| 27| 32| 27
2 | Lupus Erythematosus, | 6| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, VDAC 1,
0 | Systemic 1] 03| 03| 03| 03 CD44 (ICD)
3/111|28|11] 28
1 31 99| 64| 99| 64
2 | Neuroectodermal 3| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
1 | Tumors, Primitive 3| 03| 03| 03| 03 MLCK, CD44 (ICD), LHX1, Telokin
121 29|12 29
1 6| 38| 33| 38| 33
2 7| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
2 | Neoplasm Metastasis 6| 03| 03| 03| 03 (IcD)
16| 38| 16| 3.8
1 71 28| 26| 28| 26
2 2| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
3 | Neoplastic Processes 8| 03| 03| 03| 03 (IcD)
16| 38| 16| 3.8
1 7| 53| 53| 53| 53
2 3| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
4 | DNA Virus Infections 1| 03] 03| 03| 03 (ICD)
1 2117|140 17| 4.0
2 6| 42| 28| 42| 28 CD44 (EXT), CD44, CD44 soluble, MYLK1,
5 | Pathologic Processes 7 E-| E-| E-| E- MLCK, CD44 (ICD), Telokin
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8| 03| 03| 03| 03
1118|41| 18] 4.1
2| 27] 91| 27| 91
Leukemia, Myeloid, 9 E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MLCK,
Acute 2| 03| 03| 03| 03| 5 | CD44(ICD)
19|44 | 19| 44
7] 35| 03| 35| 03
Melanoma, Cutaneous | ©| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Malignant 3| 03| 03| 03| 03| 4 | (IcD)
2120| 46| 20| 4.6
7| 43| 13| 43| 13
5 E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, VDAC 1,
Autoimmune Diseases | 1| 03| 03| 03| 03| 7 | IGHG1, CD44 (ICD), EYAl
21 48| 21| 4.8
71 47| 11| 47| 11
Bone Marrow 8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Diseases 5| 03| 03| 03| 03| 4 | (ICD)
21| 48| 21| 4.8
7| 67| 18| 67| 18
8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Thyroid Neoplasms 7| 03] 03| 03| 03| 4 | (ICD)
22| 48| 22| 4.8
00| 54| 00| 54
Branchio-Oto-Renal E-| E-| E-| E
Syndrome 31 03] 03| 03| 03| 1 |EYAlL
5|128|6.1] 28| 6.1
8| 09| 51| 09| 51 CD44 (EXT), CD44, CD44 soluble, IGHG1,
Stomatognathic 2 E-| E-| E-| E- MYLK1, MLCK, CD44 (ICD), EYA1, Telokin,
Diseases 1| 03| 03| 03| 03|10 |SNX1
4|1 28| 62| 28] 6.2
7| 87| 73| 87| 73
7 E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Mouth Diseases 6| 03| 03| 03| 03| 9 | MYLK1, MLCK, CD44 (ICD), Telokin, SNX1
29162 29| 6.2
8| 18| 94| 18| 94
Neoplasms 5 E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Connective Tissue 4| 03| 03| 03| 03| 4 |(IlcD)
30| 65| 3.0| 65
8| 44| 16| 44| 16
Pulmonary Disease, 6| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Chronic Obstructive 4| 03| 03| 03| 03| 4 |(IlcD)
2132|69]|32]| 6.9
9| 65| 38| 65| 38
8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Pancreatic Diseases 0| 03| 03| 03| 03| 7 | CCDC32,CD44 (ICD), LHX1
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1(34|71)34)|71
1 4|1 03| 78| 03| 78
3 8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MLCK,
7 | Leukemia, Myeloid 8| 03| 03| 03| 03| 5 | CD44 (ICD)
135|751 35| 75
1 5] 8| 09| 8 | 09
3 0 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, VDAC 1,
8 | Virus Diseases 6| 03| 03| 03| 03| 5 | CD44 (ICD)
6|37|78]| 37| 78
1 O 71| 39| 71| 39 CD44 (EXT), CD44, CD44 soluble, VDAC 1,
3 | Immune System 3| E-| E-| E-| E- IGHG1, MYLK1, MLCK, CD44 (ICD), EYA1,
9 | Diseases 7] 03| 03| 03| 03|10 | Telokin
381 79| 38| 79
1 9| 63| 74| 63| 74
4 | \nflammatory Bowel 2| E-| E-| E-| E- CDA44 (EXT), CD44, CD44 soluble, CD44
0 | Diseases 3|1 03| 03| 03| 03| 4 | (IcD)
1
1|140| 82| 4.0 8.2
1 51 34| 69| 34| 69 CD44 (EXT), CD44, CD44 soluble, VDAC 1,
4 | Digestive System 0| E-| E-| E-| E- IGHG1, MYLK1, NOL3, MLCK, CCDC32,
1 | Neoplasms 8| 03| 03| 03| 03| 14 | CD44 (ICD), LHX1, RRP42, Telokin, SNX1
4141| 83| 41| 83
Congenital, Hereditary,
1 and ?Veonatal . 0| 06| 57| 06 57
4 | Diseases and 1| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
2 | Abnormalities 3|1 03| 03| 03| 03| 8 | CD44 (ICD), PQBP-1, LHX1, EYA1
451 91|45 9.1
1 9| 14| 22| 14| 22
4 6 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
3 | Thyroid Diseases 4| 03| 03| 03| 03| 4 |(IlcD)
1145|9245 9.2
1 5| 8| 01| 8 | 01
4 9 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
4 | Carcinoma, RenalCell | 4| 03| 03| 03| 03| 5 | (ICD), LHX1
50| 10| 50| 1.0
1 9| 53| 07| 53| 07
4 9 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
5 | Sarcoma 5| 03| 02| 03| 02| 4 | (IcD)
1|154])10]| 54|10
1 0| O5f 70| 05| 70
4 1 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
6 | Gastroenteritis 4| 03| 02| 03| 02| 4 | (IlcD)
1|154])10]| 54|10
1 O| 62| 74| 62| 74
4 1 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, CD44
7 | Multiple Sclerosis 7| 03| 02| 03| 02| 4 | (ICD)
1 | Lymphoma, Non- 1/55( 10|55/ 1.0 CDA44 (EXT), CD44, CD44 soluble, CD44
4 | Hodgkin 0| 19| 78| 19| 78| 4 | (ICD)
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8 2 E- E- E- E-
0| 03| 02| 03| 02
1
0|56| 10| 56| 1.0
1 2| 61| 93| 61| 93 CD44 (EXT), CD44, CD44 soluble, VDAC 1,
4 | Gastrointestinal 7| E-| E-| E-| E- IGHG1, MYLK1, NOL3, MLCK, CD44 (ICD),
9 | Neoplasms 2| 03| 02| 03| 02| 13 | LHX1, RRP42, Telokin, SNX1
1/56| 10| 56| 1.0
1 Demyelinating 0| 74| 93| 74} 93
5 | Autoimmune 2| E-| E-| E-| E- CDA44 (EXT), CD44, CD44 soluble, CD44
0 | Diseases, CNS 8| 03| 02| 03| 02| 4 | (IcD)
58| 11| 58| 1.1
1 Mayer-Rokitansky- 57121 57 2
> | Kuster-Hauser E-| B E| E
1 | Syndrome 8| 03| 02| 03| 02| 1 |LHX1
4161|11|61)| 11
1 2| 16| 59| 16| 59
5 7| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
2 | Mouth Neoplasms 0| 03| 02| 03| 02| 8 | MLCK, CD44 (ICD), Telokin, SNX1
4161|11|61] 11
1 2| 35| 59| 35| 59
5 7| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, VDAC 1,
3 | Colonic Diseases 2| 03| 02| 03| 02| 8 |IGHG1, NOL3, CD44 (ICD), SNX1
1
16512 65| 1.2
1 9| 62| 31| 62| 31 CD44 (EXT), CD44, CD44 soluble, VDAC 1,
5 | Digestive System 8| E-| E-| E-| E- IGHG1, MYLK1, NOL3, MLCK, CCDC32,
4 | Diseases 4| 03| 02| 03| 02| 14 | CD44 (ICD), LHX1, RRP42, Telokin, SNX1
4|167|12]| 67| 12
1 - 3|1 02| 50| 02| 50
5 %gr%gqns and | 3| E-| E-| E-| E- CDA44 (EXT), CD44, CD44 soluble, MYLK1,
5 | Symptoms 2| 03] 02| 03| 02| 8 | MLCK, CD44 (ICD), PQBP-1, Telokin
9| 67| 12| 67| 1.2
1 0| 98| 58| 98| 58 CD44 (EXT), CD44, CD44 soluble, VDAC 1,
5 2| E-| E-| E-| E- IGHG1, MYLK1, NOL3, MLCK, CD44 (ICD),
6 | Colorectal Neoplasms 5] 03] 02| 03| 02| 12 | RRP42, Telokin, SNX1
1/68]12| 68| 1.2
1 0| 43| 58| 43| 58
5 | Autoimmune Diseases | 8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
7 | of the Nervous System | 4| 03| 02| 03| 02| 4 | (ICD)
9| 68| 12| 68| 1.2
1 0| 78| 58| 78| 58 CD44 (EXT), CD44, CD44 soluble, VDAC 1,
5 3| E-| E-| E-| E- IGHG1, MYLK1, NOL3, MLCK, CD44 (ICD),
8 | Intestinal Neoplasms 6| 03| 02| 03| 02| 12 | RRP42, Telokin, SNX1
1 1171|113 71]| 13 CD44 (EXT), CD44, CD44 soluble, VDAC 1,
5 | Gastrointestinal 0| 97| 08| 97| 08 IGHG1, MYLK1, NOL3, MLCK, CD44 (ICD),
9 | Diseases 5 E- E- E- E- | 13 | LHX1, RRP42, Telokin, SNX1
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0| 03| 02| 03| 02

6

1(73]13|73]| 13

1 21| 22| 21| 22
Demyelinating 0| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Diseases 5| 03| 02| 03| 02| 4 | (ICD)

3173113 73]| 13

4 73| 23| 73| 23
Genetic Diseases, 3| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Inborn 7| 03| 02| 03| 02| 7 | CD44 (ICD), PQBP-1, EYAL

78| 14| 78| 1.4

5| 73| 05| 73| 05

7 E- E- E- E-
Muscular Diseases 4| 03| 02| 03| 02| 3 | MYLK1, MLCK, Telokin

4190| 16| 9.0 1.6

5| 87| 11| 87| 11
Hemic and Lymphatic 4| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Diseases 7| 03| 02| 03| 02| 8 | MYLK1, MLCK, CD44 (ICD), Telokin

1/92]16]92]| 16

8| 75| 34| 75| 34

8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Multiple Myeloma 2| 03| 02| 03| 02| 5 | CD44 (ICD)

9194| 16|94 | 16

31 22 37| 22| 37 CD44 (EXT), CD44, CD44 soluble, VDAC 1,

4 E- E- E- E- IGHG1, MYLK1, NOL3, MLCK, CD44 (ICD),
Intestinal Diseases O| 03| 02| 03| 02| 12 | RRP42, Telokin, SNX1

1/94]16|94]| 16

8| 62| 37| 62| 37
Neoplasms, Plasma 9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Cell 1| 03| 02| 03| 02| 5 | CD44 (ICD)

1/94]16|94]| 16

8| 62| 37| 62| 37

9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Paraproteinemias 1| 03| 02| 03| 02| 5 | CD44 (ICD)

1/97]16]97]| 16

1| 32| 74| 32| 74
%ﬁleacsﬁland Soft 9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Tissue 9| 03| 02| 03| 02| 4 | (IcD)

1(10|17] 10| 1.7

9| 12| 31| 12| 31
Blood Protein 2| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Disorders 2| 02| 02| 02| 02| 5 | CD44 (ICD)

1(10|17] 10| 1.7

9| 52| 8| 52| 89

4| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Hemostatic Disorders 0| 02| 02| 02| 02| 5 | CD44 (ICD)
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3110 18| 10| 1.8
1 6| 71| 09| 71| 09
7 7 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
1 | Melanoma 6| 02| 02| 02| 02| 7 | MLCK, CD44 (ICD), Telokin
3110 18| 10| 1.8
1 6| 79| 12| 79| 12
7 8 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
2 | Nevi and Melanomas 1| 02| 02| 02| 02| 7 | MLCK, CD44 (ICD), Telokin
1/11] 18] 11| 18
1 2| 24 77| 24| 77
7 5| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
3 | Lymphoma 0| 02| 02| 02| 02| 4 | (IcD)
3111|1911 19
1 7| 51| 02| 51| 02
7 | Otorhinolaryngologic 2| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
4 | Neoplasms 5| 02| 02| 02| 02| 7 | MLCK, CD44 (ICD), Telokin
1111911 1.9
1 2| 52| 02| 52| 02
7 | Neuromuscular 5| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
5 | Diseases 9| 02| 02| 02| 02| 4 | (IcD)
2|1 1220|1220
1 0| 54| 58| 54| 58
7 | Hemorrhagic 2| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
6 | Disorders 4| 02| 02| 02| 02| 5 | CD44 (ICD)
3113|2113 21
1 8| 07| 34| 07| 34
7 | Neuroendocrine 1| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
7 | Tumors 3| 02| 02| 02| 02| 7 | MLCK, CD44 (ICD), Telokin
14| 23| 14| 23
1 58| 68| 58| 68
7 2 E- E- E- E-
8 | Mandibular Diseases 0| 02| 02| 02| 02| 1 |EYAl
1
1(15] 25| 15| 25
1 3| 8| 52| 81| 52 CD44 (EXT), CD44, CD44 soluble, VDAC 1,
7 | skin and Connective 2| E-| E-| E-| E- IGHG1, MYLK1, NOL3, MLCK, CD44 (ICD),
9 | Tissue Diseases 8| 02| 02| 02| 02| 13 | PQBP-1, EYA1, Telokin, SNX1
5| 18| 29| 18| 29
1 0| 06| 00| 06| 00
8 8| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
0 | Glioma 8| 02| 02| 02| 02| 8 | MLCK, CD44 (ICD), LHX1, Telokin
4119| 30|19 3.0
1 0| 19| 64| 19| 64
8 | Otorhinolaryngologic 9| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
1 | Diseases 6| 02| 02| 02| 02| 7 | MLCK, CD44 (ICD), Telokin
1 2119]31|19]| 31
8 | Microcephaly 7| 64| 19| 64| 19| 1 | PQBP-1
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E- E- E- E-
02| 02| 02| 02
19 31|19 3.1
8| 87| 37| 87| 37
0 E- E- E- E-
Lip Neoplasms 9] 02| 02| 02| 02 MYLK1, MLCK, Telokin
1123|3623 36
5| 03| 17| 03| 17
Nervous System 4| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, CD44
Neoplasms 6| 02| 02| 02| 02 (IcD)
23| 3.7 | 23| 3.7
8| 83| 23| 83| 23
6 E- E- E- E-
Lip Diseases 7| 02| 02| 02| 02 MYLK1, MLCK, Telokin
5124 37| 24| 3.7
3| 44| 97| 44| 97
Neoplasms 5| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Neuroepithelial 5| 02| 02| 02| 02 MLCK, CD44 (ICD), LHX1, Telokin
6|25|39]| 25| 3.9
5| 44| 32| 44| 32
3| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MYLK1,
Rectal Neoplasms 31 02 02| 02| 02 MLCK, CD44 (ICD), RRP42, Telokin, SNX1
2128| 44| 28| 4.4
4| 8 | 37| 86| 37
9 E- E- E- E- CD44 (EXT), CD44, CD44 soluble, MLCK,
Glioblastoma 3|1 02| 02| 02| 02 CD44 (ICD)
3130|46| 3.0/ 46
4| 35| 41| 35| 41
Cardiovascular 6| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, IGHG1,
Diseases 0| 02| 02| 02| 02 MLCK, CD44 (ICD)
2131|47]|31)| 47
5| 13| 34| 13| 34
4| E-| E-| E-| E- CD44 (EXT), CD44, CD44 soluble, MLCK,
Astrocytoma 2| 02| 02| 02| 02 CD44 (ICD)
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Table 10S: Enrichment analysis report. Enrichment by Diseases (by Biomarkers) (healthy control vs

Grade Ill)
Enrichment
by Diseases GRADE
(by H_INPUT_4
Biomarkers) _genelist
T Mi !
ol Pin [Pl F|D .
#| Diseases | t Vv ElVva| p D Network_ObJects from
a al D lu R |2 Active Data
[|luel | e t
a
) 1. 1. 1.| 1
% 79| 63| 79 | 63
Granular 8t | 8E | 8E | 8E
Lymphoc - - - - NOTCH1 (NICD), NOTCH1 receptor, Notch, NOTCH1 (NEXT),
1| ytic 7/09]06|09|06|5 | NOTCH1 precursor
4.1 2.| 4. 2.
46 | 03 | 46 | 03
9E | 6E | 9E | 6E
Neoplasm | 2 - - - - NOTCH1 (NICD), NOTCH1 receptor, DDC, Metallothionein-II,
2| ,Residual | 6| 09| 06| 09| 06| 7 | Notch, NOTCH1 (NEXT), NOTCH1 precursor
1.1 4. 1. | 4
42 | 31 (42| 31
Tongue OE | 2E | OE | 2E NOTCH1 (NICD), Metallothionein-l, NOTCH1 receptor,
Neoplasm | © - - - - Metallothionein-IG, Metallothionein-Il, Notch, NOTCH1
3| s 5/08| 06| 08| 06| 9 | (NEXT), NOTCH1 precursor, Metallothionein-1M
2.1 5.| 2. | 5.
43 | 54|43 | 54
4E | 2E | 4E | 2E NOTCH1 (NICD), Metallothionein-l, NOTCH1 receptor,
Tongue 6 - - - - Metallothionein-IG, Metallothionein-Il, Notch, NOTCH1
4| Diseases | 9|08 | 06| 08| 06 | 9 | (NEXT), NOTCH1 precursor, Metallothionein-1M
6. 1.| 6. ] 1.
10| 11| 10| 11
Aortic 7E | 3E| 7E | 3E
Aneurysm | 3 - - - - Reticulon 4, NOTCH1 (NICD), NOTCH1 receptor, Notch,
5| ,Thoracic | 2| 07 | 04 | 07 | 04 | 6 | NOTCH1 (NEXT), NOTCH1 precursor
1.0 1. 1.] 1.
Histiocyto 19181 )19 81
Sis, 6E | 6E | 6E | 6E
Langerha | 2 - - - - NOTCH1 (NICD), NOTCH1 receptor, Notch, NOTCH1 (NEXT),
6| ns-Cell 0|06 |04|06|04|5 | NOTCH1 precursor
1. 2. 1.| 2
77 | 12 | 77 | 12
Paget's 1E | 4E | 1E | 4E
Disease 30 - -] | -
7| Mammary | 8 | 06 | 04 | 06 | 04 | 6 | STAT5A, p38 MAPK, ERK1 (MAPK3), STAT5, KLC3, ERK1/2
8| Leukemia | 1| 1.| 2.| 1.| 2.| 1 | Annexin VIll, NOTCH1 (NICD), TCL1A, STAT5, NOTCH1
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1 4186|1286 | 12 receptor, ANXA8L2, Notch, NOTCH1 (NEXT), NOTCH1
Promyelo | ¢ | 6E | 4E | 6E | 4E precursor, 4E-BP1
Acute 06 | 04 | 06 | 04
7.1 7. 7. 7. NOTCH1 (NICD), STAT5A, p38 MAPK, ERK1 (MAPK3), STATS,
Carcinom 07|15 | 07| 15 NOTCH1 receptor, Fatty acid-binding protein, ERK1/2,
a | 5|3E|9E|3E|9E MAGE-4 antigen, Notch, BMF, NOTCH1 (NEXT), NOTCH1
squamou | 9| | -| -| - precursor, Cystatin B, WWOX, E-FABP, DKK3, MAGEAS,
9| s Cell 5/06|04|06| 04 SPRR3
1. 1.} 1. | 1.
Paget 20 04| 20| 04
Disease OE | 9E | OE | 9E
1 Extrama |3| -| -| -| -
0| mmary |1|05]|03]|05]|03 STATSA, p38 MAPK, ERK1 (MAPK3), STATS, ERK1/2

No significant enrichment was found in healthy control vs Grade IV comparison by Diseases (by

Biomarkers).
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Table 10S: Enrichment analysis report. Enrichment by Diseases (by Biomarkers) (healthy control vs
SVZp)

SVZp
Enrichment by Limma
Diseases (by Input_ge
Biomarkers) nelist
T/ p|M|P :
olv| '| |F|"
. n|v D Network Objects from
#| Diseases |t | al D .
alu F | al R a Active Data
e D|u t
R|e a
15| 1|5
0| 80| 8
0|20 2
. 6| 4| 6| 4
Leukemia ElEl El E
,Large
Granular T T ¢
Lymphoc 1(0(1]0 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
1| ytic 71 1| 9| 1] 9|5 | NOTCHI receptor
318|338
0| 80| 8
6| 7| 6| 7
5/3|5]| 3
E| E| E| E
Tongue T T T
Neoplasm | 6| 0| 0| 0] 0 Cyclin B1, NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1
2|s 519 7| 9| 7| 7| precursor, NOTCH1 receptor, Cyclin B
419(14]9
6| 0| 6|0
9|1 6|9]| 6
7157|565
E| E| E| E
Tongue |6[0[0|0|0 Cyclin B1, NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1
3| Diseases | 9| 9| 7| 9| 7|7 | precursor, NOTCH1 receptor, Cyclin B
71171
10|10
6| 3| 6| 3
. 517|157
Histiocyto
sis, E| E| E| E
Langerha | 2| -| -| -| - NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
4| ns-Cell 0| 0| 0| O| O|5 | NOTCH1 receptor
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9/ 6| 9|6

213|123

914|194

9/ 6| 9|6

03|03

E| E| E| E
Neoplasm | 2| 0| 0] 0| O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
,Residual | 6| 8| 6| 8| 6 NOTCH1 receptor

6| 5| 6|5

51 3|5]|3

1|18 1] 8

519|15|9

E| E| E| E
Dry Eve 51 - -1 -| - Tissue kallikreins, LST1, NOTCH1 (NICD), Notch, NOTCH1 (NEXT),
Syndrom 5/0[0]0] 0 IGHG1, NOTCH1 precursor, NFKBIL1, NOTCH1 receptor, Rab-3,
es 3/ 8/ 6|8|6 Adult hemoglobin, RIG-G, ERK1/2

6| 5| 6|5

51 3|5]|3

1|18 1] 8

519]15|9

. E| E| E| E

Lacrimal . _—
Apparatu 51 -1 -1 -] - Tissue kallikreins, LST1, NOTCH1 (NICD), Notch, NOTCH1 (NEXT),
s 510/ 0|0]O0 IGHG1, NOTCH1 precursor, NFKBIL1, NOTCH1 receptor, Rab-3,
Diseases |3| 8| 6| 8| 6 Adult hemoglobin, RIG-G, ERK1/2

9/ 6| 9|6

0| 5|05

0/1|0]|1

47| 4|7

E| E| E| E
Aortic T T T
Aneurysm |3 0| 0] 0] O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
,Thoracic | 2| 8| 6| 8| 6 NOTCH1 receptor

11717

21912|9

31 6|3]|6

7101 7] 0
Carcinom EIE]EE
a,
Embryon |3/ 0| 0] 0] 0 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
al 41 7|1 6| 7] 6 NOTCH1 receptor
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311|131
0|7|0]| 7
94| 9] 4
4,01 4|0
Pick EIE]ENE
Disease T T T
1| of the 710|000 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
0| Brain 7171 5| 7|5 NOTCH1 receptor, ERK1/2
3/1113]1
6| 7| 6|7
04| 0| 4
7101 7|0
Frontote el El EI| E
mporal
Lobar LT T T
1| Degenera | 7] 0] 0] 0] O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
1| tion 9| 7| 5| 7| 5 NOTCH1 receptor, ERK1/2
3/1113]1
6| 7| 6| 7
0|4, 0| 4
7101 7]0
E| E| E| E
Frontote T T T
1| mporal | 7| 0| 0] 00 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
2| Dementia | 9| 7| 5| 7| 5 NOTCH1 receptor, ERK1/2
713|173
31232
2|1 6| 2|6
6| 3| 6] 3
E| E| E| E
1| Amelobla |4] 0| 0] 0| O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
3| stoma 8| 75| 7|5 NOTCH1 receptor
83| 8| 3
113113
3/6(3|6
6| 5| 6|5
E| E| E| E
1| carcinoid |4/ 0] 0] O] O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
4| Tumor 91 75| 7]|5 NOTCH1 receptor
Neoplasm
1 s, 612|121 Tissue kallikreins, Cyclin B1, NOTCH1 (NICD), Rab-11A, Notch,
5| Squamou | 5 NOTCH1 (NEXT), ERK1 (MAPK3), NOTCH1 precursor, NOTCH1
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s Cell 3191191 receptor, Cyclin B, ERK1/2, 14-3-3
212 2| 2
4191419
E| E| E| E
0/0|0]|0O0
6| 4| 6| 4
311]13]|1
31232
7127 2
310|3]|0
E| E| E| E
Odontoge T T T
nic 6/ 0| 0|0 O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
Tumors 5/6|4| 6| 4 NOTCH1 receptor
411|141
1141 4
6| 1| 6|1
71917]9
E| E| E| E
Neoplasm | 6| - | -1 - | - Tissue kallikreins, Cyclin B1, NOTCH1 (NICD), Notch, NOTCH1
_D—Metastasi 700/ 0]|0]|0 (NEXT), ERK1 (MAPK3), NOTCH1 precursor, NOTCH1 receptor,
s 6| 6| 4| 6| 4 Cyclin B, ERK1/2, UGDH, 14-3-3
6| 1| 6|1
4191 4]9
6| 6| 6| 6
212 2| 2
E| E| E| E
3 - - - -
Lymphom | 7| 0| 0] 0| O LST1, Cyclin B1, NOTCH1 (NICD), Notch, NOTCH1 (NEXT),
a, B-Cell 2, 6| 4| 6| 4 NOTCH1 precursor, CD43, NOTCH1 receptor, Cyclin B
6| 1| 6|1
819 8|9
9/ 6|9]| 6
42| 4| 2
E| E| E| E
3 - - - -
700/ 0|00 NOTCH1 (NICD), IRT-1, Notch, NOTCH1 (NEXT), ERK1 (MAPK3),
Sclerosis | 5| 6| 4| 6| 4 NOTCH1 precursor, NOTCH1 receptor, ERK1/2, 14-3-3
Thyroid \ 71171
Carcinom N
i— 71119119 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1 (MAPK3),
Papillary 70191 6| 9] 6 NOTCH1 precursor, CKS2, NOTCH1 receptor, ERK1/2, 14-3-3
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52| 5] 2

E| E| E| E

0/0|0]|0O0

6| 4| 6| 4

711 7] 1

419(14]9

41 6|4]|6

92| 9| 2 Tissue kallikreins, IGHG4, Kallikrein 1, LST1, NOTCH1 (NICD), IRT-

2| E| E| E| E 1, TIRAP (Mal), Olfactory receptor, Notch, NOTCH1 (NEXT),

Connectiv o -| -| -] - IGHG1, ERK1 (MAPK3), NOTCH1 precursor, CD43, NFKBIL1,
eTissue |8/ 0| 0| 0O NOTCH1 receptor, Rab-3, Adult hemoglobin, RIG-G, ERK1/2, 14-
Diseases |8| 6| 4| 6| 4 3-3

711171

419 4] 9

5/6| 5|6

6| 2| 6| 2
Carcinom EJE]ENE
a |5 | |- Cyclin B1, NOTCH1 (NICD), Rab-11A, Notch, NOTCH1 (NEXT),
Squamou |9 0| 0] 0] O ERK1 (MAPK3), NOTCH1 precursor, NOTCH1 receptor, Cyclin B,
s Cell 5/ 6|4|6]| 4 ERK1/2, 14-3-3

8|1 2| 8| 2

6| 1| 6|1

93|93

510 5|0
Carcinom EIE]E|E
a,
Adenoid 300700
Cystic 716|4] 6| 4 ERK1 (MAPK3), CD43, ERK1/2, 14-3-3

8|1 2| 8] 2

81| 8|1

213|123

8/ 0| 8|0
Neoplasti EIEJE|E
c 71 - -1 -| - Tissue kallikreins, Cyclin B1, NOTCH1 (NICD), Notch, NOTCH1
Processe |2/ 0| 0| 0| O (NEXT), ERK1 (MAPK3), NOTCH1 precursor, NOTCH1 receptor,
s 8/ 6| 4| 6| 4 Cyclin B, ERK1/2, UGDH, 14-3-3

11212

1|71 7

97|97
Histiocyto | 8| 6| 1] 6] 1 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
sis 4| E| E| E| E NOTCH1 receptor
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0/0|0]|0O0
5|4|5]| 4
13|13
413 4] 3
93|93
919|199
E| E| E| E
Hyperpar
;L?m 1/0/0|0]|0O0
Primary 45| 4| 5] 4 HBG, HBGA, Adult hemoglobin
1141 4
8/ 0| 8|0
7127 2
6| 4| 6| 4
1| E| E| E| E
Arthritis 3 - - -| - Tissue kallikreins, IGHG4, Kallikrein 1, LST1, NOTCH1 (NICD), IRT-
Rheumat | 6] 0| 0| 0| O 1, Notch, NOTCH1 (NEXT), IGHG1, NOTCH1 precursor, NFKBIL1,
oid 7/5/ 45| 4 NOTCH1 receptor, Rab-3, Adult hemoglobin, RIG-G, ERK1/2
2|1 4] 2| 4
2| 6|26
6| 8| 6| 8
6| 6| 6| 6
1| E| E| E| E
Colonic 20 -| -| -] - Tissue kallikreins, IGHG4, Cyclin B1, AL1A1, NOTCH1 (NICD),
Neoplasm | 3| 0[ 0| 0| 0 SNX1, Notch, NOTCH1 (NEXT), IGHG1, ERK1 (MAPK3), NOTCH1
s 2/ 514|5] 4 precursor, SULT1E1, NOTCH1 receptor, Cyclin B, ERK1/2
2| 52|65
6| 3|63
8| 5| 8|5
317|137
1| E| E| E| E Tissue kallikreins, LST1, Cyclin B1, NOTCH1 (NICD), Olfactory
20 - - -| - receptor, Notch, NOTCH1 (NEXT), ERK1 (MAPK3), NOTCH1
Lymphom [5| 0| 0] 0] O precursor, CD43, NOTCH1 receptor, NMRAL1, Cyclin B, Kallikrein
a 0| 5|4]| 5|4 3 (PSA), ERK1/2
2| 5| 2|5
Precursor . . . .
T-Cell 8| 4| 8|4
Lym9h0b| 3171 3|7
astic 8| 8|88
I__eukemla >l el el el E
Lymphom | 4| -| -| -| - Tissue kallikreins, NOTCH1 (NICD), Olfactory receptor, Notch,
a 91001 0]|O0 NOTCH1 (NEXT), NOTCH1 precursor, NOTCH1 receptor
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5|4|5]| 4
2| 52|65
95|95
51|51
4\ 7| 41 7
1| E| E| E| E
Carcinom 1) -| - -] - Tissue kallikreins, Cyclin B1, NOTCH1 (NICD), Rab-11A, Notch,
a Ductal. |0/ O] 0| OO NOTCH1 (NEXT), ERK1 (MAPK3), NOTCH1 precursor, SULT1E1,
Breast 8/ 5| 4|5| 4 NOTCH1 receptor, RNF11, Cyclin B, ERK1/2, 14-3-3
3/ 5/3]|5
05|05
919|199
2| 5| 2|5
E| E| E| E
Esophage 5( - - -| - Cyclin B1, NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1
al 6/ 0| 0] 0|0 (MAPK3), NOTCH1 precursor, CKS2, NOTCH1 receptor, Cyclin B,
Diseases | 9| 5| 4| 5| 4 ERK1/2
31 6|3]|6
6| 4| 6| 4
6| 2| 6| 2
31737
E| E| E| E
Wounds 9| - -| -| - Tissue kallikreins, Kallikrein 1, NOTCH1 (NICD), IRT-1, Notch,
and 8/ 0| 0|0|O0 NOTCH1 (NEXT), ERK1 (MAPK3), NOTCH1 precursor, NOTCH1
mries 2| 5| 4| 5| 4 receptor, Kallikrein 3 (PSA), Adult hemoglobin, ERK1/2, 14-3-3
4| 7| 41 7
3/14|13)| 4 Tissue kallikreins, IGHG4, ZNF261, Kallikrein 1, LST1, Cyclin B1,
6| 3| 6|3 AL1A1, HBG, Leiomodin, NOTCH1 (NICD), IRT-1, HBGA, TIP47,
41 1| 4|1 TIRAP (Mal), PROSC, Olfactory receptor, Notch, NOTCH1 (NEXT),
6| E| E| E| E IGHG1, ERK1 (MAPK3), NOTCH1 precursor, CD43, 14-3-3
Immune of -| -| -| - zeta/delta, NFKBIL1, OATP-C, CKS2, Annexin XI, NOTCH1
S—}{stem 310/ 0]0|0O0 receptor, Cyclin B, Rab-3, Kallikrein 3 (PSA), Adult hemoglobin,
Diseases | 7| 5| 4| 5| 4 RIG-G, VILIP3, ERK1/2, 14-3-3, CapZIP, RBBP7 (RbAp46)
4| 8| 4| 8
911|191
31 6|3]|6
51 3|5]|3
E| E| E| E
3 - -] - - NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1 (MAPK3),
710|000 NOTCH1 precursor, NOTCH1 receptor, Adult hemoglobin,
Stroke 115145 4 ERK1/2
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5/ 8| 5|8
11313
8|1 3|83
4|\ 7| 41| 7
E| E| E| E
Cerebrov | 6| - -| -| - Tissue kallikreins, Kallikrein 1, NOTCH1 (NICD), Notch, NOTCH1
3| ascular |0/ O] 0| OO (NEXT), ERK1 (MAPK3), NOTCH1 precursor, NOTCH1 receptor,
6| Disorders | 5| 5| 4| 5| 4 Adult hemoglobin, ERK1/2
5/ 8| 5| 8
4141 4] 4
16|16
18| 1] 8
1 E| E| E| E
Lymphom of -| -| -| - Tissue kallikreins, LST1, Cyclin B1, NOTCH1 (NICD), Olfactory
3| 4 Non- 2/ 0| 0|0]|O receptor, Notch, NOTCH1 (NEXT), NOTCH1 precursor, CD43,
7| Hodgkin 0| 5|4|5]| 4 NOTCH1 receptor, NMRAL1, Cyclin B, Kallikrein 3 (PSA)
6| 9| 6|9
214 2| 4
1/6|1]6
4|1 8| 4| 8
1| E| E| E| E
Rheumati 5/ -| - -] - Tissue kallikreins, IGHG4, Kallikrein 1, LST1, NOTCH1 (NICD), IRT-
3¢  |0j0]0O0|O|O 1, Notch, NOTCH1 (NEXT), IGHG1, NOTCH1 precursor, NFKBIL1,
8| Diseases | 9| 5| 4| 5] 4 NOTCH1 receptor, Rab-3, Adult hemoglobin, RIG-G, ERK1/2
6| 9| 6|9
5/ 6|56
11717
411141
1| E| E| E| E Tissue kallikreins, Kallikrein 1, HBG, NOTCH1 (NICD), IRT-1,
51 -1 -1 -] - HBGA, Notch, NOTCH1 (NEXT), ERK1 (MAPK3), NOTCH1
3 110/ 00| O precursor, 14-3-3 zeta/delta, NOTCH1 receptor, Adult
9| Dementia | 5| 5| 4| 5| 4 hemoglobin, VILIP3, ERK1/2, 14-3-3
71171
310130
5/ 6|5|6
4|1 5| 4] 5
E| E| E| E
4 0|0j0]|O
O| Hirsutism |4| 5| 3| 5] 3 Tissue kallikreins, Kallikrein 3 (PSA)
4| aortic 1l 91|91 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
1| Aneurysm | 2 NOTCH1 receptor



http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1778342358
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1778342358
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1778342358
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1008757452
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1008757452
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1008757452
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-446512394
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-446512394
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-446512394
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1720562635
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1467793831
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1123156033
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1123156033

94| 3| 4] 3
21323
711171
E| E| E| E
0|0j0]|O
5/3|5]| 3
1711 1]1
0|40 4
5/4|5]| 4
119|109
E| E| E| E
Lymphom | | | |
a, Large
B-Cell 3/]0|{0|0]|O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
Diffuse 2| 4|3 4] 3 NOTCH1 receptor
17111
0|40 4
9171197
10|10
1| E| E| E| E
4| -| -| -| - Tissue kallikreins, Cyclin B1, LHX1, NOTCH1 (NICD), Rab-11A,
Carcinom |1/ 0l 0| 0|0 Notch, NOTCH1 (NEXT), ERK1 (MAPK3), NOTCH1 precursor,
a, Ductal 41 4| 3| 4| 3 SULT1E1, NOTCH1 receptor, RNF11, Cyclin B, ERK1/2, 14-3-3
1111 1]1
Monoclon 2|51 2|5
al 0| 5(0]|5
Gammop 919/ 9]|9
athy of E| E| E|E
Undeterm |, | | | _| _
ined
Significan | 3| 0 0| 0| O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
ce 64| 3|4 3 NOTCH1 receptor
1711 1]1
2| 5|2|5
1{5]1]5
119|109
1| E| E| E| E
5( -1 - -| - Tissue kallikreins, IGHG4, Kallikrein 1, LST1, NOTCH1 (NICD), IRT-
9/ 0| 0| 0| O 1, Notch, NOTCH1 (NEXT), IGHG1, NOTCH1 precursor, NFKBIL1,
Arthritis 714 3| 4] 3 NOTCH1 receptor, Rab-3, Adult hemoglobin, RIG-G, ERK1/2
1711 1]1
Hyperga 1] . . . .
mmaglob | 4| 3| 7| 3|7 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
ulinemia 0| 84| 8| 4 NOTCH1 receptor
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6| 4| 6| 4
E| E| E| E
0/0|0]|0O0
413|4] 3
11111
4\ 7| 41 7
71777 Ajuba, Tissue kallikreins, IGHG4, Kallikrein 1, Cyclin B1, FLJ11017,
9/ 6| 9|6 AL1A1, LHX1, Leiomodin, NOTCH1 (NICD), IRT-1, Rab-11A,
3| E| E|] E| E Olfactory receptor, Notch, NOTCH1 (NEXT), IGHG1, ERK1
Stomach 71 - -1 -| - (MAPK3), NOTCH1 precursor, SULT1E1, CD43, 14-3-3 zeta/delta,
Neoplasr plasm 9/ 0| 0| 0] O0 CKS2, NOTCH1 receptor, Cyclin B, Adult hemoglobin, ERK1/2, 14-
s 3143|433 3-3
11111
4| 7| 4| 7
87| 8|7
716 7|6 Tissue kallikreins, IGHG4, Kallikrein 1, LST1, Leiomodin, NOTCH1
2| E| E| E|E (NICD), IRT-1, TIRAP (Mal), Olfactory receptor, Notch, NOTCH1
Autoimmu 71 -1 - -| - (NEXT), IGHG1, NOTCH1 precursor, CD43, NFKBIL1, Annexin XI,
ne  |5/0[0|10]|0O NOTCH1 receptor, Rab-3, Adult hemoglobin, RIG-G, ERK1/2, 14-
Diseases |1| 4| 3| 4| 3 3-3
11111
5\7|5]| 7
0|7(0]| 7
31 6|3]|6
1| E| E| E| E
6| -| -| -] - Tissue kallikreins, IGHG4, Kallikrein 1, LST1, NOTCH1 (NICD), IRT-
Joint 2/ 0/0]|0]|O0 1, Notch, NOTCH1 (NEXT), IGHG1, NOTCH1 precursor, NFKBILL,
Diseases | 7| 4| 3| 4| 3 NOTCH1 receptor, Rab-3, Adult hemoglobin, RIG-G, ERK1/2
11111
6| 8| 6| 8
419 4]9
0/9|0]|9
2&8[% 1| E|E|E|E
Lobular 4 -| -| -] - Tissue kallikreins, Cyclin B1, LHX1, NOTCH1 (NICD), Rab-11A,
and 6/ 0/ 00| O Notch, NOTCH1 (NEXT), ERK1 (MAPK3), NOTCH1 precursor,
M_edullary 7141 3| 4] 3 SULT1E1, NOTCH1 receptor, RNF11, Cyclin B, ERK1/2, 14-3-3
1|11 1
Leukemia 6 9 6 9
T 118|181
%&Io 4, 6| 5| 6|5 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
Acute 6| E| E| E| E NOTCH1 receptor
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0/0|0]|0O0
413 4] 3
11111
719179
6| 6| 6| 6
5/5| 5|5
Small Cell 4 E E E E
Lung
Carcinom |4/ 0|1 0] 0] 0 Cyclin B1, NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1
a 64| 3| 4] 3 precursor, NOTCH1 receptor, Cyclin B, 14-3-3
11111
819 8|9
21 912] 9 Ajuba, Tissue kallikreins, IGHG4, Kallikrein 1, Cyclin B1, FLI111017,
6| 5| 6|5 AL1A1, LHX1, Leiomodin, NOTCH1 (NICD), IRT-1, Rab-11A,
3| E| E|] E| E Olfactory receptor, Notch, NOTCH1 (NEXT), IGHG1, ERK1
8 -| -| -] - (MAPK3), NOTCH1 precursor, SULT1E1, CD43, 14-3-3 zeta/delta,
Stomach |4] 0| 0] 0| O CKS2, NOTCH1 receptor, Cyclin B, Adult hemoglobin, ERK1/2, 14-
Diseases | 0| 4| 3| 4| 3 3-3
212 2| 2
1121 2
0| 5|05
4|1 6| 4|6
E| E| E| E
5 - - - -
g8l ojo|o0]|oO NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1 (MAPK3),
Adenoma [ 3| 4| 3| 4| 3 NOTCH1 precursor, CD43, NOTCH1 receptor, Cyclin B, ERK1/2
212 2] 2
1121 2
6| 7| 6| 7
_ 2|1 6| 2|6
Leukemia ElEl ElE
_Lymghom b= -] -] -
a Adult 50/ 0(0|O0 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
T-Cell 4|1 4| 3| 4] 3 NOTCH1 receptor
2122 2
3143 4
51 3|5]|3
1/ 5| 5|5]|5 Tissue kallikreins, LST1, Leiomodin, NOTCH1 (NICD), Notch,
6| E| E| E| E NOTCH1 (NEXT), IGHG1, ERK1 (MAPK3), NOTCH1 precursor,
Eve 9 -| -| -] - NFKBIL1, NOTCH1 receptor, Rab-3, Adult hemoglobin, RIG-G,
Diseases [2| 0| 0| 0| O ERK1/2, RBBP7 (RbAp46)
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413 4] 3
212 2| 2
41 4| 4| 4
15| 1|5
6| 5| 6|5
E| E| E| E
Salivary I
5| Gland 9/ 0|0 0O Tissue kallikreins, LST1, IGHG1, ERK1 (MAPK3), NFKBIL1, Rab-3,
7| Diseases | 4| 4| 3| 4] 3 Adult hemoglobin, RIG-G, ERK1/2
212 2| 2
Precursor 7171 7|7
Cell 61| 6|1
Lymphobl 6l 4l 61| 4
astic E|E| E|E
Leukemia . _—
: 6| -| -| -| - Tissue kallikreins, NOTCH1 (NICD), Olfactory receptor, Notch,
5 _L){mghom o0jo|0j]0]|O NOTCH1 (NEXT), NOTCH1 precursor, NOTCH1 receptor, ERK1/2,
8| a 5/4(3|4]3 CapzIP
21 2] 2] 2
71777
8| 1|8|1
114 1] 4
E| E| E| E
Hyperpar T T T
5 g\f]p_p_\md,s 3/0/0|o0]o0
9 m 6| 4| 3| 4| 3 HBG, HBGA, Adult hemoglobin
212 2| 2
8| 7| 8|7
1/1]1]1
2| 4| 2| 4
E| E| E| E
1 - - - -
6| Aortic 6| 0| 0| 0| O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
0| Diseases | 3| 4| 3| 4| 3 NOTCH1 receptor
313|3]|3
41 2| 4|2
0O|0|0]|O
1212
E| E| E| E
6 o|0|0]|O
1| Virilism 8/ 4|3|4|3 Tissue kallikreins, Kallikrein 3 (PSA)



http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1750280396
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1750280396
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1750280396
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-903738911
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-903738911
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-903738911
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-903738911
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-903738911
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-903738911
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-903738911
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-903738911
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-40776536
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-40776536
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-40776536
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1111942371
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1111942371
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1537222146

313/13]3
41 2| 4| 2
210120
91 2|9 2
&'\l"e""‘ﬂ E|E|E|E
Eutaneou 71 -| - -] - Tissue kallikreins, Cyclin B1, NOTCH1 (NICD), Notch, NOTCH1
6|l |6/ 0] 0|0|O (NEXT), ERK1 (MAPK3), NOTCH1 precursor, NOTCH1 receptor,
2| Malignant | 3| 4| 3| 4| 3 Cyclin B, ERK1/2
313/3]|3
51 2| 5| 2
6| 5| 6|5
11212
E| E| E| E
Esophage al o o]
6 %Ieoglasm 9| 0| 0| 0|0 Cyclin B1, NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1
3]s 54| 3| 4] 3 precursor, CKS2, NOTCH1 receptor, Cyclin B
313|13]|3
6| 2| 6| 2
5/5| 5|5
8|1 2| 8] 2
E| E| E| E
Sjogren's I e
6| Syndrom |9| 0| 0| 0| O Tissue kallikreins, LST1, IGHG1, NFKBIL1, Rab-3, Adult
4| e 70 4] 3| 4|3 hemoglobin, RIG-G, ERK1/2
313/13]|3
6| 2| 6| 2
5/5| 5|5
82| 8|2
E| E| E| E
al -| -| -| -
6| xerostomi | 9]/ 0| 0| 0| O Tissue kallikreins, LST1, IGHG1, NFKBIL1, Rab-3, Adult
5| a 71 4| 3] 4] 3 hemoglobin, RIG-G, ERK1/2
313|13]|3
7127 2
05|05
7127 2
E| E| E| E
al -| -| -| -
6 9| 0| 0| 0|0 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1 (MAPK3),
6| Anoxia 84| 3| 4| 3 NOTCH1 precursor, NOTCH1 receptor, ERK1/2, UGDH
6 %g_r 3/ 33|33 Tissue kallikreins, ZNF261, LST1, Cyclin B1, HBG, NOTCH1 (NICD),
7| Disorders | 7 HBGA, PROSC, Olfactory receptor, Notch, NOTCH1 (NEXT),
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9/ 8| 3| 8| 3 IGHG1, ERK1 (MAPK3), NOTCH1 precursor, CD43, 14-3-3
3/ 5|3]5]|3 zeta/delta, OATP-C, CKS2, NOTCH1 receptor, Cyclin B, Kallikrein
310|3]|0 3 (PSA), Adult hemoglobin, ERK1/2, 14-3-3, CapZIP, RBBP7
E|E|E|E (RbAp46)
0/0|0]|0O0
413 4] 3
413 4] 3
04| 0| 4
11212
81| 8|1
1| E| E| E| E
Carcinom 51 - -1 -| - Tissue kallikreins, Kallikrein 1, Cyclin B1, LHX1, HBG, NOTCH1
a Renal |9/0] 00O (NICD), HBGA, Notch, NOTCH1 (NEXT), NOTCH1 precursor, CKS2,
Cell 4| 4| 3| 4] 3 NOTCH1 receptor, Cyclin B, Kallikrein 3 (PSA), Adult hemoglobin
43| 4| 3
1141 4
04| 0| 4
0o/0|0]|0O0
E| E| E| E
beta- N A
Thalasse |4 0] 0] 0} 0
mia 11434 3 HBG, HBGA, Adult hemoglobin
41 3| 4] 3
31 6|3]|6
711|171
519]15|9
E| E| E| E
Thvroid 70 - -] -| - NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1 (MAPK3),
Neoplasm 8| 0] 0| 0] O NOTCH1 precursor, CKS2, NOTCH1 receptor, Cyclin B, ERK1/2,
s 70 43| 4|3 14-3-3
43| 4| 3
5/6| 5|6
21912|9
6| 1| 6|1
E| E| E| E
2 - - - -
Osteoarth | 7| 0| 0] 0| O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
ritis 8| 43| 4] 3 NOTCH1 receptor, ERK1/2
314 3]4/|3 Tissue kallikreins, ZNF261, LST1, Cyclin B1, HBG, NOTCH1 (NICD),
Lymphopr 8| .| .| .| . HBGA, PROSC, Olfactory receptor, Notch, NOTCH1 (NEXT),
oliferative | 4| 8| 8| 8| 8 IGHG1, ERK1 (MAPK3), NOTCH1 precursor, CD43, 14-3-3
Disorders | 7| 2| 8| 2| 8 zeta/delta, OATP-C, CKS2, NOTCH1 receptor, Cyclin B, Kallikrein
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93|93 3 (PSA), Adult hemoglobin, ERK1/2, 14-3-3, CapZIP, RBBP7
E|E|E|E (RbAp46)
0/0|0]|0O0
43|43
43|43
919|199
311]13]|1
6| 5| 6|5
E| E| E|E
5 - - - -
Neurobla |2] 0| 0| 0] O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1 (MAPK3), DR1,
stoma 04| 3| 4| 3 NOTCH1 precursor, NOTCH1 receptor, ERK1/2
51 3|5]|3
0/9|0]|9
2|1 3]12|3
411|141
E| E| E| E
1 - - - -
8/ 00| 0|0 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
Aneurysm | 5| 4| 3| 4| 3 NOTCH1 receptor
5|14 5| 4
512 5]| 2
15| 1|5
04| 0| 4
E| E| E| E
9 -| -| -| - Leiomodin, NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1
Thyroid 6/ 0/ 0|00 (MAPK3), NOTCH1 precursor, CKS2, NOTCH1 receptor, Cyclin B,
Diseases |4| 4| 3| 41| 3 ERK1/2, 14-3-3
5|14 5| 4
6| 3| 6|3
6| 1| 6|1
Neuroect 4151 4|5
odermal E| E| E| E
Tumors,
Primitive, | 2| | | 7| -
Periphera | 3| 0| 0] 0| O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1 (MAPK3), DR1,
| 114 3| 4] 3 NOTCH1 precursor, NOTCH1 receptor, ERK1/2
715|715
11313
2|51 7|57
Leukemia |0 1| 7| 1| 7 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
, T-Cell Ol E| E| E| E NOTCH1 receptor
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0/0|0]|0O0

413 4] 3

7!5|7|5

314|3]| 4

0| 2|0] 2

6| 3|63
LUDUS 1| E| E| E| E
_p_Er thema 1 - - -| - NOTCH1 (NICD), TIRAP (Mal), Olfactory receptor, Notch,
tosus, 6/ 0/ 00| O NOTCH1 (NEXT), NOTCH1 precursor, CD43, NFKBIL1, NOTCH1
Systemic | 1| 4| 3| 4| 3 receptor, RIG-G, ERK1/2, 14-3-3

715|715

5/ 5| 5|5

5/3|5]| 3 CDH26, Tissue kallikreins, ZNF261, LRFN1, Cyclin B1, TIPIN, LHX1,

2| 5| 2|5 NOTCH1 (NICD), Gpbp1, PROSC, Olfactory receptor, Notch,
Neoplasm 5| E| E| E|E C140rf119, NOTCH1 (NEXT), ERK1 (MAPK3), DR1, NOTCH1
_Ls_p— 30 - - -| - precursor, SULT1E1, AO7, OATP-C, CKS2, OR10G3, PLEKHG?2,
Neuroepit 5/0|0]0|0 NOTCH1 receptor, NMRAL1, DOHH, Cyclin B, Rab-3, RIG-G,
helial 5/ 43|43 ERK1/2, CapZIP, RBBP7 (RbAp46)

715|715

8| 6| 8| 6

o|0|0]|0O0

9| 8| 9| 8

E| E| E| E
Hemangi |>| 0| 0] 0] 0
oma 114 3| 4] 3 IRT-1, ERK1 (MAPK3), ERK1/2

715|7|5

9/ 6| 9|6

310|3]|0

0| 8/ 0| 8 Tissue kallikreins, Kallikrein 1, LST1, Cyclin B1, NOTCH1 (NICD),
patholoai 2| E| E| E| E IRT-1, Notch, NOTCH1 (NEXT), ERK1 (MAPK3), NOTCH1
_g_c 6| -| -| -| - precursor, 14-3-3 zeta/delta, NFKBIL1, OATP-C, NOTCH1
Processe | 7| 0| 0| 0| O receptor, Cyclin B, Kallikrein 3 (PSA), Adult hemoglobin, ERK1/2,
s 84| 3| 4| 3 UGDH, 14-3-3

715|715

9/ 6|9]| 6

4,01 4|0

2|1 8| 2| 8

E| E| E| E
Bowen's S
Disease 20| 0|0]|O ERK1 (MAPK3), ERK1/2



http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1461472531
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1461472531
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1461472531
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1461472531
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-672447680
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-672447680
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-672447680
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-672447680
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1780986318
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1780986318
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-563193395
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-563193395
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-563193395
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-563193395
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-414404245
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-414404245

413 4] 3
85| 8|5
217|217
21323
1/ 5| 1|5
E| E| E| E
al -| -| -| -
Lymphom 310|000 NOTCH1 (NICD), Olfactory receptor, Notch, NOTCH1 (NEXT),
a, T-Cell 11434 3 NOTCH1 precursor, NOTCH1 receptor, NMRAL1
85| 8|5
6| 9| 6|9
83| 8|3
51/6| 5|6
2| E| E|] E| E CDH26, Tissue kallikreins, NOTCH1 (NICD), Gpbp1, PROSC,
4| -| -| -| - Olfactory receptor, Notch, NOTCH1 (NEXT), ERK1 (MAPK3),
Glioblasto | 9] 0| 0] 0| O NOTCH1 precursor, AO7, OATP-C, CKS2, OR10G3, NOTCH1
ma 3/4|3| 4] 3 receptor, Rab-3, RIG-G, ERK1/2, CapZIP
8| 5| 8|5
719179
11313
Carcinom 41 6| 4|6
& E|E|E|E
Intraducta
I AN
Noninfiltra | 0| 0| 0| 0] O
ting 9| 4| 3| 4|3 Cyclin B1, ERK1 (MAPK3), Cyclin B, ERK1/2, 14-3-3
8| 5| 8|5
919|199
31737
3/14|13)| 4 Tissue kallikreins, Kallikrein 1, HBG, NOTCH1 (NICD), IRT-1,
3| E| E| E| E HBGA, Olfactory receptor, Notch, NOTCH1 (NEXT), IGHG1, ERK1
1) - - -| - (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta, NFKBIL1, OATP-
vascular |21 0] 0| 0] O C, CKS2, NOTCH1 receptor, Adult hemoglobin, VILIP3, ERK1/2,
Diseases 3| 4| 3| 4| 3 14-3-3, RBBP7 (RbAp46)
8| 5| 8|5
919|199
97|97
7147\ 4
Phenome LVEJE]EE
maand Yl -l -] -] - Tissue kallikreins, NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1
Processe |8/ 0| 0| 0| O (MAPK3), SRB7, NOTCH1 precursor, MTL5, NOTCH1 receptor,
s 9| 4| 3| 4|3 Kallikrein 3 (PSA), RIG-G, ERK1/2
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915|195
0/9|10]|9
8| 7| 8|7
) 0|40 4
Symptom sl | -] -] -
8 %esgirato 70000 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1 (MAPK3),
8| ry 114 3| 4] 3 NOTCH1 precursor, NOTCH1 receptor, ERK1/2, UGDH
9/ 6| 9|6
411|141
716 7|6
8| 6| 8| 6
2| E| E|] E| E Tissue kallikreins, IGHG4, Kallikrein 1, LST1, NOTCH1 (NICD), IRT-
Musculos | 2| - | - | -| - 1, Notch, NOTCH1 (NEXT), IGHG1, ERK1 (MAPK3), NOTCH1
8| keletat |1/ 0] 0| 0O precursor, NFKBIL1, OATP-C, NOTCH1 receptor, Rab-3, Kallikrein
9| Diseases | 1| 4| 3| 4] 3 3 (PSA), Adult hemoglobin, RIG-G, ERK1/2
16| 1|6
0/9|10]|9
9|1 1191
0| 8| 0] 8
E| E| E| E
9| Cholestea [1| 0| 0] 0] 0
0| toma 4 33|33 ERK1 (MAPK3), ERK1/2
1/6|1]6
0/9|10]|9
9|1 1191
0| 8| 0| 8
E| E| E| E
9| Gangliogli | 1| 0| 0 0| 0
1| oma 41 33| 3] 3 Cyclin B1, Cyclin B
16| 1|6
0/9|0]|9
911|191
9|1 8|9 8
2| E| E| E| E CDH26, Tissue kallikreins, NOTCH1 (NICD), Gpbp1, PROSC,
5( -1 - -| - Olfactory receptor, Notch, NOTCH1 (NEXT), ERK1 (MAPK3),
9| Astrocyto | 4| 0| 0] 0] 0 NOTCH1 precursor, AO7, OATP-C, CKS2, OR10G3, NOTCH1
2| ma 213133 3 receptor, Rab-3, RIG-G, ERK1/2, CapZIP
9| Dementia |6 1| 7| 1| 7
3| ,Vascular | O Tissue kallikreins, Kallikrein 1, Notch
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21 7|27
51 3]5]|3
410(4]0
E| E| E| E
0/0|0]|0O0
313|13]|3
1|1 71| 7
2|17 2|7
51 3|5]|3
51/0|5|0
E| E| E| E
Pneumoc T T T
9| occal 10/ 0|0]|O0
4| Infections | 5| 3| 3| 3| 3 ERK1 (MAPK3), ERK1/2
11717
2171 2|7
7191 7] 9 CDH26, Tissue kallikreins, Kallikrein 1, Cyclin B1, AL1A1, LHX1,
8| 2| 8] 2 HBG, Leiomodin, NOTCH1 (NICD), IRT-1, HBGA, TIP47, Olfactory
5| E| E| E|E receptor, Notch, NOTCH1 (NEXT), IGHG1, ERK1 (MAPK3),
Endocrine 71 -1 - -| - NOTCH1 precursor, Lemd1, Hnl, NFKBIL1, OATP-C, CKS2,
9 S—)(stem 510/ 0l0]0 NOTCH1 receptor, RNF11, Cyclin B, Kallikrein 3 (PSA), Adult
5| Diseases | 8] 3| 3| 3| 3 hemoglobin, ZHX3, ERK1/2, 14-3-3, CCDC28A, RBBP7 (RbAp46)
18| 1] 8
419(14]9
711|171
8| 18| 1
3| E| E|] E| E Tissue kallikreins, Kallikrein 1, Cyclin B1, AL1A1, NOTCH1 (NICD),
Ovarian o -| -| -] - IRT-1, TIP47, Olfactory receptor, Notch, NOTCH1 (NEXT), ERK1
9| Neoplas plasm 2/ 0|l 0] 0|0 (MAPK3), NOTCH1 precursor, Hn1, OATP-C, NOTCH1 receptor,
6|s 7131 3| 3]|3 Cyclin B, Kallikrein 3 (PSA), ZHX3, ERK1/2, 14-3-3, CCDC28A
119]1]9
51 2| 5| 2
4|1 4| 4| 4 CDH26, Tissue kallikreins, ZNF261, LRFN1, Cyclin B1, TIPIN, LHX1,
94| 9| 4 NOTCH1 (NICD), Gpbp1, PROSC, Olfactory receptor, Notch,
5| E| E| E| E C140rf119, NOTCH1 (NEXT), ERK1 (MAPK3), NOTCH1 precursor,
of -| -| -| - SULT1E1, AO7, OATP-C, CKS2, OR10G3, PLEKHG2, NOTCH1
9 8/ 0| 0|0|O0 receptor, NMRAL1, DOHH, Cyclin B, Rab-3, RIG-G, ERK1/2,
7| Glioma 8 313|333 CapzIP
119]1]9
9 ileom 1/ 6| 5| 6|5
8| Paranoid |7| 1| 5| 1| 5 14-3-3 zeta/delta, 14-3-3
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81 9| 8] 9
E| E| E| E
0o(0| 0] O
313|133
119119
6| 6| 6| 6
51 6| 5] 6
21 2| 2] 2
E| E| E| E

9| Thalasse |6 0| 0| 0} 0

9| mia 6|/ 3| 3] 3|3 HBG, HBGA, Adult hemoglobin
11111
710 71]0
913|193
318 3] 8

1 Central ) EIE|EE

Nervous T T T

0| Infections | 6] 3| 2| 3| 2 IRT-1, ERK1 (MAPK3), Adult hemoglobin, ERK1/2, 14-3-3
111111
8/ 0| 8]0
1141 4
6|1 6|1

Carcinom EIE|EIE

1 —a - - - -

0| Mucoepid 1| 0| 0] 0] 0

1| ermoid 8| 32|32 ERK1 (MAPK3), ERK1/2
111111
8/ 0| 8]0
8| 6| 8| 6
o7 0] 7
E| E| E| E

1 1) - - - -

O| Leiomyo [4]| 00|00

2| ma 8/ 32| 3] 2 AL1A1, ERK1 (MAPK3), ERK1/2, 14-3-3
211121
01|01

1 Neoplasm 31413]4

O|s, Multiple | 7| 8| 5| 8|5

3| Primary 1| E| E| E| E RNF11, ERK1/2, 14-3-3
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0|0j0]|O
31232
211121
1711 1]1
11717
5| 8| 5| 8 Tissue kallikreins, ZNF261, LRFN1, Cyclin B1, TIPIN, LHX1,
Neuroect 3| E| E|] E|E NOTCH1 (NICD), Olfactory receptor, Notch, C14orf119, NOTCH1
1 odermal |31 -1 -1 -] - (NEXT), ERK1 (MAPK3), DR1, NOTCH1 precursor, SULT1E1,
0| Tumors. 3/]0|{0|0]|O0 PLEKHG2, NOTCH1 receptor, NMRAL1, DOHH, Cyclin B, RIG-G,
4| Primitive | 3| 3| 2| 3| 2 ERK1/2
211121
17111
5/ 8| 5| 8
21 2|22
1 E| E| E| E
1 1 - - -| - Tissue kallikreins, NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1
0| Alzheimer |4/ 0| 0| O| O (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta, NOTCH1
5| Disease 11312 3] 2 receptor, VILIP3, ERK1/2, 14-3-3
211121
1/1]1]1
8| 8| 8| 8
41 2| 4] 2
1| E| E| E| E Tissue kallikreins, HBG, NOTCH1 (NICD), HBGA, Olfactory
1 8| - -] -| - receptor, Notch, NOTCH1 (NEXT), IGHG1, NOTCH1 precursor,
0| Multiple 8/0[0|0]|O 14-3-3 zeta/delta, CKS2, NOTCH1 receptor, Adult hemoglobin,
6| Myeloma | 2| 3| 2| 3| 2 14-3-3, RBBP7 (RbAp46)
211121
1/1]1]1
8| 8| 8| 8
412|412
2| E| E| E| E Tissue kallikreins, HBG, NOTCH1 (NICD), HBGA, Notch, NOTCH1
1 Neurodec o| -| -| -1 - (NEXT), ERK1 (MAPK3), NOTCH1 precursor,. 14-3-3 zet'a/delta,
0| enerative |7/ 0] 0| 0| O NOTCH1 receptor, RNF11, Adult hemoglobin, Protrudin, VILIP3,
7| Diseases | 9] 3| 2| 3| 2 ERK1/2, 14-3-3
211121
211121
219129
412|412
1) paranasal | 1| E| E| E| E
Olsinus |5 | -| | -
8| Diseases |5 0| 0| 0| O Tissue kallikreins, Olfactory receptor, Notch, Spinophilin
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31232
211121
211121
8|1 9| 8|9
8| 6| 8| 6
1| E| E| E| E Tissue kallikreins, HBG, NOTCH1 (NICD), HBGA, Olfactory
1 Neoplasm 8| -| -| -] - receptor, Notch, NOTCH1 (NEXT), IGHG1, NOTCH1 precurso‘r,
O0|s plasma |9] 0] 0| O O 14-3-3 zeta/delta, CKS2, NOTCH1 receptor, Adult hemoglobin,
9| Cell 1] 3] 2] 3] 2 14-3-3, RBBP7 (RbAp46)
211121
21121
8|1 9| 8|9
8| 6| 8| 6
1| E| E| E| E Tissue kallikreins, HBG, NOTCH1 (NICD), HBGA, Olfactory
1 8 -| -| -] - receptor, Notch, NOTCH1 (NEXT), IGHG1, NOTCH1 precursor,
1| paraprote |91 0| 0] 0] O 14-3-3 zeta/delta, CKS2, NOTCH1 receptor, Adult hemoglobin,
0| inemias 1132 3|2 14-3-3, RBBP7 (RbAp46)
21121
21121
919|199
3/ 6|3]|6
E| E| E| E
1 I R
Parathyro
1lid 710000
1| Diseases | 4| 3| 2| 3| 2 HBG, HBGA, Adult hemoglobin
211121
311131
319|3|9
3/ 6|3]|6
3| E| E| E| E Tissue kallikreins, Kallikrein 1, Cyclin B1, AL1A1, NOTCH1 (NICD),
1 1 -] -| -] - IRT-1, TIP47, Olfactory receptor, Notch, NOTCH1 (NEXT), ERK1
1| ovarian 3/]0|0|0]|O0 (MAPK3), NOTCH1 precursor, Hnl, OATP-C, NOTCH1 receptor,
2| Diseases | 9| 3| 2| 3] 2 Cyclin B, Kallikrein 3 (PSA), ZHX3, ERK1/2, 14-3-3, CCDC28A
21121
31131
319|3|9
4|1 6| 4|6
1| E| E| E| E
1 1 - - -| - Tissue kallikreins, NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1
1| Tauopathi | 5] 0] 0] 0] O (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta, NOTCH1
3| es 3131232 receptor, VILIP3, ERK1/2, 14-3-3
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211121
311131
6| 9| 6|9
119|109
3| E| E|] E|E Tissue kallikreins, Kallikrein 1, Cyclin B1, AL1A1, NOTCH1 (NICD),
1 10 - - -] - IRT-1, TIP47, Olfactory receptor, Notch, NOTCH1 (NEXT), ERK1
1| Adnexal 4101000 (MAPK3), NOTCH1 precursor, Hn1, OATP-C, NOTCH1 receptor,
4| Diseases | 2| 3| 2| 3| 2 Cyclin B, Kallikrein 3 (PSA), ZHX3, ERK1/2, 14-3-3, CCDC28A
211|121
31232
8/, 0] 8|0 Tissue kallikreins, IGHG4, Cyclin B1, AL1A1, NOTCH1 (NICD),
3/013|0 SNX1, Olfactory receptor, Notch, Thioredoxin-like 2, NOTCH1
4| E| E| E| E (NEXT), IGHG1, ERK1 (MAPK3), NOTCH1 precursor, SULT1E1,
1 20 -| -1 -| - CDA43, 14-3-3 zeta/delta, NFKBIL1, OATP-C, CKS2, Annexin XI,
1| colonic 70000 NOTCH1 receptor, Cyclin B, Kallikrein 3 (PSA), Adult hemoglobin,
5| Diseases | 2| 3| 2| 3| 2 ERK1/2, 14-3-3
211|121
4121 4] 2
713|713
6| 6| 6| 6
E| E| E| E
1 . I
1 E_Sn%m 2/ 0|0|0]|O
6| Japanese | 1| 3| 2| 3| 2 ERK1 (MAPK3), ERK1/2
211121
6| 3| 6|3
712 7] 2
8| 5| 8|5
1| E| E| E| E Tissue kallikreins, HBG, NOTCH1 (NICD), HBGA, Olfactory
1| Blood 9| -| -| -| - receptor, Notch, NOTCH1 (NEXT), IGHG1, NOTCH1 precursor,
1| protein 2/0|0|0]|O 14-3-3 zeta/delta, CKS2, NOTCH1 receptor, Adult hemoglobin,
7| Disorders | 2| 3| 2| 3| 2 14-3-3, RBBP7 (RbAp46)
211121
94| 9| 4
213|123
97|97
1| E| E| E| E Tissue kallikreins, HBG, NOTCH1 (NICD), HBGA, Olfactory
1 Hemostati | 01 -1 -1 -] - receptor, Notch, NOTCH1 (NEXT), IGHG1, NOTCH1 precursor,
1l (4] 0|0]O0]O 14-3-3 zeta/delta, CKS2, NOTCH1 receptor, Adult hemoglobin,
8| Disorders |0| 3| 2| 3] 2 14-3-3, RBBP7 (RbAp46)
Endocrine
1| Gland 4121121 CDH26, Tissue kallikreins, Kallikrein 1, Cyclin B1, AL1A1, LHX1,
1 Woplasm 8 NOTCH1 (NICD), IRT-1, TIP47, Olfactory receptor, Notch,
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9| s 1191419 4 NOTCH1 (NEXT), IGHG1, ERK1 (MAPK3), NOTCH1 precursor,
1171 4] 7| 4 Lemd1, Hn1, OATP-C, CKS2, NOTCH1 receptor, RNF11, Cyclin B,
1/6|1]6 Kallikrein 3 (PSA), ZHX3, ERK1/2, 14-3-3, CCDC28A, RBBP7
E|E|E|E (RbAp46)
0/0|0]|0O0
31232
311131
04| 0| 4
31 6|3]|6
8| 6| 8| 6
2| E| E|] E| E Tissue kallikreins, ZNF261, LST1, Cyclin B1, NOTCH1 (NICD),
1 Lymphati 70 -1 - -| - PROSC, Olfactory receptor, Notch, NOTCH1 (NEXT), IGHG1, ERK1
2| ¢ 710 0] 0|0 (MAPK3), NOTCH1 precursor, CD43, OATP-C, NOTCH1 receptor,
0| Diseases |3] 3| 2| 3] 2 Cyclin B, Kallikrein 3 (PSA), ERK1/2, CapZIP
311|131
2| 5| 2|5
03|03
313/13]3
3| E| E|] E|E Tissue kallikreins, Kallikrein 1, Cyclin B1, AL1A1, NOTCH1 (NICD),
1 20 -| -] -| - IRT-1, TIP47, Olfactory receptor, Notch, NOTCH1 (NEXT), ERK1
2| Gonadal 20| 00| O (MAPK3), NOTCH1 precursor, Hn1, OATP-C, NOTCH1 receptor,
1| Disorders | 1| 3| 2| 3| 2 Cyclin B, Kallikrein 3 (PSA), ZHX3, ERK1/2, 14-3-3, CCDC28A
311131
2| 52|65
313/13]|3
114 1| 4
E| E| E| E
1 - - - -
2| chondro 2] 0|0} 0] 0
2| ma 41 3|1 2| 3| 2 ERK1 (MAPK3), ERK1/2
311|131
4151 4| 5
0|7|0]| 7
4| 8| 4| 8 Tissue kallikreins, Kallikrein 1, HBG, NOTCH1 (NICD), IRT-1,
3| E| E| E| E HBGA, Olfactory receptor, Notch, NOTCH1 (NEXT), IGHG1, ERK1
1 Cardiovas 4 -| -| -] - (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta, NFKBIL1, OATP-
2 cular |6/ 0] 0|00 C, CKS2, NOTCH1 receptor, Adult hemoglobin, VILIP3, ERK1/2,
3| Diseases | 0| 3| 2| 3] 2 14-3-3, RBBP7 (RbAp46)
1 Pha(mac 4 3111311
ological N e
2| Phenome | 1| 4] 5| 4|5 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
4| na 3/0(7| 0] 7 NOTCH1 receptor, ERK1/2
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78| 7] 8

E| E| E| E

0|0j0]|O

31232

311131

4|15 4|5

0|7(0]| 7

71 8|7] 8

E| E| E|E
L Drug Aol o
2| Resistanc |1/ 0] 0] 0| O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
5|e 3131232 NOTCH1 receptor, ERK1/2

311131

5/6|5|6

0|1(0]|1

410(4]|0

E| E| E| E
1 . - - - -
2 E_SH%M 2/ 0|0|0]|O
6| Arbovirus | 5| 3| 2| 3| 2 ERK1 (MAPK3), ERK1/2

311131

6| 6| 6| 6

4|1 6| 4|6

311131

E| E| E| E
1 20 - -| -] -
2 90| 0| 0O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
7| Infertility 03| 2| 3] 2 NOTCH1 receptor

311131

717|717

6| 0| 6|0

0|1(0]|1

2| E| E| E| E Tissue kallikreins, ZNF261, Kallikrein 1, HBG, NOTCH1 (NICD),

1 8 -| -| -] - IRT-1, HBGA, Olfactory receptor, Notch, NOTCH1 (NEXT), ERK1
2| Brain 2/ 0| 0|0]|O (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta, NOTCH1
8| Diseases | 6| 3| 2| 3] 2 receptor, RNF11, Adult hemoglobin, VILIP3, ERK1/2, 14-3-3

411|141

0| 80| 8
1 Gastroes 813183
2| ophageal 2] 2| 2| 2|2
9| Reflux 7| E| E| E| E ERK1 (MAPK3), ERK1/2
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0/0|0]|0O0
31232
411|141
31913]9
7147\ 4
4|1 8| 4| 8
2| E| E| E| E Tissue kallikreins, HBG, NOTCH1 (NICD), HBGA, Olfactory
1 Hemorrha o - -1 -| - receptor, Notch, NOTCH1 (NEXT), IGHG1, NOTCH1 precursor,
3 gg— 2/ 0|l 0] 0|0 14-3-3 zeta/delta, CKS2, NOTCH1 receptor, Adult hemoglobin,
O| Disorders | 4| 3| 2| 3| 2 14-3-3, RBBP7 (RbAp46)
42| 4| 2
7101 7|0
0|7|0]| 7
0|7|0]| 7
1 Creutzfel E E E E
dt-Jakob
3| syndrom |2 0 0] 00
lle 91 3| 2| 3| 2 IRT-1, 14-3-3
42| 4| 2
8| 18| 1
9|1 4| 9| 4
4|1 5| 4|5
Uterine 3| E| E| E| E Tissue kallikreins, RY1, LRFN1, Cyclin B1, AL1A1, NOTCH1 (NICD),
1| Cervical 5( -1 - -| - Gpbp1, TIP47, Olfactory receptor, Notch, NOTCH1 (NEXT), ERK1
3| Neoplas plasm |6 0| 0| 0| O (MAPK3), CALCOCO2, NOTCH1 precursor, MTL5, NOTCH1
2|s 31312] 3] 2 receptor, Cyclin B, Rab-3, ERK1/2, UGDH, 14-3-3, CapZIP
41 2| 4| 2
9|1 1191
2|1 4] 2| 4
715|715
3| E| E| E| E Tissue kallikreins, RY1, LRFN1, Cyclin B1, AL1A1, NOTCH1 (NICD),
1| Uterine 5( -1 - -| - Gpbp1, TIP47, Olfactory receptor, Notch, NOTCH1 (NEXT), ERK1
3| cervical 6/ 0/ 00| O (MAPK3), CALCOCO2, NOTCH1 precursor, MTL5, NOTCH1
3| Diseases | 5| 3| 2| 3| 2 receptor, Cyclin B, Rab-3, ERK1/2, UGDH, 14-3-3, CapZIP
51 2| 5| 2
0/1|0]| 1
2171 2|7
6| 2| 6| 2
1 3| E| E| E| E
3| oligoden 1| -| -| | - NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
4| droglioma | 3| 0| 0| 0| O NOTCH1 receptor
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31232
52| 5] 2
1121 2
51|51
310|13]|0
. 1| E| E| E| E
Physiolog
1) ical O - - -| -
3| Phenome | 9] 0| 0 0] 0 NOTCH1 (NICD), Notch, NOTCH1 (NEXT), ERK1 (MAPK3), SRB7,
5| na 83| 2| 3| 2 NOTCH1 precursor, MTL5, NOTCH1 receptor, RIG-G, ERK1/2
5|1 2|5]| 2
31232
5|/ 8| 5| 8
81| 8|1
e ||
Disease
3| Extrama 3]0/ 0(0|O0
6| mmary 1{3| 2| 3] 2 ERK1 (MAPK3), ERK1/2
51 2| 5| 2
51 3|5]|3
11212
219129
o | EE[E|
Positive
3| Bacterial |2 0| 0| O] O
7| Infections |O0| 3| 2| 3| 2 TIRAP (Mal), ERK1 (MAPK3), NFKBIL1, Adult hemoglobin, ERK1/2
5|1 2|5]| 2
51 3]5]|3
6| 3|63
5/5| 5|5 Tissue kallikreins, RY1, LST1, Cyclin B1, NOTCH1 (NICD), SNX1,
4| E| E| E| E TIRAP (Mal), Olfactory receptor, Notch, PAP41, NOTCH1 (NEXT),
1 71 - -1 -| - IGHG1, ERK1 (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta,
3| Mouth 710000 NFKBIL1, AO7, PLEKHG2, NOTCH1 receptor, Cyclin B, Rab-3,
8| Diseases | 6| 3| 2| 3| 2 Adult hemoglobin, FAM63A, RIG-G, ERK1/2, DEAF, 14-3-3
51 2| 5| 2
713|173
5/19|5]| 9 Tissue kallikreins, ZNF261, LST1, Cyclin B1, HBG, NOTCH1 (NICD),
. 21 6| 2|6 HBGA, PROSC, Olfactory receptor, Notch, NOTCH1 (NEXT),
% 4| E| E| E|E IGHG1, ERK1 (MAPK3), NOTCH1 precursor, CD43, 14-3-3
1 Lvm hati 51 - -1 -| - zeta/delta, OATP-C, CKS2, NOTCH1 receptor, Cyclin B, Kallikrein
3¢ 4/ 00| 0|0 3 (PSA), Adult hemoglobin, ERK1/2, 14-3-3, CapZIP, RBBP7
9| Diseases | 7| 3| 2| 3] 2 (RbAp46)
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5|1 2| 5] 2
8| 4| 8| 4
110]1]|0
6| 5| 6|5
1 P_aranasal 1 E E E E
Sinus
4| Neoplasm | 0| 0 0] 0| 0
0|s 31 3|2 3|2 Tissue kallikreins, Olfactory receptor, Notch
6| 2| 6| 2
04| 0| 4
5/8| 5| 8
6| 7| 6|7
E| E| E| E
1 Esophage T T T
4 aI_I\/I%tT'?_y 310|000
1| Disorders | 3| 3| 2| 3| 2 ERK1 (MAPK3), ERK1/2
6| 2| 6] 2
1|{5]1]|5
Patholoqgi 6|11 6|1
cal N 95| 9|5 Tissue kallikreins, Kallikrein 1, LST1, Cyclin B1, NOTCH1 (NICD),
w 4| E| E| E|E IRT-1, Notch, NOTCH1 (NEXT), ERK1 (MAPK3), SRB7, NOTCH1
i el I | R R (Y precursor, 14-3-3 zeta/delta, NFKBIL1, OATP-C, MTL5, NOTCH1
4 S_}{m ptom 31]0|0]0|0O0 receptor, Cyclin B, Rab-3, Kallikrein 3 (PSA), Adult hemoglobin,
2|s 2013232 Protrudin, RIG-G, ERK1/2, UGDH, 14-3-3
6| 2| 6] 2
4| 6| 4|6
6| 1| 6|1
2171 2|7
E| E| E| E
1 Nose N
4| Neoplasm | 0| 0| 0] 0| 0
3]s 7131 2| 3] 2 Tissue kallikreins, Olfactory receptor, Notch
6| 2| 6] 2
5/6|5|6
8| 4| 8| 4 Tissue kallikreins, RY1, LST1, Cyclin B1, AL1A1, NOTCH1 (NICD),
3173]|7 SNX1, TIRAP (Mal), Olfactory receptor, Notch, PAP41, NOTCH1
5| E| E| E| E (NEXT), IGHG1, ERK1 (MAPK3), NOTCH1 precursor, 14-3-3
1 Stomatoc 8| -| -| -| - zeta/delta, NFKBIL1, AO7, OATP-C, PLEKHG2, NOTCH1 receptor,
4| hathic 2/ 0/ 00O Cyclin B, Rab-3, Adult hemoglobin, FAM63A, RIG-G, VILIP3,
4| Diseases | 1| 3| 2| 3| 2 ZHX3, ERK1/2, DEAF, 14-3-3
Pancreati
1| ¢ 2| 6|2 6] 2 CDH26, Tissue kallikreins, IGHG4, Cyclin B1, AL1A1, LHX1, HBG,
4| Diseases |9 HBGA, Olfactory receptor, Notch, IGHG1, ERK1 (MAPK3), Lemd1,
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5 8/ 7| 6| 7|6 NFKBIL1, Cyclin B, Adult hemoglobin, ERK1/2, 14-3-3, RBBP7
0| 2| 8| 2| 8 (RbAp46)
03|03
E| E| E| E
0/0|0]|0O0
31232
6| 2| 6| 2
97|97
716|7]|6
4| 6| 4| 6
E| E| E| E
11 Bone L e
4| Resorptio 1| 0| 01 0| 0
6| n 0| 3| 2| 3] 2 Tissue kallikreins, Notch, Kallikrein 3 (PSA)
7127 2
0|7|0]| 7
517|157
217 2|7
1 Multiple EIE]E|E
Endocrine T T T
4| Neoplasia 0000
7| Type2b |2| 3] 2| 3] 2 RNF11
712 7| 2
3|1 8| 3| 8
2| 6|26
0|40 4
Central 3| E|E|E|E Tissue kallikreins, ZNF261, Kallikrein 1, HBG, NOTCH1 (NICD),
1| Nervous o| -| -| -1 - IRT-1, HBGA, Olfactory receptor, Notch, NOTCH1 (NEXT), ERK1
4| system ojoj0|0|O (MAPK3), NOTCH1 precursor, 14-3-3 zeta/delta, NOTCH1
8| Diseases | 4| 3| 2| 3| 2 receptor, RNF11, Adult hemoglobin, VILIP3, ERK1/2, 14-3-3
7127 2
519|15|9
7147\ 4
02|02
E| E| E| E
1 " N I
Deglutitio
4| 3/]0/0(0|O0
9| Disorders | 7| 3| 2| 3| 2 ERK1 (MAPK3), ERK1/2
713|173
1 . . . . .
Paget's
5| Disease, [3|9[0]9]0
Ol Mammary | 8| 7| 7| 7| 7 ERK1 (MAPK3), ERK1/2
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31 2|32

81 3|8]|3

4| 2| 4| 2

5/4|5]| 4

412 4] 2

E| E| E|E
1 1| -| -| -| -
5| Aneuploid | 1| 0| 01 0] 0
1|y 83| 2| 3] 2 Tissue kallikreins, Kallikrein 3 (PSA), 14-3-3

81 3|8]|3

713|173

41343

82| 8|2

1/ E| E| E| E

1 5( -1 - -| - Tissue kallikreins, Kallikrein 1, AL1IA1, NOTCH1 (NICD), Olfactory
5| Mental 7/0| 00| O receptor, Notch, NOTCH1 (NEXT), NOTCH1 precursor, 14-3-3
2| Disorders | 1] 3| 2| 3| 2 zeta/delta, NOTCH1 receptor, Spinophilin, 14-3-3

81 3|8]|3

81 3|8]|3

5/4|5]| 4

0/9/0]9

E| E| E| E
1 1 - - -] -
5| Hair 2/ 0|0|0|O0
3| Diseases | 0| 3| 2| 3] 2 Tissue kallikreins, Notch, Kallikrein 3 (PSA)

913|193

1141 4

412 4] 2

63| 6|3

E| E| E| E
. Lung A
5| Diseases. | 6| 0| 0| 0| O NOTCH1 (NICD), Notch, NOTCH1 (NEXT), NOTCH1 precursor,
4| Interstitial | 2| 3| 2| 3| 2 NOTCH1 receptor

913|193

Nutritional 312|142 4 Tissue kallikreins, Kallikrein 1, Cyclin B1, NOTCH1 (NICD), Notch,

1500 |0 0] 2]0]2 NOTCH1 (NEXT), ERK1 (MAPK3), SRB7, NOTCH1 precursor,
5| Metabolic | 7| 3| 3| 3| 3 NFKBIL1, OATP-C, MTL5, NOTCH1 receptor, Cyclin B, Adult
5| Diseases |0O| E| E| E| E hemoglobin, RIG-G, ZHX3, ERK1/2, 14-3-3
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0|0j0]|O
312|132
91319 3
214 2|4
21 2| 2] 2
413 4] 3
. E| E| E| E
1 Depressiv sl | -] -] -
5 %isorder ojo0ol0j]0]|O NOTCH1 (NICD), Olfactory receptor, Notch, NOTCH1 (NEXT),
6| Major 91 3| 2| 3| 2 NOTCH1 precursor, NOTCH1 receptor
91319 3
8| 6| 8|6
21222
41 3| 4]| 3
E| E| E| E
1 5( -1 - - -
5| Bacterial 10|00/ O TIRAP (Mal), ERK1 (MAPK3), NFKBIL1, Adult hemoglobin,
7| Infections | 6| 3| 2| 3| 2 ERK1/2, 14-3-3
13|13
0|7(0]| 7
5/ 8| 5| 8
6| 2| 6| 2
E| E| E| E
1 I R
5 0|0j0]|O
8| CADASIL 3| 2| 2| 2] 2 Notch
13|13
0|7(0]| 7
5/ 8| 5| 8
Mycobact 61 21 6| 2
enum E| E| E|E
1 | Infections L]
5| Nontuber 000} 0
9| culous 3] 22|22 Adult hemoglobin
13|13
o0|7(0]| 7
5/ 8| 5| 8
. 6| 2| 6| 2
1 Mpl_g E| E| E| E
Endocrine
6| Neoplasia o]
0| Type 2a 3/0|{0|0]|O RNF11
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21 2| 2] 2
13|13
0|7(0]| 7
5|1 8| 5| 8
Spastic 6l 21 61| 2
Parapleqi ElEl EIlE
a,
11 Autosoma T T T
6] 0/0|0]|0O0
1| Dominant | 3| 2| 2| 2| 2 Protrudin
13|13
0|7|0]| 7
5|/ 8| 5| 8
82| 8|2
E| E| E| E
1 S I I
6| Tuberous | 4| 0] 01 0|0
2| Sclerosis | 4] 2| 2| 2| 2 ERK1/2, 14-3-3
1141 4
213|123
31 6|3]|6
0/9|10]|9
E| E| E| E
1 Depressiv I
6| e 4,0/ 0]0|O0 NOTCH1 (NICD), Olfactory receptor, Notch, NOTCH1 (NEXT),
3| Disorder 202 2] 2] 2 NOTCH1 precursor, NOTCH1 receptor
114 1| 4
214 2| 4
51|51
0|5/ 0|5
Neogla_sm ElEl EIlE
1 S, Cy_stlc, R
Mucinous
6| and 4, 0| 0]0|O0
4| Serous 82| 2| 2] 2 ERK1 (MAPK3), ERK1/2
1141/ 4
3/5|/3]|5
119]1]9
0|7|0]| 7
Psychiatr LB EJELE
1 yand 8| - -| -| - Tissue kallikreins, Kallikrein 1, AL1A1, NOTCH1 (NICD), Olfactory
6| Psycholo [ 6| 0| 0] 0] O receptor, Notch, NOTCH1 (NEXT), NOTCH1 precursor, 14-3-3
5| gy 412|121 2] 2 zeta/delta, NOTCH1 receptor, Spinophilin, Rab-3, 14-3-3
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1141 4
3/ 6|3|6
210120
18| 1] 8
E| E| E| E
1 8| -| -| -| -
6| Inflammat | 9/ 0| 0| 0| O Tissue kallikreins, Kallikrein 1, LST1, ERK1 (MAPK3), 14-3-3
6| ion 112222 zeta/delta, Adult hemoglobin, ERK1/2, 14-3-3
14|14
318|338
9|1 1191
1/6|1]6
E| E| E| E
1 20 -| -| -| -
6 Hypertrop 6/0/ 0400
7| hy 2122 2| 2 Tissue kallikreins, ERK1 (MAPK3), ERK1/2, 14-3-3
14|14
318|338
9|1 1191
Autoimmu 716|786
he 1| E|E|E|E
1 Diseases ol - - -| -
of the
6| Nervous | 8| 0| 0 0] 0 Tissue kallikreins, NOTCH1 (NICD), IRT-1, Notch, NOTCH1 (NEXT),
8| System 4121 2| 2| 2 NOTCH1 precursor, NOTCH1 receptor, ERK1/2, 14-3-3
114 1| 4
41914]9
4|1 5| 4|5
6| 5| 6|5
E| E| E| E
11 Anemia S I I e
6| Sickle 4/0/0{0f0
9| Cell 4l 2| 2] 2|2 HBG, HBGA, Adult hemoglobin
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Table 10S: Enrichment analysis report. Enrichment by Diseases (by Biomarkers) (healthy control vs
SVZn)

SVZn
Enrichment by Limma
Diseases (by Input_ge
Biomarkers) nelist
T P '
) " E D
Disease D Network Objects from
# t D .
S a Active Data
a R ¢
! a
Leukemi
a,
Myeloid,
Chronic- | 1

1| Phase 9 5 | HSPA1B, HSP70, HSPA2, HSPA1A, HSC70

Hearing
LOSS,
Noise- 1

2| Induced 3 4 | HSPA1B, HSP70, HSPA2, HSPA1A

Leukemi
a,
Biphenot
ypic, 3
3| Acute 4 5 | HSPA1B, HSP70, HSPA2, HSPA1A, HSC70

4| Abscess | 6 3 | HSPA1B, HSP70, HSPA1A

Leprosy,
Tubercul

5| oid 3 | HSPA1B, HSP70, HSPA1A

Pulmonar
6| y Edema

aNwo MarvwNro MrooNoo Modvm~NwPloio Mvow®Rloo Mook PO MsS —Z

aoNlono MoroPloo Moo~ |l~No MR vwP|vo MO ~N~NN oo Morvol| ©c 2T
oMo MoroPFloo Moo~wP|lwNo MeErvwPlv~o, MO N~NPN oo MorvolPo e &<

aoNwo MarvwNNro  MrooPoo Mo ~wPloo MvVowRPloo, Moo P

WENPE

3 | HSPA1B, HSP70, HSPA1A
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110|1]|0
3/ 93] 9
E|E|E|E
oj0j0] O
5/ 3| 5] 3
3.12.|13. ]2
11717
8| 2| 8| 2
8/ 8| 8| 8
E|E|E|E
Leprosy, Eo I N
Paucibac [1| O] 0| O] O
7| illary 4| 5| 3| 5| 3|3 | HSPA1B, HSP70, HSPA1A
4,13.]4.]|3.
8| 2| 8| 2
716 7|6
3/0]3]0
E|E|E|E
10| 0]0|O0
8| Fistula 6| 5| 3| 5| 3|3|HSPAI1B, HSP70, HSPA1A
4.13.|4.]3.
Leukemi 8| 2| 8| 2
a, 9/ 6| 9| 6
Myeloge 8|, 0| 8|0
nous, E|E|E|E
Chronic 2 - -| -] -
BCR-ABL |[1| 0| 0| O] O HSPA1B, HSP70, SET, HSPA2, HSPA1A, SET/NUP214 fusion
9| Positive 0| 5| 3| 5] 3|7 protein, HSC70
7.14. 7. |4
2131 2|3 Annexin V, eEF1A, RBBP8 (CtIP), IGHG4, Cyclin B1, HSPA1B,
41 3| 4] 3 ECE1, AL1A1, HDAC7, MENA, SNX1, Histone deacetylase class
319|309 I, Olfactory receptor, Thioredoxin-like 2, Calmyrin, EPS8L1,
4| E|E| E|E HSP70, IGHG1, eEF2K, TXNRD1, SMYD3, Calmodulin, HSPA2,
21 - - -| - HSPA1A, CKS2, Annexin XI, Cyclin B, GMEB1, PTPN2,
1| Colonic 71 0] 0| 0| 0] 3 | Fructosamine-3-kinase, PP2C, HSC70, TARDBP (TDP43),
0| Diseases | 2| 5| 3| 5| 3|6 | PRCC, RUVBLI1, VILIP1
8.14.1]8. |4
3/ 5/3|5
4| 4| 4| 4
9/ 6| 9| 6
E|E|E|E
1| Multiple 10| 0]0]O0
1| Trauma 9| 5| 3| 5| 3|3 | HSPA1B, HSP70, HSPA1A
1./5 |1 |5
115| 1|5
0| 3] 0] 3
8| 2| 8| 2
E|E|E|E
Myeloprol | 3| -| -| -| -
1| iferative 21 0]/ 0] 0] 0 HSPAI1B, HSP70, SET, HSPA2, HSPA1A, SET/NUP214 fusion
2| Disorders | 2| 4| 3| 4| 3| 8 | protein, FOP, HSC70
1| Acute 5/1. |5 |1.|5. |4 | HSPA1B, HSP70, HSPA1A, HSC70
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3| Kidney 6| 2| 6| 2| 6

Injury 24| 2| 4

6| 9| 6|9

E|E|E|E

ojo0j0] O

4|1 3| 4| 3

1.|6.|1.|6.

5/ 0] 5|0

01|01

6| 4| 6| 4

E|E|E|E

Urinary - - - -

1| Tract 21 0]/ 0] 0] 0
4| Infections | 3| 4| 3| 4| 3 HSPA1B, HSP70, HSPA1A

1.|6.|1. |6

5/ 0] 5|0

01|01

6| 4| 6| 4

E|E| E|E

Heat o I B

1| Stress 2,001 0] O0
5| Disorders | 3| 4| 3| 4| 3 HSPA1B, HSP70, HSPA1A

1.(7. (1. | 7.

91 2] 9] 2

4|1 7| 4|7

34| 3| 4

E|E|E|E

1| Suppurati (2| 0| 0| 0| O
6| on 5| 4| 3| 4] 3 HSPA1B, HSP70, HSPA1A

2.17.12.|7.

17 1| 7

81| 8|1

91 3] 9] 3

E|E| E|E

Pancreati - - - -

1] tis, 21 0]/ 0] 0|0
7| Alcoholic | 6| 4| 3| 4| 3 HSPA1B, HSP70, HSPA1A

2.18.12. |8.

41 1| 4|1

5/ 6| 5| 6

5/ 8| 5| 8

E|E| E|E

Diabetic - - - -

1| Ketoacid (2| 0| 0| 0| O
8| osis 71 4| 3| 4| 3 HSPA1B, HSP70, HSPA1A

3.11.]3. |1

3/0]3]0

7131 7| 3

4|1 6| 4| 6

E|E|E|E

1 3/0/0|0]|0
9| Ketosis 0| 4| 2| 4| 2 HSPA1B, HSP70, HSPA1A
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g w Pk

Annexin V, HSPA1B, AL1A1, HSP70, HSPA1A

=N

Nasopha
ryngeal

Neoplas
ms

g weRE

Annexin V, HSPA1B, AL1A1, HSP70, HSPA1A

NN

Rotavirus
Infections

HSP70, HSC70

Mycoplas
ma
Infections

eEF1A, eEF1A1

Mycoplas
matales

Infections

eEF1A, eEF1A1

Colonic

Neoplas
ms

NWN -

Annexin V, IGHG4, Cyclin B1, HSPA1B, ECE1, AL1A1, SNX1,
Histone deacetylase class Il, HSP70, IGHG1, HSPA2, HSPALA,
Cyclin B, HSC70, RUVBL1

N

Duodenal

Ulcer

Hw
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HSPA1B, HSP70, HSPA1A
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4,1 1.|4.| 1.
9/ 0] 9]0
0| 8] 0] 8
719179
E|E|E|E
2| Altitude 3/0/0|]0]|O0
7| Sickness |4 | 4| 2| 4| 2 HSPA1B, HSP70, HSPA1A
5. /1. |5 |1
31|31
31 3]3] 3
5/ 9] 5|9
E|E|E|E
2 8/ 0|/ 0|0]|O0
8| Acidosis | 2| 4| 2| 4| 2 HSPA1B, HSP70, HSPA1A, PP2C
5.11.]5. |1
6| 1| 6|1
11 31| 3
51 9] 5|9
E|E|E|E
Reovirida - - - -
2l e ojo0j0] O
9| Infections | 8| 4| 2| 4| 2 HSP70, HSC70
5.11.]5. |1
71171
0| 3]0 3
6| 9| 6|9
E|E|E|E
5 - - - -
3| Bacterial 110 0] 0] O0 eEF1A, PGMU, HSPA1B, HSP70, TXNRD1, HSPA2, HSPAI1A,
O| Infections |6 | 4| 2| 4| 2 eEF1A1, PP2C
6.|1.]6.|1.
91 3] 9] 3
6| 4| 6| 4
6| 6| 6| 6
Acid- E|E|E|E
Base ol IR B
3| Imbalanc 8| O| O| O| O
1je 8| 4| 2| 4| 2 HSPAI1B, HSP70, HSPA1A, PP2C
7.1 7. |1
4| 4| 4| 4
7101 7|0
9/ 0] 9]0
Craniofac E|E|E|E
ial 20 - - - -
3| Abnormal |3| 0| 0| O| O Histone deacetylase class II, ICMT, EYAL, PP2C, TCOF1,
2| ities 71 4] 2| 4| 2 PQBP-1
8. /1. ]|8. |1
5/ 5] 5|5
4|1 5| 4|5
31131
E|E|E|E
3| Agranulo (4| 0| 0| 0| O
3| cvtosis 14| 2| 4] 2 HSPA1B, HSP70, HSPA1A
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9.11.]19. |1
2| 6| 2| 6
8|/ 3| 8| 3
3/ 53|65
Hearing E|E|E|E
Loss, -0 -] -] -
3| Sensorin {91 0| 0| 0] O
4| eural 5|14 2| 4] 2 HSPA1B, HSP70, HSPA2, HSPA1A
1.1 1. |1
0| 8] 0] 8
91 7] 9|7
31131
E|E|E|E
3| Varicocel (1] 0| 0| O| O
5| e 1|1 3| 2| 3| 2 HSP70, HSPA2
.12 |1. |2
2101 2|0
1| 1(1]1
0| 3] 0] 3
Thyroiditi E|E|E|E
S, 0 -] -1 - -
3| Autoimm |0 0| 0| 0| O
6| une 2|1 3| 2| 3] 2 HSPAI1B, ECE1, HSP70, HSPA1A
.12 |1. |2
31131
01|01
8| 7| 8| 7
Craniofac E|E|E|E
ial - - - -
3| Dysostosi |1| O] 0| 0| O
7|s 2|1 3| 2| 3| 2 ICMT, TCOF1
1.12.|1. |2
77| 7|7
41 4| 4| 4
115| 1|5
Neoplasti E|E|E|E
c 71 - - -| -
3| Processe |2| 0| 0| 0| O Cyclin B1, PSMD10 (Gankyrin), MENA, HSP70, SET, Follistatin,
8|s 8|1 3] 23] 2 SMYD3, SET/NUP214 fusion protein, Cyclin B, VILIP1
1.12.|1. |2
77|77
9/ 5] 9] 5
3/ 3]3] 3
E|E|E|E
3| Gangliogl |2 0| 0| 0| O
9| ioma 4131232 Cyclin B1, Cyclin B
2. 12. 12 |2
0| 9] 0] 9
6| 6| 6| 6
719179
Spondylit E|E|E|E
is, 1 - -] -| -
4| Ankylosin |1 0| O] O| O
0lg 8| 3| 2| 3| 2 HSPAI1B, HSP70, HSPA2, HSPA1A
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2.12. |12 |2
09109
6| 6| 6| 6
919|199
Leukemi (1| E| E| E| E
a, 21 - - - - HSPA1B, Fbxo3, Olfactory receptor, HSP70, SET, HSPA2,
4| Myeloid, |9| 0| 0| 0| O | 1| HSPA1A, CKS2, Septin 3, SET/NUP214 fusion protein,
1| Acute 21 3| 2| 3| 2|4 ] C100rf118, PP2C, HSC70, TCOF1
2.12. 12 |2
09109
9|1 6| 9|6
919|199
Bacterial (1| E| E| E| E
Infections 2| -| -| -| - eEF1A, RBBP8 (CtIP), PGMU, Cyclin T1, HSPA1B, Histone
4| and 91 0| 0| 0| 0] 1| deacetylase class Il, HSP70, Follistatin, TXNRD1, HSPA2,
2| Mycoses | 4| 3| 2| 3| 2|4 | HSPA1A, eEF1Al, PP2C, HSC70
2.12. 12 |2
119 1|9
3/ 6| 3|6
11919
E|E|E|E
1 - - - -
4 1/0(0]0]O0
3| Ankylosis | 9| 3| 2| 3| 2|4 | HSPA1B, HSP70, HSPA2, HSPA1A
2.13.]12. |3
21 0] 2|0 IGHM, eEF1A, Reticulon 4, PGMU, IGHG4, Cyclin T1, Cyclin B1,
ojo0|0|O HSPAL1B, Copine-4, AL1A1, Beta crystallin B2, MENA, CDO1,
41 0| 4|0 HEXIM1, DARS, Histone deacetylase class Il, PROSC, Olfactory
6| E|E|E|E receptor, HSP70, IGHG1, Annexin VI, CLEC2D, Follistatin,
Immune |O0| -| -| -| - Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1, CKS2, Annexin
4| System 3| 0| 0| 0| 0|4 | Xl, SET/NUP214 fusion protein, Cyclin B, EYA1l, GMEB1, NTB-
4| Diseases | 7| 3| 2| 3| 2|1 | A PTPN2, RIG-G, PP2C, HSC70, TARDBP (TDP43), CapZIP
2.13. ]2 |3.
8| 6| 8|6
2|1 8] 2| 8
9|1 4| 9| 4
E|E|E|E
4| Shock 6/ 0/ 0] 0|0
5| Septic 2|1 3| 2| 3| 2| 3| HSPA1B, HSP70, HSPA1A
2.13.]12. |3
8| 6| 8|6
2|1 8| 2| 8
9|1 4| 9| 4
E|E|E|E
4| Leukope |6 0| 0| O| O
6| nia 2| 3| 2| 3| 2| 3| HSPA1B, HSP70, HSPA1A
2.13. ]2 |3.
9|1 6| 9|6
319|139
5/ 5| 5|5
E|E|E|E
1 - - - -
4| Thyroiditi (3| 0| 0| 0| O
7]s 0| 3| 2| 3| 2|4 | HSPA1B, ECE1, HSP70, HSPA1A
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2.13.|2.|3.
9| 6| 9|6
6| 9|6|9
15| 1|5
E|E|E|E
4 6/ 0| 0] 0O
8| Edema 31 3| 2| 3| 2|3 ]|HSPALB, HSP70, HSPA1A
3.14.13. |4
3/ 0]3|0
1/ 5] 1|5
9|1 8] 9| 8
E|E|E|E
Pneumon - -1 -] -
4| ia, 110[0l0]|O
9| Bacterial | 9] 3| 2| 3| 2|2 | HSP70, HSPA2
3.14. 3. |4
8| 6| 8|6
9|1 7| 9|7
8/ 0] 8|0
Pathologi |2| E| E| E| E Annexin V, eEF1A, Cyclin B1, HSPA1B, PSMD10 (Gankyrin),
c 6| -| -| -| - ECE1, MENA, HSP70, SET, Follistatin, SMYD3, Calmodulin,
5| Processe | 7| 0| O| O| 0| 2 | HSPA2, HSPA1A, eEF1A1, SET/NUP214 fusion protein, Cyclin
0|s 8/ 3| 2| 3] 2]|2]|B,FOP,PP2C, HSC70, TARDBP (TDP43), VILIP1
3.14. 3. |4
9|1 6| 9| 6
8| 8| 8| 8
9| 5] 9|5
E|E|E|E
5| Seizures, | 7| 0| 0| 0| O
1| Febrile 0| 3| 2| 3| 2| 3| HSPA1B, HSP70, HSPA1A
4. |5. 4. |5.
5/ 0] 5|0
4|1 8| 4| 8
1(1)1]1
E|E|E|E
5| Retrogna 0j0j0]O0
2| thia 11 3] 2| 3]2[1]EYAL
4.15.]4.|5.
5/ 0] 5|0
41 8| 4| 8
111)1]1
E|E|E|E
5| Eunnel 0|0j0|O
3| Chest 1/ 3] 2| 3]2]1]|EYAL
4. |5. 4. |5.
5/ 0] 5|0
8| 8| 8| 8
0| 1]0|1
Musculos E|E|E|E
keletal 31 -1 - -] -
5| Abnormal (4| 0| O| O| O Histone deacetylase class II, ICMT, EYAL, PP2C, TCOF1,
4| ities 0] 3| 2| 3] 2|6]|POBP-1
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4.15. 4. 5.
8| 2| 8| 2
5|/ 8] 5| 8
3/ 6|]3|6
E|E|E|E
5| Blast 2/ 0| 0]0|O
5| Crisis 31 3| 2| 3| 2| 2| SET, SET/NUP214 fusion protein
5.16.|5.|6.
8| 2| 8|2
71 8| 7| 8
76| 7|6
E|E|E|E
2 - - - -
5| Hearing 5/0| 0| 0|0
6| Loss 2| 3| 2] 3| 2|5 | HSPA1B, HSP70, HSPA2, HSPA1A, PP2C
5.16.|5.|6.
91 3] 9|3
91 0] 9|0
9|1 4| 9| 4
E|E|E|E
5 8/ 01 0|]0]O0
7| Leprosy 1/ 3| 2| 3| 2|3 |HSPA1B, HSP70, HSPA1A
6.6.|6.]|6.
21 3| 2]3
0| 6] 0|6
6| 8| 6| 8
E|E|E|E
5 8/ 01 0|]0]O0
8| Shock 2| 3] 2| 3| 2|3 | HSPA1B, HSP70, HSPA1A
6.|6.|6.|6.
21 3] 2|3
76| 7|6
3|1 8] 3|8
E|E|E|E
2 - - - -
5| Hearing 5/0|0|0]|O0
9| Disorders | 6| 3| 2| 3| 2|5 | HSPA1B, HSP70, HSPA2, HSPA1A, PP2C
6.|6.|6.|6.
6| 5| 6|5
8| 8| 8| 8
71 3| 7|3
E|E|E|E
2 - - - -
6 60| 0] 0O
0| Sepsis 0| 3| 2| 3| 2|5 | HSPA1B, HSP70, Follistatin, HSPA2, HSPA1A
6.|6.|6.|6.
75| 7|5
0| 8/ 0| 8
41 3| 4| 3
l1|/E|E|E|E
10 -] -1 -| - eEF1A, RBBP8 (CtIP), Cyclin T1, HSPA1B, Histone deacetylase
6 71 0| 0] O 0|1 |classll, HSP70, Follistatin, HSPA2, HSPA1A, eEF1A1, PP2C,
1| Infection |O0| 3| 2| 3] 2|2 | HSC70
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7.16.|7.]6.
Systemic o 7] 0] 7
Inflamma 117|117
tory 1|1 3| 1] 3
Respons E|E|E|E
e 21 - -| -| -
6| Syndrom (6| 0| 0| O| O
2| e 31 3| 2| 3] 2 HSPA1B, HSP70, Follistatin, HSPA2, HSPA1A
7.16.|7.]6.
11717
4|1 8| 4| 8
5/ 0] 5|0
E|E|E|E
Leishma -0 -] - -
6| niasis, 2/ 001 0] O
3| Visceral 8| 3| 2| 3| 2 HSP70, HSPA2
7.16.|7.]6.
21727
4|1 8| 4| 8
41 0| 4|0
1  E|E|E|E
Leukemi (4| -| -| -| - HSPA1B, Fbxo3, Olfactory receptor, HSP70, SET, HSPA2,
6| a 8/ 0] 0|0]O0 HSPA1A, CKS2, Septin 3, SET/NUP214 fusion protein,
4| Myeloid 8| 3| 2| 3| 2 C100rf118, PP2C, HSC70, TCOF1
7.17.17.]7.
71171
716 7| 6
9199 9
E|E|E|E
6| Duodenal |8 0| 0| 0| O
5| Diseases | 9| 3| 2| 3| 2 HSPA1B, HSP70, HSPA1A
8.17.18.|7.
0| 2] 0] 2
21 8| 2| 8
110|1]|0
E|E|E|E
Alcohol- -0 -] - -
6| Induced 9/ 0|0l 0] O
6| Disorders |0| 3| 2| 3| 2 HSPA1B, HSP70, HSPA1A
8.17.18.|7.
21 4| 2| 4
8/ 0| 8|0
41 1| 4] 1
E|E|E|E
5 - - - -
6| Crohn 0l0|0|0]|O
7| Disease 6| 3| 2| 3| 2 HSPA1B, HSP70, CLEC2D, HSPA2, HSPA1A, PTPN2, FOP
8.17.18.|7.
41 4| 4| 4
710 7|0
6| 1| 6|1
2| E|E| E|E IGHG4, HSPA1B, DARS, Histone deacetylase class Il, HSP70,
Musculos | 5| -| -| -| - IGHG1, Annexin VI, Follistatin, Calmodulin, HSPA2, HSPA1A,
6| keletal 10| 0]0| O ICMT, EYAL, NTB-A, PTPN2, RIG-G, PP2C, TARDBP (TDP43),
8| Diseases | 1| 3| 2| 3| 2 TCOF1, PQBP-1
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8.17.18.|7.
Delirium 5|14 5| 4
Dementia 21 0] 2|0
. 6| 1| 6|1
Amnestic E|E|E|E
1 1 - - - -
6| Cognitive | 7| O| O] 0| O
9| Disorders | 6| 3| 2| 3| 2 HSPA1B, HSP70, HSPA1A, TARDBP (TDP43)
8.17.18. 7.
75| 7|5
70| 7|0
4101 4]0
E|E|E|E
7| Birth 9, 0| 0| 0| O
0| Weight 313/ 2]3]2 HSPA1B, HSP70, HSPA1A
9.17.19.|7.
0| 5|05
3101 3|0
4101 4]0
E|E|E|E
7| Herpes 91 0] 0| 0] 0
1| Simplex 41 3| 2| 3| 2 Histone deacetylase class Il, HSP70, HSC70
9.17.19.|7.
0| 5|05
6| 0| 6|0
21 0] 2|0
E|E|E|E
7| Cataract 0/0|0|0O
2| Lamellar | 2] 3| 2| 3| 2 Beta crystallin B2
9.17.19.|7.
2| 5] 2|5
6| 0| 6|0
6| 0| 6|0
E|E|E|E
7| Carcinog |3/ 0| 0| 0| O
3| enesis 21 3] 2] 3|2 SET, SET/NUP214 fusion protein
9.17.19.|7.
2| 5| 2|5
6| 0| 6|0
Cell 6| 0| 6|0
Transfor E|E|E|E
mation - -1 -] -
7| Neoplasti 3| 0| 0] 0| O
4| c 2131232 SET, SET/NUP214 fusion protein
9.17.19.|7.
4|51 4|5
01,01
9| 5| 9|5
E|E|E|E
Bone 7 - - -| -
7| Marrow 8/ 0| 0| 0| O HSPA1B, HSP70, SET, HSPA2, HSPA1A, SET/NUP214 fusion
5| Diseases |5| 3| 2| 3| 2 protein, FOP, PP2C, HSC70
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9.17.19.|7.
716 7|6
2|/ 6| 2| 6
3/ 3]3] 3
E|E|E|E
Actinomy | 2| -| -| -| -
7| cetales 8/ 0|/ 0|0]|O0
6| Infections | 5| 3| 2| 3| 2 PGMU, HSPA1B, HSP70, TXNRD1, HSPA1A
1.19. (1. |9
1|12 1] 2
8| 2| 8| 2
6| 7| 6|7
Neoplas E|E|E|E
m 6| -| - -| -
7| Metastasi | 7| 0| 0| 0| O Cyclin B1, PSMD10 (Gankyrin), MENA, HSP70, Follistatin,
7| s 6| 2| 2| 2| 2 SMYD3, Cyclin B, VILIP1
1.19.|1. |9
21 2| 2| 2
o 7] 0] 7
8| 7| 8|7
E|E|E|E
1 - - - -
7| Sarcoido {91 0| 0| 0| O
8| sis 52| 2| 2| 2 HSPA1B, HSP70, IGHG1, HSPA1A
1.19.|1. |9
3/ 6| 3|6
o 7] 0] 7
1111 1]1
1 E|E|E|E
5 -| -| -| - IGHG4, HSPA1B, DARS, Histone deacetylase class Il, HSP70,
7 9/ 0| 0] 0] O IGHG1, Annexin VI, Calmodulin, HSPA2, HSPA1A, EYA1, NTB-
9| Arthritis 712 2| 2| 2 A, PTPN2, RIG-G
1.19. (1. |09
3/ 6| 3|6
41 7| 41| 7
8/ 1|81
E|E|E|E
]_ - - - -
8| Peptic 0l0|0|0]|O
0| Ulcer 9 2| 2| 2| 2 HSPA1B, HSP70, HSPA1A
1.19.|1. |9
3/ 6| 3|6
5/ 7] 5|7
6| 1| 6|1
E|E|E|E
8| Leishma |[3| 0| 0| 0| O
1| niasis 9| 2| 2| 2| 2 HSP70, HSPA2
1.19. (1. |09
3/ 6| 3|6
5/ 7] 5|7
Marinesc 61| 6|1
o- E|E|E|E
Sjogren -0 -] - -
8| Syndrom 0|0l 0] O
2| e 32| 2| 2| 2 HSP70
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1.19.|1. |9
3/ 6| 3|6
5/ 7] 5|7
Branchio- 6| 1| 6|1
Oto- E|E|E|E
Renal - -] -] -
8| Syndrom oj0j0] O
3| e 31212 2| 2 EYAl
1.19. (1. |9
3/ 6| 3|6
51 7] 5|7
6| 1| 6|1
LEOPAR E|E|E|E
D - - - -
8| Syndrom 0|0l 0] O
4| e 32| 2| 2] 2 PP2C
1.1 |1 |1
41 0| 4|0
712 7| 2
317 3|7
Carcinom |2 | E| E| E| E
a, Non- 21 - -| -| - eEF1A, Cyclin B1, HSPA1B, ECE1, AL1A1, Cytoglobin, HSP70,
8| Small- 9/ 0| 0] 0] O TXNRD1, Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1, Cyclin
5/ Celllung | 7| 2| 1| 2| 1 B, PP2C, HSC70, RUVBL1, VILIP1
1.1 |1 |1
41 0| 4|0
712 7| 2
51 7] 5|7
E|E|E|E
Spondyla [ 2| -| -| -| -
8| rthropathi |O| O| O| O| O
6| es 71211 2|1 HSPA1B, HSP70, HSPA2, HSPA1A
1.1 |1 |1
5/ 0] 5|0
14| 1| 4
ojo0j0] O
1  E|E|E|E
6| -| -| -| - IGHG4, HSPA1B, DARS, Histone deacetylase class Il, HSP70,
8| Joint 21 0|/ 0] 0] 0 IGHG1, Annexin VI, Calmodulin, HSPA2, HSPA1A, EYA1, NTB-
7| Diseases | 7| 2| 1| 2| 1 A, PTPN2, RIG-G
1.1 1. |1
5/ 0] 5|0
4| 4| 4| 4
0| 8/ 0] 8
Gram- E|E|E|E
Positive 3 -| -| -| -
8| Bacterial {2 0| 0| 0| O
8| Infections |0 2| 1| 2| 1 PGMU, HSPA1B, HSP70, TXNRD1, HSPA1A
1.01.]1 |1
5/ 0] 5|0
9/ 6| 9| 6
71171
E|E|E|E
2 - - - -
8| Spondylit |1| 0| 0] 0| O
9| is 21 2|11 2] 1 HSPAI1B, HSP70, HSPA2, HSPA1A
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1.1 |1 |1
5/ 0] 5|0
9/ 6| 9| 6
71|71
E|E|E|E
2 - - - -
9| Spondyla |1| O] O| O| O
0| rthritis 2121 1] 2|1 HSPA1B, HSP70, HSPA2, HSPA1A
1.1 1. |1
6| 0| 6|0
11 6| 1| 6
111 1]1
Small E|E|E|E
Celllung (4| -| -| -| -
9| Carcinom (4| O O| O| O
1| a 6| 2| 1] 2|1 Cyclin B1, HSPA1B, HSP70, HSPA1A, Cyclin B, PP2C
1.1 |1 |1
6| 0| 6|0
718 7| 8
31 93] 9
3|E|E|E|E IGHM, eEF1A, Reticulon 4, Cyclin B1, HSPA1B, Copine-4,
20 - -| -| - Fbxo3, PROSC, Olfactory receptor, HSP70, SET, HSPA2,
9| Leukemi |2 0| 0] 0| O HSPA1A, eEF1A1, CKS2, Septin 3, SET/NUP214 fusion protein,
2| a 41 21| 2|1 Cyclin B, C100rf118, PP2C, HSC70, TCOF1, CapZIP
1.1 |1 |1
6| 0| 6|0
9/ 8| 9| 8
6| 9| 6|9
E|E|E|E
Sensatio | 3| -| -| -| -
9\ n 21 0]/ 0]0]0
3| Disorders |8 2| 1| 2| 1 HSPA1B, HSP70, HSPA2, HSPA1A, PP2C
1.1 |1 |1
710 7|0
1|1 8| 1| 8
0| 9] 0] 9
E|E|E|E
41 -| -| -] -
9 50|/ 0|0]|0
4| Epilepsy |[2]| 2| 1| 2| 1 Reticulon 4, HSPA1B, HSPBAP1, HSP70, HSPA1A, HSC70
1.1 1. |1
81| 8|1
01|01
41 1| 4] 1
E|E|E|E
Pulmonar -0 -] - -
9| y Valve 0| 0| 0] O
5| Stenosis |4 2| 1| 2| 1 PP2C
1.01.]1 |1
8/ 1|81
01|01
41 1| 4|1
Mandibul E|E|E|E
ofacial -0 -] - -
9| Dysostosi 0|0l 0] O
6|s 41211 2|1 TCOF1
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Hallerma
nn's
Syndrom
e

ICMT

Skin
Diseases
, Viral

NN -

Histone deacetylase class Il, HSP70, HSC70

© ©

Precursor
Cell
Lymphob
lastic
Leukemi
a-
Lympho
ma

(62 @ie))

HSPA1B, Olfactory receptor, HSP70, HSPA1A, SET/NUP214
fusion protein, HSC70, CapZIP

Alcohol-
Related
Disorders

~ A w

HSPA1B, AL1A1, Olfactory receptor, HSP70, HSPA1A

R OoR

Carcinom
a,

Bronchog
enic

cooh~nN

eEF1A, Cyclin B1, HSPA1B, ECE1, AL1A1, Cytoglobin, HSP70,
TXNRD1, Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1, Cyclin
B, PP2C, HSC70, RUVBL1, VILIP1

N OB

Bronchial

Neoplas
ms

WOrN

eEF1A, Cyclin B1, HSPA1B, ECEL1, AL1A1, Cytoglobin, HSP70,
TXNRD1, Calmodulin, HSPA2, HSPA1A, RBP1, eEF1A1, Cyclin
B, PP2C, HSC70, RUVBL1, VILIP1

wWorr

Uveitis,
Intermedi
ate
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2.1 |2 |1
31 3|33
2|1 2| 2| 2
Lympho 21 9] 2|9
ma, T- E|E|E|E
1| Cell, 1 - -] -] -
O| Cutaneo (3| 0| 0| 0| O
4| us 412111 2|1 CDO1, Histone deacetylase class Il, PP2C
2.1 ]2 |1
313|133
31 2| 3|2
09109
2| E|E| E|E IGHM, eEF1A, Reticulon 4, Cyclin B1, HSPA1B, Copine-4,
1| Lymphati | 7| -| -| -| - CDO1, Histone deacetylase class Il, PROSC, Olfactory receptor,
0| c 7,0/ 0] 0|0 HSP70, IGHG1, HSPA2, HSPA1A, eEF1A1, SET/NUP214 fusion
5| Diseases |3| 2| 1] 2| 1 protein, Cyclin B, PP2C, HSC70, CapZIP
2.1 |2 |1
5|1 4| 5| 4
31 2| 3|2
7191 7|9
Esophag E|E|E|E
1| eal 41 -| -| -| -
O| Neoplas |9 0| 0] 0| O
6| ms 51 2|1]2]1 Cyclin B1, HSP70, DPP3, CKS2, Cyclin B, VILIP1
2.1 |2 |1
5|14 5| 4
51 2| 5|2
2191 2|9
E|E|E|E
1| Graftvs 10 -] -1 -| -
0| Host 3/ 0|{0|0]|O0
7| Disease 9| 2| 1| 2|1 HSPA1B, HSP70, HSPA1A
2.1 ]2 |1
6| 4| 6| 4
9|1 8|9 8
411 4|1
E|E|E|E
1| Cafe-au- - -1 - -
0| Lait ojo0|0|O0
8| Spots 6] 2] 1] 2|1 PP2C
2.1 1.2 |1
6| 4| 6| 4
9|1 8| 9| 8
6|1 6|1
E|E|E|E
1| Leukoeyt | 1| -| -| -| -
Ol e 41 0|01 0O
9| Disorders | 2| 2| 1| 2| 1 HSPA1B, HSP70, HSPA1A
2.1 |2 |1
9|1 6| 9|6
9|1 3|93
6| 2| 6| 2
E|E|E|E
1 1 - -] -] -
1| Retinobla 4| 0| 0| 0| O
0| stoma 8| 21| 2]1 RBBP8 (CtIP), ARID4A, TARDBP (TDP43)
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3.11. |3 | L
0| 6| 0|6
4| 4| 4| 4
8|/ 0| 8|0
E|E|E|E
1| Retinal 1| -] -| -] -
1| Neoplas 41 00| 0|O0
1| ms 9| 2] 1] 2|1 RBBP8 (CtIP), ARID4A, TARDBP (TDP43)
3.1 |3 |1
0| 6| 0|6 eEF1A, Reticulon 4, RBBPS8 (CtIP), Cyclin B1, TIPIN, ECEL1,
6| 4| 6| 4 Copine-4, Fbxo3, DARS, Histone deacetylase class Il, PROSC,
6| 0| 6|0 Olfactory receptor, EPS8L1, HSP70, Cyclophilin E, ARID4A,
Neoplas |5| E| E| E| E eEF2K, COASY, eEF1A1, CKS2, OR10G3, DOHH,
1| ms, 3 -| -| -| - SET/NUP214 fusion protein, Cyclin B, GMEB1, NTB-A, RIG-G,
1| Neurocepi |5 0| 0| 0| O Fructosamine-3-kinase, PP2C, HSC70, TARDBP (TDP43),
2| thelial 51 2|1]2]1 CapZIP, VILIP1
3.11. |3 | L
16| 1|6
3! 53|65
110(1]0
Leukemi (1| E| E| E| E
1| a, 9| -| -] -] - IGHM, eEF1A, Reticulon 4, HSPA1B, Copine-4, PROSC,
1| Lymphoi |6| O] 0| O] O Olfactory receptor, HSP70, HSPA2, HSPA1A, eEF1A1,
3/ d 3| 2|1]2]1 SET/NUP214 fusion protein, PP2C, HSC70, CapZIP
3.11. |3 | L
16| 1|6
4151 4|5
110} 1|0
Bone E|E|E|E
1| Diseases - - - -
1y, 6/ 0] 0] 0|0
4| Infectious |1 | 2| 1| 2| 1 HSP70, HSPA2
3.1 |3 |1
2|1 6] 2| 6
31 8|3|8
6| 2| 6| 2
E|E|E|E
1 - - - -
1| Dysostos |6 0| O] 0| O
5| es 2121 1] 2]1 ICMT, TCOF1
Annexin V, eEF1A, RBBP8 (CtIP), PGMU, IGHG4, RY1, Cyclin
B1, HSPA1B, ECEL1, Copine-4, AL1A1, HDAC7, MENA, SNX1,
3.1 |3 |1 Histone deacetylase class I, Olfactory receptor, Thioredoxin-like
21 6| 2| 6 2, Calmyrin, EPS8L1, COLEC12, HSP70, IGHG1, ARID4A,
71 8| 7| 8 CLEC2D, eEF2K, Follistatin, TXNRD1, SMYD3, Calmodulin,
5| 2| 5] 2 HSPA2, HSPA1A, LOH11CR2A, CKS2, Annexin XI,
9| E|E| E|E SET/NUP214 fusion protein, Cyclin B, IMD2, GMEB1, NTB-A,
1 3 - -| -| - FAM63A, PTPN2, FOP, RIG-G, Fructosamine-3-kinase, PP2C,
1| Intestinal 4| O] O| O| O HSC70, TARDBP (TDP43), PRCC, TCOF1, RUVBL1, CapZIP,
6| Diseases |0 2| 1] 2| 1 VILIP1
3.11. |3 | L
3| 6| 3|6
118 1| 8
1 14| 2| 4] 2
1 5/|E|E|E|E
7| Death 41 - - -| - Annexin V, ECE1, PP2C
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0o|0j0|O
2111 2]1
3.1 |3 |1
3/ 6]3|6
1/8| 1|8
Leukemi 41 2| 4| 2
a- E|E|E|E
1| Lympho 10 - -1 -| -
1/ ma,Adult |5/ 0| 0] 0] O
8| T-Cell 41211 2|1 Reticulon 4, SET/NUP214 fusion protein, PP2C
3.]11.13. | 1L
41 7| 4|7
3|1 2] 3|2
5/ 1] 5|1
l1|E|E|E|E
1 1) -1 - -| -
1| Alzheime (4| 0| 0| O] O Reticulon 4, HSPA1B, ECE1, HSP70, eEF2K, HSPA2, HSPA1A,
9|rDisease |1 2] 1| 2] 1 Septin 3, TARDBP (TDP43), VILIP1
3.1 |3 |1
41 7] 4|7
41 2] 4| 2
8|1 1|,8|1
E|E|E|E
1 31 - -| -] -
2| Ear 9/ 0|1 0] 0] O
O/ Diseases |6 2] 1| 2|1 HSPA1B, HSP70, HSPA2, HSPA1A, PP2C
3.1 |3 |1
5| 7] 5|7
2131 2] 3
8| 5/ 8|5
E|E|E|E
1| Tongue -0o- -] -
2| Neoplas |6 0| O| 0| O
1| ms 51|21 2]1 Cyclin B1, Cyclin B
3.]11.13. | 1L
51/ 7|57
5/ 3] 5|3
3| 5]/3|5
E|E|E|E
1| Mycobact | 2| -| -| -| -
2| erium 7,0/, 0|00
2| Infections |2 2] 1| 2] 1 PGMU, HSPA1B, HSP70, HSPA1A
3.1 |3 |1
5| 7] 5|7
91 3] 9|3
3/ 5]/3|5
E|E|E|E
1 20 -| -] -| -
2| Spinal 7,0/ 0] 0|0
3| Diseases 3| 2| 1] 2|1 HSPA1B, HSP70, HSPA2, HSPA1A
213.[1.|3. |1 Annexin V, IGHM, P5CR1, eEF1A, Reticulon 4, RBBP8 (CtIP),
0| 6| 7| 6|7 PGMU, IGHG4, Cyclin T1, RY1, Cyclin B1, DLC1 (Dynein LC8a),
1 61| 3] 1|3 HSPA1B, PSMD10 (Gankyrin), TIPIN, Clp1, ECE1, Copine-4,
2| Neoplas |9| 8| 5| 8| 5 AL1A1, Fbxo3, PPM1F, Beta crystallin B2, HDAC7, MENA,
4| ms 6| E|E|E|E CDO1, Cytoglobin, SNX1, HEXIM1, DARS, VAMP5, Histone
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deacetylase class Il, PROSC, Olfactory receptor, Thioredoxin-like

oj0|0|O 2, HSPBAP1, Calmyrin, EPS8L1, COLEC12, HSP70, IGHG1,
2|1 1] 2|1 Cyclophilin E, ARID4A, Annexin VI, PGM2, CLEC2D, eEF2K,
ZFYVEL9, SET, COASY, Follistatin, DPP3, TXNRD1, SMYD3,
POLE3-POLE4 complex, Calmodulin, HSPA2, HSPA1A, RBP1,
B230118H0O7RIik, eEF1A1, SAE2, LOH11CR2A, CKS2, OR10G3,
OBFC1, ZNF3970S, Annexin XI, POLE3 (YBL1), DYNLL, ICMT,
CBWD1, DOHH, ZNF397, Septin 3, SET/NUP214 fusion protein,
Cyclin B, IMD2, C100rf118, GMEB1, Pleckstrin, NTB-A,
FAM63A, PTPN2, FOP, RIG-G, PDXP, CAMK2N1,
Fructosamine-3-kinase, PP2C, C6orf115, HSC70, TARDBP
(TDP43), PRCC, TCOF1, RUVBL1, CapZIP, PQBP-1, VILIP1
3.11. |3 | L
6| 7| 6|7
21 3] 2| 3
8| 5| 8|5
E|E|E|E
1| Euglenoz - - - -
2| oa 6/ 0/ 0] 0|0
5| Infections | 6| 2| 1| 2| 1|2 | HSP70, HSPA2
3.1 |3 |1
6| 7| 6|7
51 3| 5|3
0| 5|05
l1/E|E|E|E
1 1 - -1 -] -
2| Tauopath | 5] 0| O| O| 0| 1 | Reticulon 4, HSPA1B, ECE1, HSP70, eEF2K, HSPA2, HSPA1A,
6| ies 3| 2| 1] 2] 1)|0] Septin3, TARDBP (TDP43), VILIP1
Annexin V, eEF1A, RBBP8 (CtIP), PGMU, IGHG4, RY1, Cyclin
B1, HSPA1B, ECE1, Copine-4, AL1A1, Fbxo3, HDAC7, MENA,
3.1 |3 |1 SNX1, Histone deacetylase class I, Olfactory receptor,
8| 7| 8| 7 Thioredoxin-like 2, Calmyrin, EPS8L1, COLEC12, HSP70,
1,8 1| 8 IGHG1, ARID4A, Annexin VI, PGM2, CLEC2D, eEF2K,
11219 2|9 Follistatin, DPP3, TXNRD1, SMYD3, Calmodulin, HSPA?2,
O|lE|E|E|E HSPAI1A, RBP1, LOH11CR2A, CKS2, Annexin XIl, SET/NUP214
1| Gastroint |5 -| -| -| - fusion protein, Cyclin B, IMD2, GMEB1, NTB-A, FAM63A,
2| estinal 0| 0| 0] O] 0|5 | PTPN2, FOP, RIG-G, Fructosamine-3-kinase, PP2C, HSC70,
7| Diseases | 6] 2| 1| 2| 1|7 | TARDBP (TDP43), PRCC, TCOF1, RUVBL1, CapZIP, VILIP1
3.11. |3 | L
8| 7| 8|7
2|1 8| 2| 8
2191 2|9
E|E|E|E
1| Arrhythmi | 1| -| -| -| -
2| as, 6/ 0/ 0] 0|0
8| Cardiac 3|1 2| 1] 2] 1]|3|ECE1, HSP70, HSC70
3.1 |3 |1
9|1 8|98
31 2| 3|2
4171 4|7
E|E|E|E
1 - - - -
2| Tongue 6/ 00| 0] O
9| Diseases | 9| 2| 1| 2| 1|2 | Cyclin B1, Cyclin B
1| Autoimm | 2| 3.]1.|3.|1 | 1| Reticulon4, PGMU, IGHG4, HSPA1B, DARS, Histone
3| une 71 9| 8] 9| 8] 9 | deacetylase class Il, Olfactory receptor, HSP70, IGHG1, Annexin
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O| Diseases | 5| 7| 3| 7| 3 VI, CLEC2D, Calmodulin, HSPA1A, RBP1, Annexin XI, EYAL,

118 3| 8] 3 NTB-A, PTPN2, RIG-G

E|E|E|E
oj010|O0
21 1] 2] 1
Annexin V, eEF1A, RBBP8 (CtIP), PGMU, IGHG4, RY1, Cyclin
4. | 1. | 4. |1 B1, HSPA1B, ECEL1, Copine-4, AL1A1, HDAC7, MENA, SNX1,
18| 1| 8 Histone deacetylase class I, Olfactory receptor, Thioredoxin-like
519|159 2, Calmyrin, EPS8L1, COLEC12, HSP70, IGHG1, ARID4A,
3/19]3]9 eEF2K, Follistatin, TXNRD1, SMYD3, Calmodulin, HSPA2,
Colorecta |9| E| E| E| E HSPA1A, LOH11CR2A, CKS2, Annexin XI, SET/NUP214 fusion
1|1 o -| -| -| - protein, Cyclin B, IMD2, GMEB1, NTB-A, FAM63A, FOP, RIG-G,
3| Neoplas 2|1 0| 0| 0] 0|5 | Fructosamine-3-kinase, PP2C, HSC70, TARDBP (TDP43),
1| ms 51 2| 1] 2] 1|0]PRCC,TCOF1, RUVBL1, CapZIP, VILIP1
4. | 1. | 4. | L
11919
9|1 0|90
9|1 6| 9|6
Psychiatr |1 | E| E| E| E
1|yand 8| - -| -] - eEF1A, Reticulon 4, HSPA1B, AL1A1, Histone deacetylase class
3| Psycholo 6| O| O| O| O 1| Il Olfactory receptor, HSP70, Calmodulin, HSPA1A, eEF1A1,
2| ay 4|1 2] 1| 2| 1|4 | HSC70, TARDBP (TDP43), PQBP-1, VILIP1
Annexin V, eEF1A, RBBP8 (CtIP), PGMU, IGHG4, RY1, Cyclin
4. | 1. | 4. | L B1, HSPA1B, ECE1, Copine-4, AL1A1, HDAC7, MENA, SNX1,
219129 Histone deacetylase class Il, Olfactory receptor, Thioredoxin-like
4111 4] 1 2, Calmyrin, EPS8L1, COLEC12, HSP70, IGHG1, ARID4A,
6| 2| 6| 2 eEF2K, Follistatin, TXNRD1, SMYD3, Calmodulin, HSPA2,

9/ E|E|E|E HSPA1A, LOH11CR2A, CKS2, Annexin XI, SET/NUP214 fusion
1| Intestinal |O| -| -| -| - protein, Cyclin B, IMD2, GMEB1, NTB-A, FAM63A, FOP, RIG-G,
3| Neoplas |3]| 0| O| O| O] 5 | Fructosamine-3-kinase, PP2C, HSC70, TARDBP (TDP43),
3| ms 6| 2| 1| 2| 1|0 | PRCC, TCOF1, RUVBL1, CapZIP, VILIP1

4. 2. |4. |2
5101 5|0
17111
6| 9| 6|9
E|E|E|E
1| Esophag |5 -| -| -| -
3| eal 6/ 0/ 0] 0|0
4| Diseases | 9| 2| 1| 2| 1| 6 | Cyclin B1, HSP70, DPP3, CKS2, Cyclin B, VILIP1
4.1 2. | 4. |2
6| 0| 6|0
0|4, 0| 4
41 3| 4| 3
E|E|E|E
1| Renal 21 - - -1 -
3| Insufficie {9 0| O] 0| O
5| ncy 6| 2| 1| 2| 1|4 | HSPA1B, HSP70, HSPA1A, HSC70
4. 2. (4. |2
9|1 1|91
6| 8|/ 6| 8
0|4, 0| 4

2/ E|E|E|E
1| Connecti |O| -| -| -| - PGMU, IGHG4, DARS, Histone deacetylase class Il, Olfactory
3| veTissue |8 0| O| O| O |1 | receptor, HSP70, IGHG1, Annexin VI, Calmodulin, RBP1, EYA1,
6| Diseases | 8] 2| 1] 2| 1|5 | NTB-A, PTPN2, RIG-G, PP2C



http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-2072222280
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1280257855
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1280257855
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1280257855
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1280257855
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1411754889
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1411754889
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1411754889
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1411754889
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1166330414
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1166330414
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1166330414
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-2139185185
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-2139185185
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-2139185185
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1806951945
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1806951945
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1806951945
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1972040722
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1972040722
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1972040722

5.12.15. |2
11 2] 1] 2
3|1 4| 3| 4
2|1 4] 2| 4
E|E|E|E
1 - - - -
3 8/, 0| 0| 0| O
7| Dengue 0| 2|1]2]1 HSP70, HSC70
5.12.15. |2
21 2| 2| 2
0| 4| 0| 4
2|1 6] 2| 6 IGHM, eEF1A, Reticulon 4, Cyclin B1, HSPA1B, Copine-4, Beta
Immunop (3| E| E| E| E crystallin B2, MENA, CDO1, Histone deacetylase class Il,
1| roliferativ | 7| -| -| -| - PROSC, Olfactory receptor, HSP70, IGHG1, HSPA2, HSPA1A,
3l e 9, 0| 0| 0| O eEF1Al, CKS2, SET/NUP214 fusion protein, Cyclin B, GMEBL1,
8| Disorders |3| 2| 1] 2| 1 PP2C, HSC70, CapZIP
5.12.|15. |2
21 2| 2| 2
41 4| 4| 4
716 7|6
E|E|E|E
1| Jaw S
3| Abnormal |8 0| 0| O| O
9| ities 112111 2]1 EYA1, TCOF1
5.12.|15. |2
3|1 2| 3|2
1141 4
76| 7|6
E|E|E|E
1| Smooth - -1 - -
4| Muscle 1/0(0]0]O0
0| Tumor 21211 2] 1 RBP1
5.12.|15. |2
3|1 2| 3|2
1141 4
716 7|6
Heart E|E|E|E
1| Septal - -1 - -
4| Defects 110 0]0]O0
1| Atrial 2121 1] 2]1 PP2C
5.12.15. |2
3|1 2| 3|2
5|14| 5| 4
8| 6| 8|6
Skin E|E|E|E
1| Diseases | 1| -| -| -| -
4], 8/, 0| 0|0]|O
2| Infectious | 7| 2| 1| 2| 1 Histone deacetylase class Il, HSP70, HSC70
5.12.|15. |2
3|1 2| 3|2
6| 4| 6| 4
3| 6| 3|6
E|E|E|E
1| Atrial - - -
4| Fibrillatio |8 0| 0| 0| O
3l n 2121 1] 2]1 HSP70, HSC70
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5.12.15. |2
4|1 2| 4| 2
9|1 8|9 8
8| 7| 8|7
E|E|E|E
1| Diabetic 1| -] -| -] -
4| Angiopat |8 0| 0| 0| O
4| hies 9| 2] 1] 2|1 HSPA1B, HSP70, HSPA1A
5 12. |5 |2
6| 2| 6| 2
319139
9| 5|95
E|E|E|E
1| Respirati (1| -| -| -| -
4| on 9, 0| 0| 0| O
5|Disorders |1 2] 1] 2] 1 HSPA1B, HSP70, HSPA1A
5.12.|15. |2
6| 2| 6| 2
519|159
2|1 51 2|5
E|E|E|E
1 31 - -| -] -
4| Pancreati 1| 0| 0| 0| O
6| tis 7121 1] 2] 1 HSPA1B, Histone deacetylase class Il, HSP70, HSPA1A
Annexin V, eEF1A, RBBPS8 (CtIP), PGMU, IGHG4, RY1, Cyclin
B1, HSPA1B, ECEL1, Copine-4, AL1A1, Fbxo3, HDAC7, MENA,
5.12. |5 |2 SNX1, Histone deacetylase class Il, Olfactory receptor,
6| 2| 6| 2 Thioredoxin-like 2, Calmyrin, EPS8L1, COLEC12, HSP70,
519, 5|9 IGHG1, ARID4A, Annexin VI, PGM2, eEF2K, Follistatin, DPP3,
1195|965 TXNRD1, SMYD3, Calmodulin, HSPA2, HSPA1A, RBP1,
Gastroint |O| E| E| E| E LOH11CR2A, CKS2, Annexin XI, SET/NUP214 fusion protein,
1| estinal 20 - -| -| - Cyclin B, IMD2, GMEB1, NTB-A, FAM63A, FOP, RIG-G,
4| Neoplas |7 0| 0| O| O Fructosamine-3-kinase, PP2C, HSC70, TARDBP (TDP43),
7| ms 2121 1] 2|1 PRCC, TCOF1, RUVBL1, CapZIP, VILIP1
5.12.|5. |2
712 7| 2
119(1]9
5/ 5| 5|5
Maxillofa E|E|E|E
1| cial - -] -] -
4| Abnormal |8 0| O| O| O
8| ities 51 2|1]2]1 EYA1, TCOF1
5.12.15. |2
712 7| 2
41 9| 4] 9
7151 7|65
E|E|E|E
1 - - - -
4| Diphtheri |1 0| 0| 0| O
9| a 3| 2|1]2]1 TXNRD1
5.12.15. |2
712 7| 2
4191 4|9
1| Coryneb 715 7|5
5|lacterum |1| E| E| E| E
0| Infections | 3| -| -| -| - TXNRD1
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N O

=

N O

=

Annexin V, eEF1A, RBBP8 (CtIP), PGMU, RY1, Cyclin B1,
HSPA1B, ECEL1, Copine-4, AL1A1, HDAC7, MENA, SNX1,
Histone deacetylase class I, Olfactory receptor, Thioredoxin-like
2, Calmyrin, EPS8L1, COLEC12, HSP70, ARID4A, eEF2K,
Follistatin, TXNRD1, SMYD3, Calmodulin, HSPA2, HSPAL1A,

5.12.|5. |2
712 7] 2
8|1 9] 8|9
9| 6| 9| 6
8| E|E|E|E LOH11CR2A, CKS2, Annexin XI, SET/NUP214 fusion protein,
1 T -0 -] -] - Cyclin B, IMD2, GMEB1, NTB-A, FAM63A, FOP, RIG-G,
5| Rectal 6/ 0] 0] 0|0 Fructosamine-3-kinase, PP2C, HSC70, TARDBP (TDP43),
1| Diseases |6 2| 1] 2] 1 PRCC, TCOF1, RUVBL1, CapZIP, VILIP1
5.12.|5. |2
8| 2| 8| 2
Melanom 8|1 9|89
a, 0| 6] 0|6
Cutaneo E|E|E|E
1| us -] -] - -
5| Malignan {6 O] 0| 0| O
2|t 31 2|1]2]1 Cyclin B1, HSPA1B, HSP70, HSPA2, HSPA1A, Cyclin B, HSC70
5.12.|5. |2
8| 2| 8|2
8|1 9] 8|9
0| 6] 0|6
Inflamma E|E|E|E
1] tory 91 -| -| -| -
5| Bowel 2/ 0|/ 0]0|O HSPA1B, HSP70, CLEC2D, HSPA2, HSPA1A, PTPN2, FOP,
3| Diseases |3| 2] 1| 2|1 PP2C
5.12.|5. |2
91 2| 9| 2
5/ 9|15]|9
41 6| 4| 6
Hemorrh E|E|E|E
1| agic - -] -] -
5| Fevers 8, 0| 0| 0| O
4| Viral 712111 2|1 HSP70, HSC70
5.12.|5. |2
9|1 2| 9| 2
6| 9|6|9
716 7|6 IGHM, eEF1A, Reticulon 4, Cyclin B1, HSPA1B, Copine-4, Beta
Lymphop (3| E| E| E| E crystallin B2, MENA, CDO1, Histone deacetylase class II,
1| roliferativ | 8| -| -| -| - PROSC, Olfactory receptor, HSP70, IGHG1, HSPA2, HSPA1A,
5/ e 4,001 0|0 eEF1A1, CKS2, SET/NUP214 fusion protein, Cyclin B, GMEB1,
5/ Disorders | 7| 2] 1| 2] 1 PP2C, HSC70, CapZIP
5.12.|5. |2
9|1 2| 9| 2
719179
9|1 6| 9| 6
E|E|E|E
1 7 -] -1 - -
5| Cystic 60| 0] 0O
6| Fibrosis 6/ 21|21 Annexin V, IGHM, IGHG4, HSPA1B, HSP70, IGHG1, HSPA1A
6.12.|6.|2.
1| Infant, 9|1 0| 3| 0] 3
5| Newborn, | 2| 3| 0| 3| O Annexin V, IGHM, IGHG4, HSPA1B, HSP70, IGHG1, Follistatin,
7| Diseases |8 0] 1| 0] 1 HSPA1A
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E|E|E|E
oj0j 0] O
21 1| 2|1
6.2 |6.]2
0| 3] 0] 3
8/ 0| 8|0
2|1 6| 2| 6
E|E|E|E

1| Pre- 3 -| -| -| -

5| Eclampsi |2| 0| 0| 0| O

8| a 512 1| 2|1 Annexin V, HSPA1B, HSP70, HSPA1A
6.2 |6.]2
1|1 3| 1| 3
71171
51 2| 5] 2
E|E|E|E

1| Noonan Eo R I

5/ Syndrom (1| 0| 0| 0| O

9| e 41 21| 2|1 PP2C
6.2 |6.]2
1|1 3| 1] 3
711 7] 1
51 2| 5] 2
E|E|E|E

1| Uterine -0 -] - -

6|Hemorrh (1| O O| O| O

0| age 4121 1| 2|1 Follistatin
6.2 |6.]2
21 3| 2| 3
94| 9| 4
6| 3| 6| 3
E|E|E|E

1 21 - -| -| -

6| Leukemi {0 0| 0| 0| O

1| a, T-Cell 0| 2|1} 2|1 Reticulon 4, SET/NUP214 fusion protein, PP2C
6.2 |6.]2
51 4| 5| 4
6| 1|61
713 7| 3
E|E|E|E

1 - - - -

6 9/ 0| 0| 0|0

2| Cataract |2| 2| 1| 2|1 Beta crystallin B2, EYA1
6.2 |6.]2
5/ 4| 5| 4
6| 1| 6|1
713 7|3
E|E|E|E

1 - - - -

6| Wilms 9/ 0| 0|0]|O0

3| Tumor 21211121 SET, SET/NUP214 fusion protein

1 2|16.]2.|6.]|2.

6| Brain 0| 6| 4| 6| 4

4| Ischemia |5| 7| 2| 7| 2 HSPA1B, HSP70, HSPA1A
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eEF1A, Reticulon 4, RBBP8 (CtIP), Cyclin B1, TIPIN, ECE1,
Copine-4, Fbxo3, DARS, Histone deacetylase class Il, PROSC,

6| 7| 6|7
E|E|E|E
oj0|0|O
21 1] 2] 1
6.|12.]6.|2.
6| 4| 6| 4
8| 2| 8|2
6| 7| 6|7
5/|E|E|E|E Olfactory receptor, EPS8L1, HSP70, Cyclophilin E, eEF2K,
1 o - -| -1 - COASY, eEF1A1, CKS2, OR10G3, DOHH, SET/NUP214 fusion
6 8/ 0/ 0|0]O0 protein, Cyclin B, NTB-A, RIG-G, Fructosamine-3-kinase, PP2C,
5| Glioma 8| 2|1]2]1 HSC70, CapZIP, VILIP1
6.2 |6. |2
7147 4
21 2| 2| 2
51757
E|E|E|E
1| Coronary (4| -| -| -| -
6| Artery 710,000
6| Disease 9/ 2| 1] 2]1 HSPA1B, ECE1, HSP70, Calmodulin, HSPA1A
6.2 ]6.|2.
8| 4| 8| 4
75| 7|5
Hyperten 6| 6| 6| 6
sion, E|E|E|E
1| Pregnanc (3| -| -| -| -
6| y- 30| 0|0]|O0
7| Induced 91 2| 1] 2]1 Annexin V, HSPA1B, HSP70, HSPA1A
6.2 |6.|2
9|1 4| 9| 4
2| 5] 2|5
41 6| 4| 6
E|E|E|E
1 70 - - -| -
6| Bone 91 0] 0| 0] 0
8| Diseases |3| 2| 1| 2|1 HSPA1B, HSP70, HSPA2, HSPA1A, ICMT, EYAL, TCOF1
6.2 ]6.|2.
9|1 4| 9| 4
6| 5| 6|5
6| 6| 6| 6
2/ E|E|E|E eEF1A, RBBP8 (CtIP), Cyclin B1, TIPIN, Fbxo3, DARS, Histone
1 9| -| -| -] - deacetylase class I, Olfactory receptor, EPS8L1, HSP70,
6| Medullobl | 4] O] O] 0| O eEF2K, COASY, DOHH, SET/NUP214 fusion protein, Cyclin B,
9| astoma 212|111 2]1 NTB-A, RIG-G, Fructosamine-3-kinase, PP2C
7.12.17. |2
0| 4| 0| 4
Encephal 2|51 2|5
omyelitis, 6| 6| 6| 6
Autoimm E|E|E|E
1| une, i
7| Experime |1| O] O| O| O
0| ntal 6] 2] 1] 2|1 NTB-A
1| Nervous 1(7.12. 7.2
7| System 6/ 0/ 4]0] 4 NTB-A
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Autoimm
une
Disease

Experime
ntal

N N

Lens
Diseases

Beta crystallin B2, EYAl

w

Neuroect
odermal
Tqmprs,
Primitive

wWwww

eEF1A, RBBP8 (CtIP), Cyclin B1, TIPIN, Fbxo3, DARS, Histone
deacetylase class I, Olfactory receptor, EPS8L1, HSP70,

eEF2K, COASY, DOHH, SET/NUP214 fusion protein, Cyclin B,
GMEB1, NTB-A, RIG-G, Fructosamine-3-kinase, PP2C, VILIP1

Neoplasti
C

Syndrom
es,
Hereditar

y

© 00

Cyclin B1, SET, SET/NUP214 fusion protein, Cyclin B, PP2C

(2N

Behavior
and
Behavior
Mechanis
ms

© 00

eEF1A, Histone deacetylase class Il, HSP70, eEF1Al, PQBP-1

o~

Patholoqi
cal

Condition
s, Signs
and

Symptom
S

N WwWh

Annexin V, eEF1A, Cyclin B1, HSPA1B, PSMD10 (Gankyrin),
ECE1, MENA, Cytoglobin, Histone deacetylase class Il, HSP70,
SET, Follistatin, SMYD3, Calmodulin, HSPA2, HSPA1A,
eEF1A1, SET/NUP214 fusion protein, Cyclin B, FOP, RIG-G,
PP2C, HSC70, TARDBP (TDP43), PQBP-1, VILIP1

Arthritis

Experime
ntal

~N e

HSP70

[ ENIEN

Multiple

Nivo MosasrNpo Muowdpo Muonv Yo Moo MouooNvo Mo~woNvo Mmon

Niro MoouNro MoouPNPro MuorNro MuorNrro MounsrNro MoasNrro Mowm

Nivo  MossrNppo Muowdvo MuonvdNvo Muonv o MuowoNvo Mo~woNvo Mo N

Niro MoouNro MoouPNPro MuorNro MuorPNro MounsrPNro MoasNrro Mowm

PP2C
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7| Endocrin |7| 4| 5| 4| 5
8| e 41 0| 4|0
Neoplasi 8|/ 6| 8| 6
a E|E|E|E
ojo0j0] O
211121
7.12.17. ]2
6| 5| 6|5
21 2| 2| 2
9/ 5] 9|5
Physiolo E|E|E|E
1| gical 21 - - -| -
7| Processe |1| 0| O] O] O
9| s 71 2| 1| 2| 1|3 | HSPA1B, HSP70, HSPA1A
7.12.17. ]2
6| 5| 6|5
21 2| 2| 2
9/ 5] 9|5
E|E| E|E
1 21 - -| -| -
8 10| 0]0]O0
0| Growth 712 1| 2| 1|3 | HSPA1B, HSP70, HSPA1A
7.12.17. ]2
6| 5| 6|5
21 2| 2| 2
9/ 5] 9|5
Growth E|E|E|E
1| and 21 - - -| -
8| Develop 110 0| 0| O
1| ment 71 2| 1| 2| 1|3 | HSPA1B, HSP70, HSPA1A
7.12.17. ]2
8|/ 5] 8|5
5/ 8| 5| 8
314 3| 4
E|E| E|E
1 1 - - - -
8| Flavivirus 0| O 0| O| O
2| Infections | 2| 2| 1| 2| 1| 2 | HSP70, HSC70
7.12.17. ]2
9/ 6| 9| 6
81| 8|1
5/ 4| 5| 4
E|E| E|E
1 1 - - - -
8| Arbovirus |0 0| 0| 0| O
3| Infections | 3| 2| 1| 2| 1| 2 | HSP70, HSC70
8.12.18. |2
0| 6] 0] 6
41 1] 4| 1
1|1 8| 1| 8
1 E|E|E|E
1| Rheumati | 5| -| -| -| -
8| c 0| 0| 0] O] 0|1 |IGHG4, DARS, Histone deacetylase class Il, HSP70, IGHG1,
4| Diseases |9 2| 1| 2| 1| 1| Annexin VI, Calmodulin, EYA1, NTB-A, PTPN2, RIG-G
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8.12. 18. |2
2| 6| 2| 6
112 1] 2
77|77
1 E|E|E|E
1 5 -| -| -| -
8 1|1 0| O] 0| O] 1 | Reticulon 4, HSPA1B, ECE1, HSP70, eEF2K, TXNRD1, HSPAZ2,
5/ Dementia |5| 2| 1| 2| 1|1 | HSPA1A, Septin 3, TARDBP (TDP43), VILIP1
8.12.18. |2
2| 6| 2| 6
51 2| 5] 2
21727
E|E|E|E
1| Orthomyx 1| -| -| -| -
8| oviridae ojo0|0|0]O
6| Infections | 5| 2| 1| 2| 1| 2 | HSP70, HSC70
8.12. 18. |2
2|/ 6| 2| 6
51 2| 5] 2
217127
E|E|E|E
1 1| -] -] -] -
8| Influenza 0| 0| 0| 0| O
7| ,Human |5| 2| 1| 2| 1|2 | HSP70, HSC70
8.12. 18. |2
2/ 6| 2| 6
8| 2| 8| 2
8| 7| 8| 7
E|E|E|E
1 - - - -
8 10| 0]0|O0
8| Lentigo 9| 2| 1| 2| 1|1|PP2C
8.12.18.| 2.
2| 6| 2| 6
8| 2| 8| 2
8| 7| 8|7
E|E|E|E
1 - - - -
8| Teratocar | 1| O| O] O] O
9| cinoma 91 2] 1] 2] 1|1 Septin3
8.12. 18. ]2
3/ 6| 3|6
94| 9| 4
3/ 6| 3|6
3|E|E|E|E Annexin V, PGMU, IGHG4, Cyclin B1, HSPA1B, AL1A1, Fbxo3,
1| Stomach | 7| -| -| -| - MENA, Olfactory receptor, HSP70, IGHG1, Annexin VI, PGM2,
9| Neoplas 9|1 0| 0] 0| 0] 2 | Calmodulin, HSPA2, HSPA1A, RBP1, CKS2, Cyclin B, IMD2,
0| ms 3/ 2| 1| 2| 1|3]|PP2C,HSC70,RUVBL1
8.12.18. |2
77|77
01|01
4|1 6| 4| 6
E|E|E|E
1| Mandibul -0 -] - -
9| ar 21 0]/ 0] 0] 0
1| Diseases |0| 2| 1| 2| 1|1 |EYAl



http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1720562635
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-447118884
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-447118884
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-447118884
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1647426479
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1647426479
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-659262345
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1902350151
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1902350151
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-2031094615
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-2031094615
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-2031094615
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1040430296
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1040430296
http://portal.genego.com/cgi/entity_page.cgi?term=61&id=-1040430296

8.12.18. |2
T\ 7| 7|7
01,01
4|1 6| 4|6
E|E|E|E
1 - - - -
9| Melanosi |2 0| 0| 0| O
2|s 0| 2|1]2]1 PP2C
8.12.1|8. |2
97| 9|7
4| 71 4|7
T\ 7| 7|7
E|E|E|E
1| Lympho 31 -1 -| -] -
9| ma, B- 7,0/ 0] 0|0
3| Cell 21211 2]1 Cyclin B1, Histone deacetylase class Il, Cyclin B, PP2C
8.12.18. |2
9|1 7| 9|7
97| 9|7
919|199
1/ E|E|E]|E
1 o -| -| -| -
9| Gastroen |1 0| 0| 0| O HSPA1B, HSP70, CLEC2D, HSPA2, HSPA1A, PTPN2, FOP,
4| teritis 41211121 PP2C
9.12.19. |2
o| 7,07
71 8| 7|8
0|5, 0|5
Thyroid E|E|E|E
1| Carcinom |1 | -| -| -| -
9| a, 1/0(0]0]O0
5| Follicular |1 2| 1| 2| 1 HSP70, CKS2
9.12.19. |2
17117
118(1)| 8
915|195
E|E|E|E
1| Heart - - - -
9| Septal 2/ 0/ 0]0]|0O0
6| Defects 112111 2]1 PP2C
9.12.19. |2
11717
5|1 8| 5|8
915|195
1/ E|E|E]|E
1| Arthritis 3 - -| -| -
9| Rheumat |6| 0| 0| 0| O IGHG4, DARS, Histone deacetylase class Il, HSP70, IGHG1,
7| oid 7121 2|1 Annexin VI, EYAL, NTB-A, PTPN2, RIG-G
9.12.19.|2
3|1 8|3|8
3|1 2| 3|2
75| 7|5
3|E|E|E|E Annexin V, PGMU, IGHG4, Cyclin B1, HSPA1B, AL1A1, Fbxo3,
1 8| - -| -] - MENA, Olfactory receptor, HSP70, IGHG1, Annexin VI, PGM2,
9| Stomach {4 0| 0| 0| O Calmodulin, HSPA2, HSPA1A, RBP1, CKS2, Cyclin B, IMD2,
8| Diseases |0 2| 1] 2] 1 PP2C, HSC70, RUVBL1
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9.12.19. | 2.
6| 9| 6|9
8| 1| 8|1
14| 1| 4
E|E|E|E
1| Myocardi | 8| -| -| -| -
9| al 6| 0/ 0] 0|0 Annexin V, HSPA1B, ECEL1, Olfactory receptor, HSP70,
9| Ischemia (1| 2| 1| 2| 1 Calmodulin, HSPA1A
9.12.19. ]| 2.
8| 9| 8| 9
8| 6| 8| 6
Bone 511 5|1
Diseases E|E|E|E
2|, 20 - -| -] -
0| Develop 41 0] 0| 0] O
0| mental 312|121 ICMT, EYA1, TCOF1
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Table 10S: Enrichment analysis report. Enrichment by Diseases (by Biomarkers) (SVZp vs SVZn)

Enrichment by Diseases (by Biomarkers)

SVZp VS SVZn Limma List_genelist

In

. To | pVal Min p- Network Objects from
# DISEEEEE tal ue FDR | value RIS D;t Active Data
Mycop|asmata|es 1674 1708 1674 1708
1| Infections 7 E-05 E-03 E-05 E-03 2 eEF1A1, eEF1A
1.674 | 1.708 | 1.674 | 1.708
2| Mycoplasma Infections 7 E-05 E-03 E-05 E-03 2 eEF1A1, eEF1A
52 | 8.727 | 4.912 | 8.727 | 4.912 CAS-L, MID (ataxin-3), DR1,
3| Neuroblastoma 0| E-O5| E-03| E-O5| E-03| 5 | GABPalpha, GMEB1
Neuroectoderma| Tumors’ 53 9632 4912 9632 4912 CAS‘L, MJD (ataxin—3), DR:I.,
4| Primitive, Peripheral 1| EO5| E-03| E-O5| E-03| 5 | GABPalpha, GMEB1
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Supplementary Figure L egends:
Supplementary Figure 1: Enriched Networks emerging from TAAsin each grade.

Supplementary Fig. 1 represents the most enriched networks emerging from our analysis which
associates one or more classifier proteins. The classifiers in these networks have been
highlighted in red. The protein molecules outlined in pink are proteins attributed in Neurol ogical
disease, Immunological disease or Cancers. Panel A represents the network “Cell death and
survival, inflammatory response, cell to cell signaling and interaction” while Panel B denotes
network “Developmental disorder, hereditary disorder, neurological disease”. These two panels
are the top two networks emerging from the Control Vs Grade Il enrichment analysis, Panel C
signifies the network “cell death and survival, cancer, cellular assembly and organization” and
Panel D represents the network “cancer, gastrointestinal diseases, cellular growth and
proliferation” Panel C and D are the top two networks implicated in the Control Vs Grade 111
analysis. Panel E denotes the network “Cancer, cellular movement, inflammatory response”
while Panel F signifies network “cell morphology, cellular movement, cell to cell signalling and
interactions”. Panel E and F are the top networks emerging from Control Vs Grade IV analysis.
These images were generated from QIAGEN’s Ingenuity®Pathway Analysis (IPA®, QIAGEN
Redwood City, www.qiagen.com/ingenuity).

Supplementary Figure 2: Signal intensitiesfor significant proteinsin each grade.

The signal intensities of protein spots in various chips have been generated for the visualization
of the expression pattern for each classifier protein in case of Grade I, Grade |11 and Grade IV
proteins as against healthy controls and IDH1p against WT. These images of the spots have also
been documented as qualitative controls so as to assure that the intensity readings from each spot
are not due to any artifacts.


http://www.qiagen.com/ingenuity

Supplementary Figure 1: Enriched Networks emerging from TAAsin each grade.
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Supplementary Figure 2

List of classifier proteins

Control VS Gradell Control VS Gradell| Control VS Grade |V SVZpVSSVZn
Accession No. | Gene Accession No. | GeneSymbol | Accession No. | Gene Symbol Accession Gene Symbol
Symbol No.

NM_003099.3 SNX1 NM_003099.3 SNX1 NM_003099.3 SNX1 NM_001938.2 | DR1
BC018747.1 IGHG1 NM_020532.4 RTN4 BC018747.1 IGHG1 NM_018290.2 | PGM2
NM_052849.2 CCDC32 NM_016246.2 HSD17B14 BC009561.1 Cliorf74 NM_032448.1 | FAM120B
ENST00000361 | MYLK BC001890.1 GCK BC068569.1 ZHX3 NM_006403.2 | NEDD9
290
NM_003374.1 VDAC1 BC017723.1 MAGEA4 BC121798 EYAl NM_024482.1 | GMEB1
NM_144495.2 PQBP1 NM_173608.1 C140rf80 NM_144495.2 PQBP1 BC000267.1 GPBP1
BC004372.1 CD44 NM_198204.1 MLX NM_021810.3 CDH26 NM_152740.2 | HIBADH
BC121798 EYAl NM_138794.1 LYPLAL1 BC013186.1 RCSD1 BCO17810.1 TMOD4
NM_015004.2 EXOSC7 NM_015926.3 TEX264 BC000846.2 CiB1 BC094687.1 EEF1A1
Nol3 NOL3 BC001241.1 ARHGAP17 BC037876.1 Cl7orf57 XM_379060.1 | LOC339685




Control Vs Grade Il Glioma



NM_003099.3 SNX1

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009
Control_H-25_ 2000153952 Control_H-35_2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935
Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59_ 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade II_CF 8551_2000153940 Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CF 28254_2000153938
Grade II_CF 29538_2000154020 Grade Il_CK 40_2000144445 Grade II_CH 12323_2000144444 Grade II_CH 13717_2000144447

Grade Il_CH 27095_2000154014 Grade Il_CH 32225 2000154033 Grade I|_CJ 863_20001543970 Grade I1_CJ 4825_2000143981

Grade II_CJ 7132_2000154028 Grade II_CJ 10242_2000144449_2 Grade 1I_CJ 16084_2000153931 Grade II_CJ 17734_2000154015

Grade 11_CJ 33350_2000144452

Grade |l



BCO018747.1 IGHG1

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_ 2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458 Control




Grade Il_CF 8551_2000153940 Grade I|_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade Il_CF 28254 2000153938
Grade Il_CF 29538 2000154020 Grade II_CK 40_ 2000144445 Grade II_CH 12323_2000144444 Grade II_CH 13717_2000144447
Grade Il_CH 27095_2000154014 Grade Il_CH 32225 2000154033 Grade I|_CJ 863_20001543970 Grade I1_CJ 4825_2000143981

Grade II_CJ 7132_2000154028 Grade II_CJ 10242_2000144449_2 Grade 1I_CJ 16084_2000153931 Grade II_CJ 17734_2000154015

Grade 11_CJ 33350_2000144452

Grade |l



NM_052849.2 CCDC32

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_HV-59 2000155740

Control_H-23_2000154009 Control_H-25_2000153952 Control_H-35_2000153942 Control_HV-64_2000144456

Control_H-41_2000154026 Control_H-58_2000153935 Control_H-59_2000154016 Control_HV-70_2000144457

Control_HC 25_2000153932 Control_HV-56_2000155735 Control HV-71 2000144458

Control



Grade Il_CF 8551_2000153940 Grade I|_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade Il_CF 28254 2000153938
Grade Il_CF 29538 2000154020 Grade II_CK 40_ 2000144445 Grade II_CH 12323_2000144444 Grade II_CH 13717_2000144447
Grade Il_CH 27095_2000154014 Grade Il_CH 32225 2000154033 Grade I|_CJ 863_20001543970 Grade I1_CJ 4825_2000143981

Grade II_CJ 7132_2000154028 Grade II_CJ 10242_2000144449_2 Grade 1I_CJ 16084_2000153931 Grade II_CJ 17734_2000154015

Grade 11_CJ 33350_2000144452

Grade |l



ENSTO0000361290 MYLK

Control_H-02_ 2000153953 Control_H-03 2000153943 Control_H-19_2000154008 Control_HV-59 2000155740
Control_H-23_2000154009 Control_H-25_2000153952 Control_H-35_2000153942 Control_HV-64_2000144456

Control_H-41_2000154026 Control_H-58_2000153935 Control_H-59_2000154016 Control_HV-70_ 2000144457

Control_HC 25_2000153932 ContrOI_HV'56_2000155735 Control HV-71 2000144458

Control



Grade Il_CF 8551_2000153940 Grade I|_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade Il_CF 28254 2000153938
Grade Il_CF 29538 2000154020 Grade Il_CK 40_2000144445 Grade Il_CH 12323_2000144444 Grade II_CH 13717_2000144447
Grade Il_CH 27095_2000154014 Grade Il_CH 32225 2000154033 Grade I|_CJ 863_20001543970 Grade I1_CJ 4825_2000143981

Grade II_CJ 7132_2000154028 Grade II_CJ 10242_2000144449_2 Grade 1I_CJ 16084_2000153931 Grade II_CJ 17734_2000154015

Grade 11_CJ 33350_2000144452

Grade |l



NM_003374.1 VDAC1

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_HV-59_2000155740
Control_H-23_2000154009 Control_H-25_2000153952 Control_H-35_2000153942 Control_HV-64_2000144456

Control_H-41_2000154026 Control_H-58 2000153935 Control_H-59_2000154016 Control_HV-70_ 2000144457

ControI_HC 25_2000153932 ControI_HV—56_2000155735 Control HV-71 2000144458

Control



Grade Il_CF 8551_2000153940 Grade II_CF 10729_2000154012 Grade Il_CF 20468_2000153947 Grade II_CF 28254_2000153938
Grade II_CF 29538_2000154020 Grade II_CK 40_2000144445 Grade I|_CH 12323_2000144444 Grade II_CH 13717_2000144447

Grade Il_CH 27095_2000154014 Grade I|_CH 32225_2000154033

Grade II_CJ 7132_2000154028 Grade II_CJ 10242_2000144449_2 Grade 1I_CJ 16084_2000153931 Grade II_CJ 17734_2000154015

Grade I|_CJ 863_20001543970 Grade 11_CJ 4825_2000143981

Grade 11_CJ 33350_2000144452

Grade |l



NM_144495.2 PQBP1

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade Il_CF 8551_2000153940 Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade I|_CF 28254_2000153938
Grade I|_CF 29538_2000154020 Grade II_CK 40_ 2000144445 Grade II_CH 12323_2000144444 Grade II_CH 13717_2000144447
Grade II_CH 27095_2000154014 Grade Il_CH 32225 2000154033 Grade I1_CJ 863_20001543970 Grade II_CJ 4825_2000143981
Grade Il_CJ 7132_2000154028 Grade II_CJ 10242_2000144449_2 Grade I|_CJ 16084_2000153931 Grade II_CJ 17734_2000154015

Grade 11_CJ 33350_2000144452

Grade |l



BCO04372.1 CD44

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_HV-59_2000155740
- -
Control_H-23_2000154009 Control_H-25_2000153952 Control_H-35_2000153942 Control_HV-64_2000144456
- -
Control_H-41_2000154026 Control_H-58_2000153935 Control_H-59_2000154016 Control_HV-70_2000144457
- -
Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-71_2000144458

Control



Grade II_CF 8551_2000153940 Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CF 28254_2000153938

Grade II_CF 29538_2000154020 Grade II_CK 40_2000144445 Grade II_CH 12323_2000144444 Grade II_CH 13717_2000144447

Grade Il_CH 27095_2000154014 Grade Il_CH 32225 2000154033 Grade I|_CJ 863_20001543970 Grade I1_CJ 4825_2000143981

Grade II_CJ 7132_2000154028 Grade |I_CJ 10242_2000144449_2 Grade 1I_CJ 16084_2000153931 Grade II_CJ 17734_2000154015

Grade 11_CJ 33350_2000144452

Grade |l



BC121798 EYAl

Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-02_2000153953

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade Il_CF 8551_2000153940 Grade I|_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade Il_CF 28254 2000153938
Grade Il_CF 29538 2000154020 Grade Il_CK 40_2000144445 Grade Il_CH 12323_2000144444 Grade II_CH 13717_2000144447
Grade Il_CH 27095_2000154014 Grade Il_CH 32225 2000154033 Grade I|_CJ 863_20001543970 Grade I1_CJ 4825_2000143981

Grade II_CJ 7132_2000154028 Grade II_CJ 10242_2000144449_2 Grade 1I_CJ 16084_2000153931 Grade II_CJ 17734_2000154015

Grade 11_CJ 33350_2000144452

Grade |l



NM_015004.2 EXOSC7/

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_HV-59 2000155740

Control_H-23_2000154009 Control_H-25_2000153952 Control_H-35_2000153942 Control_HV-64_2000144456

Control_H-41_2000154026 Control_H-58_2000153935 Control_H-59_2000154016 Control_HV-70_2000144457

Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-71_2000144458

Control



Grade Il_CF 8551_2000153940 Grade I|_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade Il_CF 28254 2000153938
Grade Il_CF 29538 2000154020 Grade II_CK 40_2000144445 Grade Il_CH 12323_2000144444 Grade II_CH 13717_2000144447
Grade Il_CH 27095_2000154014 Grade Il_CH 32225 2000154033 Grade I|_CJ 863_20001543970 Grade I1_CJ 4825_2000143981

Grade II_CJ 7132_2000154028 Grade II_CJ 10242_2000144449_2 Grade 1I_CJ 16084_2000153931 Grade II_CJ 17734_2000154015

Grade 11_CJ 33350_2000144452

Grade |l



Nol3 NOL3

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_HV-59 2000155740
Control_H-23_2000154009 Control_H-25_2000153952 Control_H-35_2000153942 Control_HV-64 2000144456

Control_H-41_2000154026 Control_H-58_2000153935 Control_H-59_2000154016 Control_HV-70_2000144457

Control_HV-56_2000155735 Control_HV-71_2000144458

Control_HC 25_2000153932

Control



Grade Il_CF 8551_2000153940 Grade I|_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade Il_CF 28254 2000153938
Grade Il_CF 29538 2000154020 Grade II_CK 40_2000144445 Grade Il_CH 12323_2000144444 Grade II_CH 13717_2000144447
Grade Il_CH 27095_2000154014 Grade Il_CH 32225 2000154033 Grade I|_CJ 863_20001543970 Grade I1_CJ 4825_2000143981

Grade II_CJ 7132_2000154028 Grade II_CJ 10242_2000144449_2 Grade 1I_CJ 16084_2000153931 Grade II_CJ 17734_2000154015

Grade 11_CJ 33350_2000144452

Grade |l



Control Vs Grade Il



NM_003099.3 SNX1

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_ 2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IlI_CF 12839_2000143982 Grade IlI_CF 16216_2000144451 Grade IlI_CF 22483_2000144446 Grade IlI_CF 22807_2000154035
Grade IlI_CF 25539_2000143971 Grade IlI_CF 29446_2000144453 Grade IlI_CF 6980_2000154032 Grade Ill_CH 15130_2000143974

Grade IlI_CH 15138_2000143946 Grade IlI_CH 17244_2000144448 Grade IlI_CH 9010_2000143984 Grade Ill_CH 9043_2000144459

Grade II_CJ 1176_2000154027 Grade I1I_CJ 14116_2000144450 Grade 111_CJ 16912_2000154006 Grade Ill_CJ 20721_2000143947

Grade IIl_C) 7833_2000153939  Grade Ill_CJ 9761_2000143973 Grade Il



NM_020532.4 RTN4

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23 2000154009
Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935
Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_ 2000144456 Control_HV-70_2000144457 Control_HV-71_ 2000144458
Control



Grade IlI_CF 12839_2000143982 Grade IlI_CF 16216_2000144451 Grade IlI_CF 22483_2000144446 Grade IlI_CF 22807_2000154035
Grade IlI_CF 25539_2000143971 Grade IlI_CF 29446_2000144453 Grade IlI_CF 6980_2000154032 Grade Ill_CH 15130_2000143974

Grade IlI_CH 15138_2000143946 Grade IlI_CH 17244_2000144448 Grade IlI_CH 9010_2000143984 Grade Ill_CH 9043_2000144459

Grade II_CJ 1176_2000154027 Grade I1I_CJ 14116_2000144450 Grade 111_CJ 16912_2000154006 Grade Ill_CJ 20721_2000143947

Grade Ill_C) 7833_2000153939  Grade IIl_C) 9761_2000143973 Grade Il




NM_016246.2 HSD1/B14

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IlI_CF 12839_2000143982 Grade IlI_CF 16216_2000144451 Grade IlI_CF 22483_2000144446 Grade IlI_CF 22807_2000154035
Grade IlI_CF 25539_2000143971 Grade IlI_CF 29446_2000144453 Grade IlI_CF 6980_2000154032 Grade Ill_CH 15130_2000143974

Grade IlI_CH 15138_2000143946 Grade IlI_CH 17244_2000144448 Grade IlI_CH 9010_2000143984 Grade Ill_CH 9043_2000144459

Grade II_CJ 1176_2000154027 Grade I1I_CJ 14116_2000144450 Grade 111_CJ 16912_2000154006 Grade Ill_CJ 20721_2000143947

Grade Ill_C) 7833_2000153939  Grade IIl_C) 9761_2000143973 Grade Il




BCO01890.1 GCK

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_ 2000154008 Control_H-23_2000154009

Control_H-25_ 2000153952 Control_H-35_2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59_ 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IlI_CF 12839_2000143982 Grade IlI_CF 16216_2000144451 Grade IlI_CF 22483_2000144446 Grade IlI_CF 22807_2000154035
Grade IlI_CF 25539_2000143971 Grade IlI_CF 29446_2000144453 Grade IlI_CF 6980_2000154032 Grade Ill_CH 15130_2000143974

Grade IlI_CH 15138_2000143946 Grade IlI_CH 17244_2000144448 Grade IlI_CH 9010_2000143984 Grade Ill_CH 9043_2000144459

Grade II_CJ 1176_2000154027 Grade I1I_CJ 14116_2000144450 Grade 111_CJ 16912_2000154006 Grade Ill_CJ 20721_2000143947

Grade Ill_C) 7833_2000153939  Grade IIl_C) 9761_2000143973 Grade Il




BCO1/7723.1 MAGEA4

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IlI_CF 12839_2000143982 Grade IlI_CF 16216_2000144451 Grade IlI_CF 22483_2000144446 Grade IlI_CF 22807_2000154035
Grade IlI_CF 25539_2000143971 Grade IlI_CF 29446_2000144453 Grade IlI_CF 6980_2000154032 Grade Ill_CH 15130_2000143974

Grade IlI_CH 15138_2000143946 Grade IlI_CH 17244_2000144448 Grade IlI_CH 9010_2000143984 Grade Ill_CH 9043_2000144459

Grade II_CJ 1176_2000154027 Grade I1I_CJ 14116_2000144450 Grade 111_CJ 16912_2000154006 Grade Ill_CJ 20721_2000143947

Grade Ill_C) 7833_2000153939  Grade IIl_C) 9761_2000143973 Grade Il




NM_173608.1 C140rf80

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_ 2000154008 Control_H-23_2000154009

Control_H-25_ 2000153952 Control_H-35_2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59_ 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IlI_CF 12839_2000143982 Grade IlI_CF 16216_2000144451 Grade IlI_CF 22483_2000144446 Grade IlI_CF 22807_2000154035

Grade IlI_CF 25539_2000143971 Grade IlI_CF 29446_2000144453 Grade IlI_CF 6980_2000154032 Grade Ill_CH 15130_2000143974

Grade IlI_CH 15138_2000143946 Grade IlI_CH 17244_2000144448 Grade IlI_CH 9010_2000143984 Grade Ill_CH 9043_2000144459

Grade II_CJ 1176_2000154027 Grade I1I_CJ 14116_2000144450 Grade 111_CJ 16912_2000154006 Grade Ill_CJ 20721_2000143947

Grade Ill_C) 7833_2000153939  Grade IIl_C) 9761_2000143973 Grade Il



NM 198204.1 MLX

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IlI_CF 12839_2000143982 Grade IlI_CF 16216_2000144451 Grade IlI_CF 22483_2000144446 Grade IlI_CF 22807_2000154035

Grade IlI_CF 25539_2000143971 Grade IlI_CF 29446_2000144453 Grade IlI_CF 6980_2000154032 Grade Ill_CH 15130_2000143974

Grade IlI_CH 15138_2000143946 Grade IlI_CH 17244_2000144448 Grade IlI_CH 9010_2000143984 Grade Ill_CH 9043_2000144459

Grade II_CJ 1176_2000154027 Grade I1I_CJ 14116_2000144450 Grade 111_CJ 16912_2000154006 Grade Ill_CJ 20721_2000143947

Grade Ill_CJ 7833_2000153939 Grade I1_CJ 9761_2000143973 Grade lll



NM_ 1387/94.1 LYPLAL1

Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-02_2000153953

Control_H-25_ 2000153952 Control_H-35_2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59_ 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IlI_CF 12839_2000143982 Grade IlI_CF 16216_2000144451 Grade IlI_CF 22483_2000144446 Grade IlI_CF 22807_2000154035

Grade IlI_CF 25539_2000143971 Grade IlI_CF 29446_2000144453 Grade IlI_CF 6980_2000154032 Grade Ill_CH 15130_2000143974

Grade IlI_CH 15138_2000143946 Grade IlI_CH 17244_2000144448 Grade IlI_CH 9010_2000143984 Grade Ill_CH 9043_2000144459

Grade II_CJ 1176_2000154027 Grade I1I_CJ 14116_2000144450 Grade 111_CJ 16912_2000154006 Grade Ill_CJ 20721_2000143947

Grade Ill_C) 7833_2000153939  Grade IIl_C) 9761_2000143973 Grade Il



NM_015926.3 TEX264

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_ 2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IlI_CF 12839_2000143982 Grade IlI_CF 16216_2000144451 Grade IlI_CF 22483_2000144446 Grade IlI_CF 22807_2000154035

Grade IlI_CF 25539_2000143971 Grade IlI_CF 29446_2000144453 Grade IlI_CF 6980_2000154032 Grade Ill_CH 15130_2000143974

Grade IlI_CH 15138_2000143946 Grade IlI_CH 17244_2000144448 Grade IlI_CH 9010_2000143984 Grade Ill_CH 9043_2000144459

Grade II_CJ 1176_2000154027 Grade I1I_CJ 14116_2000144450 Grade 111_CJ 16912_2000154006 Grade Ill_CJ 20721_2000143947

Grade Ill_C) 7833_2000153939  Grade IIl_C) 9761_2000143973 Grade Il




BCO01241.1 ARHGAP17/

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_ 2000154008 Control_H-23_2000154009

Control_H-25_ 2000153952 Control_H-35_2000153942 Control_H-41_2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59_ 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IlI_CF 12839_2000143982 Grade IlI_CF 16216_2000144451 Grade IlI_CF 22483_2000144446 Grade IlI_CF 22807_2000154035

Grade IlI_CF 25539_2000143971 Grade IlI_CF 29446_2000144453 Grade IlI_CF 6980_2000154032 Grade Ill_CH 15130_2000143974

Grade IlI_CH 15138_2000143946 Grade IlI_CH 17244_2000144448 Grade IlI_CH 9010_2000143984 Grade Ill_CH 9043_2000144459

Grade II_CJ 1176_2000154027 Grade I1I_CJ 14116_2000144450 Grade 111_CJ 16912_2000154006 Grade Ill_CJ 20721_2000143947

Grade Ill_C) 7833_2000153939  Grade IIl_C) 9761_2000143973 Grade Il




Control Vs Grade IV



NM_003099.3 SNX1

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_ 2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 2041_2000154019 Grade IV_CJ 1519_2000153951

Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CF 11518_2000153942 Grade IV_CH 3969_2000153950

Grade IV_CH 4996_2000153933 Grade IV_CF 12166_2000153934 Grade IV_CH 14820_2000153796 Grade IV_CJ 32705_2000153797

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 18016_2000153791 Grade IV_CH 30203_2000153793

Grade IV_CH 28569_2000153799 Grade IV_CJ 6254_2000153800 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

Grade IV




Grade IV_CJ 18704_2000153784 Grade IV_CH 21783_2000153785 Grade IV_CF 27891_2000153776 Grade IV_CH 8498 2000153777

Grade IV_CH 12724_2000153778 Grade IV_CF 11940_2000153779 Grade IV_CJ 22776_2000153756

Grade IV_CJ 12441_2000153760 Grade IV_CH 5261_2000155722

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759

Grade IV_CF 19257 2000155723 Grade IV_CJ 10048 2000155725

Grade IV



BCO018747.1 IGHG1

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 2041_2000154019 Grade IV_CJ 1519_2000153951

Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CF 11518 2000153942 Grade IV_CH 3969_2000153950

Grade IV_CH 4996_2000153933 Grade IV_CF 12166_2000153934 Grade IV_CH 14820_2000153796 Grade IV_CJ 32705_2000153797

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 18016_2000153791  Grade IV_CH 30203_2000153793

Grade IV_CH 28569_2000153799 Grade IV_CJ 6254_2000153800 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

Grade IV




Grade IV_CJ 18704_2000153784 Grade IV_CH 21783_2000153785 Grade IV_CF 27891_2000153776 Grade IV_CH 8498 2000153777

Grade IV_CH 12724_2000153778 Grade IV_CF 11940_2000153779 Grade IV_CJ 22776_2000153756 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CJ 12441_2000153760 Grade IV_CH 5261_2000155722

Grade IV_CJ 10048_2000155725

Grade IV_CF 19257 _2000155723

Grade IV



BC009561.1 Cllort74

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_ 2000154008 Control_H-23_2000154009

Control_H-25_ 2000153952 Control_H-35_2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59_ 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 2041_2000154019 Grade IV_CJ 1519_2000153951

Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CF 11518_2000153942 Grade IV_CH 3969_2000153950

Grade IV_CH 4996_2000153933 Grade IV_CF 12166_2000153934 Grade IV_CH 14820_2000153796 Grade IV_CJ 32705_2000153797

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 18016_2000153791 Grade IV_CH 30203_2000153793

Grade IV_CH 28569_2000153799 Grade IV_CJ 6254_2000153800 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

Grade IV



Grade IV_CJ 18704_2000153784 Grade IV_CH 21783_2000153785 Grade IV_CF 27891_2000153776 Grade IV_CH 8498 2000153777

Grade IV_CH 12724_2000153778 Grade IV_CF 11940_2000153779 Grade IV_CJ 22776_2000153756 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CJ 12441_2000153760 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CJ 10048_2000155725

Grade IV



BCO68569.1 ZHX3

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23 2000154009
Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935
Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_ 2000144456 Control_HV-70_2000144457 Control_HV-71_ 2000144458
Control



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 2041_2000154019 Grade IV_CJ 1519_2000153951
Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CF 11518 2000153942 Grade IV_CH 3969_2000153950
Grade IV_CH 4996_2000153933 Grade IV_CF 12166_2000153934 Grade IV_CH 14820_2000153796 Grade IV_CJ 32705_2000153797

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 18016_2000153791 Grade IV_CH 30203_2000153793

Grade IV_CH 28569_2000153799 Grade IV_CJ 6254_2000153800 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

Grade IV



Grade IV_CJ 18704_2000153784 Grade IV_CH 21783_2000153785 Grade IV_CF 27891_2000153776 Grade IV_CH 8498 2000153777

Grade IV_CH 12724_2000153778 Grade IV_CF 11940_2000153779 Grade IV_CJ 22776_2000153756 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CJ 12441_2000153760 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CJ 10048_2000155725

Grade IV



BC121798 EYAl

Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-02_2000153953

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 2041_2000154019 Grade IV_CJ 1519_2000153951
Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CF 11518_2000153942 Grade IV_CH 3969_2000153950
Grade IV_CH 4996_2000153933 Grade IV_CF 12166_2000153934 Grade IV_CH 14820_2000153796 Grade IV_CJ 32705_2000153797
Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 18016_2000153791 Grade IV_CH 30203_2000153793

Grade IV_CH 28569_2000153799 Grade IV_CJ 6254_2000153800 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

Grade IV



Grade IV_CJ 18704_2000153784 Grade IV_CH 21783_2000153785 Grade IV_CF 27891_2000153776 Grade IV_CH 8498 2000153777

Grade IV_CH 12724_2000153778 Grade IV_CF 11940_2000153779 Grade IV_CJ 22776_2000153756 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CJ 12441_2000153760 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CJ 10048_2000155725

Grade IV



NM_144495.2 PQBP1

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_ 2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 2041_2000154019 Grade IV_CJ 1519_2000153951
Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CF 11518 2000153942 Grade IV_CH 3969_2000153950
Grade IV_CH 4996_2000153933 Grade IV_CF 12166_2000153934 Grade IV_CH 14820_2000153796 Grade IV_CJ 32705_2000153797

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 18016_2000153791 Grade IV_CH 30203_2000153793

Grade IV_CH 28569_2000153799 Grade IV_CJ 6254_2000153800 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

Grade IV



Grade IV_CJ 18704_2000153784 Grade IV_CH 21783_2000153785 Grade IV_CF 27891_2000153776 Grade IV_CH 8498 2000153777

Grade IV_CH 12724_2000153778 Grade IV_CF 11940_2000153779 Grade IV_CJ 22776_2000153756 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CJ 12441_2000153760 Grade IV_CH 5261_2000155722
Grade IV_CF 19257 _2000155723 Grade IV_CJ 10048_2000155725

Grade IV



NM 021810.3 CDH26

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 2041_2000154019 Grade IV_CJ 1519_2000153951

Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CF 11518 2000153942 Grade IV_CH 3969_2000153950

Grade IV_CH 4996_2000153933 Grade IV_CF 12166_2000153934 Grade IV_CH 14820_2000153796 Grade IV_CJ 32705_2000153797

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 18016_2000153791 Grade IV_CH 30203_2000153793

Grade IV_CH 28569_2000153799 Grade IV_CJ 6254_2000153800 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

Grade IV




Grade IV_CJ 18704_2000153784 Grade IV_CH 21783_2000153785 Grade IV_CF 27891_2000153776 Grade IV_CH 8498 2000153777

Grade IV_CH 12724_2000153778 Grade IV_CF 11940_2000153779 Grade IV_CJ 22776_2000153756 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CJ 12441_2000153760 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CJ 10048_2000155725

Grade IV



BCO13186.1 RCSD1

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-25 2000153952 Control_H-35 2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25 2000153932 Control_HV-56_2000155735 Control_HV-59_2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 2041_2000154019 Grade IV_CJ 1519_2000153951
Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CF 11518 2000153942 Grade IV_CH 3969_2000153950
Grade IV_CH 4996_2000153933 Grade IV_CF 12166_2000153934 Grade IV_CH 14820_2000153796 Grade IV_CJ 32705_2000153797

Grade IV_CH 29738_2000153798  Grade IV_CJ 30014_2000153805 Grade IV_CH 18016_2000153791 Grade IV_CH 30203_2000153793

Grade IV_CH 28569_2000153799 Grade IV_CJ 6254_2000153800 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

Grade IV



Grade IV_CJ 18704_2000153784 Grade IV_CH 21783_2000153785 Grade IV_CF 27891_2000153776 Grade IV_CH 8498 2000153777

Grade IV_CH 12724_2000153778 Grade IV_CF 11940_2000153779 Grade IV_CJ 22776_2000153756 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CJ 12441_2000153760 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CJ 10048_2000155725

Grade IV



BCO00846.2 CIB1

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_ 2000154008 Control_H-23_2000154009

Control_H-25_ 2000153952 Control_H-35_2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59_ 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 2041_2000154019 Grade IV_CJ 1519_2000153951
Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CF 11518_2000153942 Grade IV_CH 3969_2000153950
- -
Grade IV_CH 4996_2000153933 Grade IV_CF 12166_2000153934 Grade IV_CH 14820_2000153796 Grade IV_CJ 32705_2000153797
- -
Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 18016_2000153791 Grade IV_CH 30203_2000153793

Grade IV_CH 28569_2000153799 Grade IV_CJ 6254_2000153800 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

Grade IV



Grade IV_CJ 18704_2000153784 Grade IV_CH 21783_2000153785 Grade IV_CF 27891_2000153776 Grade IV_CH 8498 2000153777

Grade IV_CH 12724_2000153778 Grade IV_CF 11940_2000153779 Grade IV_CJ 22776_2000153756 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CJ 12441_2000153760 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CJ 10048_2000155725

Grade IV



BC037876.1 C170rt57

Control_H-02_2000153953 Control_H-03_2000153943 Control_H-19_2000154008 Control_H-23_2000154009

Control_H-25_ 2000153952 Control_H-35_2000153942 Control_H-41_ 2000154026 Control_H-58 2000153935

Control_H-59 2000154016 Control_HC 25_2000153932 Control_HV-56_2000155735 Control_HV-59_ 2000155740

Control_HV-64_2000144456 Control_HV-70_2000144457 Control_HV-71_2000144458

Control



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 2041_2000154019 Grade IV_CJ 1519_2000153951
Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CF 11518_2000153942 Grade IV_CH 3969_2000153950
Grade IV_CH 4996_2000153933 Grade IV_CF 12166_2000153934 Grade IV_CH 14820_2000153796 Grade IV_CJ 32705_2000153797
Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 18016_2000153791 Grade IV_CH 30203_2000153793

Grade IV_CH 28569_2000153799 Grade IV_CJ 6254_2000153800 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

Grade IV



Grade IV_CJ 18704_2000153784 Grade IV_CH 21783_2000153785 Grade IV_CF 27891_2000153776 Grade IV_CH 8498 2000153777

Grade IV_CH 12724_2000153778 Grade IV_CF 11940_2000153779 Grade IV_CJ 22776_2000153756 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CJ 12441_2000153760 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CJ 10048_2000155725

Grade IV



NM_001938.2 DR1

Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 22776_2000153756 Grade IV_CJ 1519_2000153951 Grade IV_CH 28569_2000153799

Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CH 21783_2000153785 Grade IV_CH 3969_2000153950
Grade IV_CH 4996_2000153933 Grade IV_CF 11940_2000153779 Grade IV_CH 14820_2000153796 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CF 12166_2000153934 Grade IV_CH 30203_2000153793

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783 SVZp




Grade IV_CJ 18704_2000153784  Grade IV_CF 27891_2000153776  Grade IV_CJ 2041_2000154019  Grade IV_CH 8498_2000153777 Grade IV_CJ 6254_2000153800

Grade IV_CH 12724 _2000153778 Grade IV_CJ 12441_2000153760 Grade IV_CF 11518_2000153942 Grade IV_CH 5261_2000155722

Grade IV_CF 19257_2000155723  Grade IV_CH 18016_2000153791 Grade IV_CJ 10048_2000155725 Grade IV_CJ 32705_2000153797

SVZn



NM_018290.2 PGM2

Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 22776_2000153756 Grade IV_CJ 1519_2000153951 Grade IV_CH 28569_2000153799

Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CH 21783_2000153785 Grade IV_CH 3969_2000153950

Grade IV_CH 4996_2000153933  Grade IV_CF 11940_2000153779 Grade IV_CH 14820_2000153796 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758  Grade IV_CH 29697_2000153759 Grade IV_CF 12166_2000153934 Grade IV_CH 30203_2000153793

Grade IV_CH 29738_2000153798  Grade IV_CJ 30014_2000153805 Grade IV_CH 22618 _2000153782 Grade IV_CJ 13655_2000153783 SVZp




Grade IV_CJ 18704_2000153784  Grade IV_CF 27891_2000153776  Grade IV_CJ 2041_2000154019  Grade IV_CH 8498_2000153777 Grade IV_CJ 6254_2000153800

Grade IV_CH 12724_2000153778  Grade IV_CJ 12441_2000153760 Grade IV_CF 11518_2000153942 Grade IV_CH 5261_2000155722
Grade IV_CF 19257 _2000155723  Grade IV_CH 18016_2000153791 Grade IV_CJ 10048_2000155725 Grade IV_CJ 32705_2000153797

SVZn



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 22776_2000153756 Grade IV_CJ 1519_2000153951 Grade IV_CH 28569_2000153799

Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CH 21783 2000153785 Grade IV_CH 3969 2000153950
Grade IV_CH 4996_2000153933 Grade IV_CF 11940 _2000153779 Grade IV_CH 14820_2000153796 Grade IV_CH 18426_2000153757
Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CF 12166_2000153934 Grade IV_CH 30203_2000153793

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 22618 2000153782 Grade IV_CJ 13655_2000153783

SVZp




Grade IV_CJ 18704_2000153784  Grade IV_CF 27891_2000153776  Grade IV_CJ 2041_2000154019  Grade IV_CH 8498_2000153777 Grade IV_CJ 6254_2000153800

Grade IV_CH 12724 2000153778 Grade IV_CJ 12441_2000153760 Grade IV_CF 11518_2000153942 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CH 18016_2000153791 Grade IV_CJ 10048_2000155725 Grade IV_CJ 32705_2000153797

SVZn



NM_006403.2 NEDD9

Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 22776_2000153756 Grade IV_CJ 1519_2000153951 Grade IV_CH 28569_2000153799

Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CH 21783_2000153785 Grade IV_CH 3969_2000153950

Grade IV_CH 4996_2000153933 Grade IV_CF 11940_2000153779 Grade IV_CH 14820_2000153796 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CF 12166_2000153934 Grade IV_CH 30203_2000153793

Grade IV_CH 29738_2000153798  Grade IV_CJ 30014_2000153805 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783 SVZp



Grade IV_CJ 18704_2000153784  Grade IV_CF 27891_2000153776  Grade IV_CJ 2041_2000154019  Grade IV_CH 8498_2000153777 Grade IV_CJ 6254_2000153800

Grade IV_CH 12724_2000153778  Grade IV_CJ 12441_2000153760 Grade IV_CF 11518_2000153942 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CH 18016_2000153791 Grade IV_CJ 10048_2000155725 Grade IV_CJ 32705_2000153797

SVZn



=
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Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 22776_2000153756 Grade IV_CJ 1519_2000153951 Grade IV_CH 28569_2000153799

Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954  Grade IV_CH 21783_2000153785 Grade IV_CH 3969_2000153950

Grade IV_CH 4996_2000153933 Grade IV_CF 11940_2000153779 Grade IV_CH 14820_2000153796 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CF 12166_2000153934 Grade IV_CH 30203_2000153793

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 22618_2000153782 ~ Grade IV_CJ 13655_2000153783 SVZp




Grade IV_CJ 18704_2000153784  Grade IV_CF 27891_2000153776  Grade IV_CJ 2041_2000154019  Grade IV_CH 8498_2000153777 Grade IV_CJ 6254_2000153800

Grade IV_CH 12724 2000153778 Grade IV_CJ 12441_2000153760 Grade IV_CF 11518_2000153942 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CH 18016_2000153791 Grade IV_CJ 10048_2000155725 Grade IV_CJ 32705_2000153797

SVZn



BCO0026/.1 GPBP1

Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 22776_2000153756 Grade IV_CJ 1519_2000153951 Grade IV_CH 28569_2000153799

Grade IV_CF 7522_2000154010 Grade IV_CH 9002_2000153954 Grade IV_CH 21783_2000153785 Grade IV_CH 3969_2000153950

Grade IV_CH 4996_2000153933  Grade IV_CF 11940_2000153779 Grade IV_CH 14820_2000153796 Grade IV_CH 18426_2000153757

Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CF 12166_2000153934 Grade IV_CH 30203_2000153793

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 22618 2000153782 Grade IV_CJ 13655_2000153783

SVZp



Grade IV_CJ 18704_2000153784  Grade IV_CF 27891_2000153776  Grade IV_CJ 2041_2000154019  Grade IV_CH 8498_2000153777 Grade IV_CJ 6254_2000153800

Grade IV_CH 12724 2000153778 Grade IV_CJ 12441_2000153760 Grade IV_CF 11518_2000153942 Grade IV_CH 5261_2000155722
Grade IV_CF 19257 _2000155723 Grade IV_CH 18016_2000153791 Grade IV_CJ 10048_2000155725 Grade IV_CJ 32705_2000153797

SVZn



NM_152740.2 HIBADH

Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 22776_2000153756 Grade IV_CJ 1519_2000153951 Grade IV_CH 28569_2000153799

Grade IV_CF 7522_2000154010  Grade IV_CH 9002_2000153954 Grade IV_CH 21783_2000153785 Grade IV_CH 3969_2000153950
Grade IV_CH 4996_2000153933 Grade IV_CF 11940_2000153779 Grade IV_CH 14820_2000153796 Grade IV_CH 18426_2000153757
Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CF 12166_2000153934 Grade IV_CH 30203_2000153793

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783 SVZp




Grade IV_CJ 18704_2000153784  Grade IV_CF 27891_2000153776  Grade IV_CJ 2041_2000154019  Grade IV_CH 8498_2000153777 Grade IV_CJ 6254_2000153800

Grade IV_CH 12724 2000153778 Grade IV_CJ 12441_2000153760 Grade IV_CF 11518_2000153942 Grade IV_CH 5261_2000155722

Grade IV_CF 19257 _2000155723 Grade IV_CH 18016_2000153791 Grade IV_CJ 10048_2000155725 Grade IV_CJ 32705_2000153797

SVZn



Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 22776_2000153756 Grade IV_CJ 1519_2000153951 Grade IV_CH 28569_2000153799

Grade IV_CF 7522_2000154010  Grade IV_CH 9002_2000153954 Grade IV_CH 21783_2000153785 Grade IV_CH 3969_2000153950
Grade IV_CH 4996_2000153933  Grade IV_CF 11940_2000153779 Grade IV_CH 14820_2000153796 Grade IV_CH 18426_2000153757
Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CF 12166_2000153934

Grade IV_CH 30203_2000153793

Grade IV_CH 29738_2000153798  Grade IV_CJ 30014_2000153805 ~ GradeV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783

SVip



Grade IV_CJ 18704_2000153784  Grade IV_CF 27891_2000153776  Grade IV_CJ 2041_2000154019  Grade IV_CH 8498_2000153777 Grade IV_CJ 6254_2000153800

Grade IV_CH 12724 2000153778 Grade IV_CJ 12441_2000153760 Grade IV_CF 11518_2000153942 Grade IV_CH 5261_2000155722

Grade IV_CF 19257_2000155723 Grade IV_CH 18016_2000153791 Grade IV_CJ 10048_2000155725 Grade IV_CJ 32705_2000153797

SVZn



Grade IV_CJ 22776_2000153756

Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 1519_2000153951 Grade IV_CH 28569_2000153799

Grade IV_CH 9002_2000153954 Grade IV_CH 21783_2000153785 Grade IV_CH 3969_2000153950

Grade IV_CF 7522_2000154010

Grade IV CH 4996 2000153933 Grade IV_CF 11940_2000153779 Grade IV_CH 14820_2000153796 Grade IV_CH 18426_2000153757
Grade IV_CH 6643_2000153758 Grade IV_CH 29697_2000153759 Grade IV_CF 12166_2000153934 Grade IV_CH 30203_2000153793
Grade IV_CH 29738_2000153798  Grade IV_CJ 30014_2000153805 Grade IV_CH 22618 _2000153782 Grade IV_CJ 13655_2000153783

SVZp



Grade IV_CJ 18704_2000153784  Grade IV_CF 27891_2000153776  Grade IV_CJ 2041_2000154019  Grade IV_CH 8498_2000153777 Grade IV_CJ 6254_2000153800

Grade IV_CH 12724 _2000153778 Grade IV_CJ 12441_2000153760 Grade IV_CF 11518_2000153942 Grade IV_CH 5261_2000155722

Grade IV_CJ 10048_2000155725 Grade IV_CJ 32705_2000153757

Grade IV_CF 19257_2000155723 Grade IV_CH 18016_2000153791

SVZn



XM _379060.1_LOC339685

Grade IV_CF 7916_2000154021 Grade IV_CJ 11291_2000154025 Grade IV_CJ 22776_2000153756 Grade IV_CJ 1519_2000153951 Grade IV_CH 28569_2000153799

Grade IV CF 7522 2000154010  Grade IV_CH 9002_2000153954  Grade IV_CH 21783_2000153785  Grade IV_CH 3969_2000153950

Grade IV_CH 4996_2000153933  Grade IV_CF 11940_2000153779  Grade IV_CH 14820_2000153796 Grade IV_CH 18426_2000153757
Grade IV_CH 6643_2000153758  Grade IV_CH 29697_2000153759 Grade IV_CF 12166_2000153934  Grade IV_CH 30203_2000153793

- - - - SVZp

Grade IV_CH 29738_2000153798 Grade IV_CJ 30014_2000153805 Grade IV_CH 22618_2000153782 Grade IV_CJ 13655_2000153783



Grade IV_CJ 18704_2000153784  Grade IV_CF 27891_2000153776  Grade IV_CJ 2041_2000154019  Grade IV_CH 8498_2000153777 Grade IV_CJ 6254_2000153800

Grade IV_CH 12724_2000153778  Grade IV_CJ 12441_2000153760 Grade IV_CF 11518_2000153942 Grade IV_CH 5261_2000155722

Grade IV_CF 19257_2000155723  Grade IV_CH 18016_2000153791 Grade IV_CJ 10048_2000155725 Grade IV_CJ 32705_2000153797

SVZn



Grade |l _IDH1p Vs Grade |I_Wild Type IDH1



BC000846.2 (CIB1) — IDH1p

Grade II_CF 29538_2000154020  Grade Il_CJ 33350_2000144452 Grade Il_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



BC000846.2 (CIB1) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 017735.3 (TTC27) - IDH1p

Grade II_CF 29538_2000154020  Grade Ill_CJ 33350_2000144452 Grade Il_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 017735.3 (TTC27) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



BC034483.1 (HSPAIL) - IDH1p

Grade II_CF 29538_2000154020  Grade Il_CJ 33350_2000144452 Grade Il_CJ 4825_2000143981

Grade ll_CJ 7132_2000154028



BC034483.1 (HSPAIL) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



ENST00000389266 (GARS) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



ENST00000389266 (GARS) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



BC026060.2 (CAMKK2) — IDH1p

Grade II_CF 29538_2000154020 Grade 11_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



BC026060.2 (CAMKK2) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 016401.2 (C110RF73) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 016401.2 (C110RF73) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 001888.2 (CRYM) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 001888.2 (CRYM) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 007026.1 (DUSP14) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 007026.1 (DUSP14) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 005861.2 (STUB1) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 005861.2 (STUB1) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 000519.3 (HBD) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 000519.3 (HBD) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 017863.2 (CXORF48) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 017863.2 (CXORF48) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



BC089418.1 ( IGLV3-25) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



BC089418.1 ( IGLV3-25) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 014440.1 (IL1F6) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 014440.1 (IL1F6) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 130897.1 (DYNLRB2) — IDH1p

Grade II_CF 29538_2000154020  Grade |l_CJ 33350_2000144452 Grade Il_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 130897.1 (DYNLRB2) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



BC001394.2 (SERPINB6) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



BC001394.2 (SERPINB6) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



BC0O00967.2 (NUDCD1) — IDH1p

Grade II_CF 29538_2000154020 Grade 11_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



BC000967.2 (NUDCD1) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



BC064512.1 (UBR2) — IDH1p

Grade Il_CF 29538 2000154020  Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



BC064512.1 (UBR2) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 001106.3 (ACVR2B) — IDH1p

Grade Il_CF 29538 2000154020 Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 001106.3 (ACVR2B) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



BC075862.1 (CAPN1) — IDH1p

Grade Il_CF 29538 2000154020 Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



BC075862.1 (CAPN1) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



BC002508.2 (ASMTL) — IDH1p

Grade Il_CF 29538 2000154020 Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



BC002508.2 (ASMTL) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468_2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 003405.3 (YWHAH) — IDH1p

Grade Il_CF 29538 2000154020 Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 003405.3 (YWHAH) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



NM 013330.3 (NME7) — IDH1p

Grade Il_CF 29538 2000154020 Grade Il_CJ 33350_2000144452 Grade II_CJ 4825_2000143981

Grade Il_CJ 7132_2000154028



NM 013330.3 (NME7) — Wild Type

Grade II_CF 10729_2000154012 Grade II_CF 20468 _2000153947 Grade II_CJ 10242_2000144449 2

Grade Il_CK 40_2000144445



Grade IV_IDH1p Vs Grade IV_Wild Type IDH1



NM 152734.3 (C6orf89) — IDH1p

Grade IV_CF 12166_2000153934 Grade IV_CF 7916_2000154021 Grade IV_CJ 22776_2000153756



NM 152734.3 (C6orf89) — Wild Type

Grade IV_CH 18016_2000153791  Grade IV_CJ 12441 2000153760 Grade IV_CJ 2041_2000154013

Grade IV_CH 3969 2000153950 Grade IV_CJ 13655 2000153783 Grade IV_CJ 30014_2000153805



