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Supplementary Fig. 1. Kaplan-Meier survival analysis across multiple datasets showed that HNRNPA2B1 was not associated with prognosis in patients with AML.
(a-b) TCGA database. (¢) GSE71014 database. (d) TARGET database. (¢) OHSU database. (f) GSE37642 database.
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Supplementary Fig. 2. The expression of IGF2BP3 and RCC2 was analyzed in Oncomine database. (a) The Oncomine database was used to compare YAP1
expression in pan-tumors and corresponding normal tissues. (b-¢) Upregulation of IGF2BP3 was observed compared with the normal controls in Andersson
Leukemia and Haferlach Leukemia cohorts. (d-e) RCC2 high expression in Andersson Leukemia and Haferlach Leukemia cohorts.
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Supplementary Fig. 3. Survival analysis of IGF2BP3 in various tumors from the TCGA database. (a) Colon adenocarcinoma, COAD. (b) Uveal Melanoma, UVM.
(¢) Mesothelioma, MESO. (d) Lung adenocarcinoma, LUAD. (e) Brain Lower Grade Glioma, LGG. (f) Acute Myeloid Leukemia, LAML. (g) Kidney renal papillary
cell carcinoma, KIRP. (h) Kidney renal clear cell carcinoma, KIRC.
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Supplementary Fig. 4. Representative immunohistochemical images of IGF2BP3 overexpression
were provided (a), and immunohistochemical intensity was scored (b). *, P <0.05; **, P <0.01.



HL-60

KG-1

-NC si-RCC2
. HLB0_si-NC : P1 HL-60_si-RCC2 : P1 *
2 {at-uL0.33%) Q1-UR(4.38%) % JatuLosin) Q1-UR(6.91%) 25+ - si-NC _ si-RCC2 Hm si-NC
) 3 20- b ] < 80— " mm si-RCC2
24 ° ~ g g —
1 ] 5 %73 2 15 27 2]
S 2 - B 4 —_ . ns
B, ] 5 P g g S —
= 3 % @ .o i 2] Y
% %2 o 10 _ _ = ns
x g 5 HL-60 £ ¢ 1 £g] S, 40 -
o Q 27 A 2“4 O
e o g 57 1 . =
e T g ] 8] ©
Q1-LR(8.23%) LL Q1-LR(13.52%) 0 ] ] O 20+
i PR PR PR PR P si-NC si-RCC2 g g
Annexin V APC-A Annexin V APC-A a1 a1 0-
KG-1_si-NC : P1 KG-1_si-RCC2 : P1 Kk o] T[Tt TITITT o G1 G2 S
«, | Q1-UL(0.05%) Q1-UR(3.02%) e, |Q1-UL(0.17%) Q1-UR(6.43%) 254 0 20 40 60 80 100 120 140 0 40 60 30 100 120 140
" " ~ FL2-API PE-A FL2-API PEA
< 204 i} N si-NC
% J S | 2 Ea g 60 .
P 4% 2 1 &7 il B si-RCC2
g g S 159 &7 . ]
g £ 2 o *7 - ns
%9— %2- S 104 i §-: 2 40-
2 KG-1 =] b o
S 5 2% A 5. ©
° ° < ® L 587 Is) *k
Q1-LL ) Q1-LR(9.64%) 2 1 Q1-LR(15.62%) o- g_f g % 20
The 10t 10 108 B R PR PR PR si-NC si-RCC2 E i o
Annexin V APC-A Annexin V APC-A g il
D*ﬂ T T ! Eﬂc' LI R o 2 e o-
0 20 40 60 80 100
G1 G2 S
FL2-A PE-A FL2-A PE-A
HL-60 KG-1
1.5 Kk 1.5 * kK
Y Y
o (o]
g %k k g %k %k k
= 5 <<
®Z 1.0 ®Z 1.0
(" o
g € S S
R I
20 0.5 20 0.5
> & > .
s s
K o
[7) [7)
14 14
0.0- 0.0-
O N 12 (¢] N 12
> o_,&‘ lb&‘ > ’b&‘ ".&‘
T & L £ & L
A 4 A 4
NS RS
AN AN AN X
9 9 ) )

Supplementary Fig. 5. Effect of RCC2-siRNA on apoptosis of HL-60 and KG-1 cells. (a) RCC2 siRNA promotes apoptosis of AML cells. (b)
Effect of RCC2 siRNA on AML cell cycle. (¢) RCC2 mRNA expression levels following knockdown of IGF2BP3 in HL-60 and KG-1 cells. *, P <
0.05; **, P<0.01; *** P <0.001.



Supplementary Table 1. Primers and sequences used in this research (5’-3’).

shiIGF2BP3#1

gcACATTTAATTCCTGGATTA

shRNA |shIGF2BP3#2 GCAGGAATTGACGCTGTAT
target |si-RCC2#1 GGGACUUGAUUGGUCGAAATT
oligo |si-RCC2#2 GGGCUGAAUUCAGUAUGAUTT
si-RCC2#3 GGUGAUAGCAAGAGAUGAATT
IGF2BP3 forward GGGAGGTGCTGGATAGTTTAC
IGF2BP3 reverse CTAGCTTGGTCCTTACTGGAATAG
Primers RCC2 forward ACACCTCCCGTGAATCTACC
used in RCC2 reverse ATGCCATCCAGAGTCTTTACCT
PCR GAPDH forward CAGGAGGCATTGCTGATGAT
GAPDH reverse GAAGGCTGGGGCTCATTT
ACTIN forward CGTGGACATCCGCAAAG

ACTIN reverse

AAGGTGGACAGCGAGGC




Supplementary Table 2. Clinical characteristics of Acute Myeloid Leukaemia patients in our cohort.

Blast IGF2BP3
A Cytogenetic WBC Perce Admission Relative
Patient ID Sample ID 2 Sex  Diagnosis Category YIOBeneHe_ 109/ ) )
Code ntage time Expressio
L
1% n
Liu** 2019FG1077 54 Male cueMyeloid v NPML 86 8516 12-Aug-19 1
Leukaemia IDH2mut
Dong*™  2019FGI877 78 Male ~cuteMyeloid oy v AMLUETO ) 0 94 20019 02161193
Leukaemia positive
AML with
Li** 20200FGO111 56 Female “cut¢ Myeloid  myelodysplasi 1.1 2147 56 03-Jan-20 0.8803533
Leukaemia a-related
changes
Peng**  2020FGOI12 65 Male ~CueMyeloid oy Mi na 299.5 90  06-Jan-20 0.1855181
Leukaemia
Acute
Rao** 2020FG1452 34 Female Promyelocytic = AML-M3 PM.L./RARA 0.34 73 18-Apr-20 0.1756742
. positive
Leukemia
Aette Mveloiq | AML with
Ding**  2020FG2336 64 Female ‘o Y% myelodysplasi na 0.6 28  11-Jun-20 0.1335005
Leukaemia
a-related
Tian®  2020FG3767 26 Female ~CWeMyeloid — \p \g SF3BI 391 22 03-Sep-20 0.9634103
Leukaemia positive
CEBPA-
' double-
Liao™  2020FG3882 61 Male ~cuteMyeloid M douPe 8 88  10-Sep-20 0.320684
Leukaemia mutated,
IDH
Acute Myeloid CEBPA-
Xie* 2020FG5424 12 Female U "Y' AMLM2  double- 1994 12 28Nov-20 0.1263313
Leukaemia
mutated
Qiu* 2020FG5697 16 Female "Om deficiency na 813 na  14-Dec20 0.0322063
anemia
Iron deficiency
Zhang* 2020FG5745 48 Female . na na na na 16-Dec-20 0.0578761
anemia
Tang**  2020FGS882 47 Female omdeficiency . na na  na  25-Dec20 0.0439013
anemia
. Iron deficiency
Qian** 2020FG5880 35 Female : na na na na 25-Dec-20 0.0341697
anemia
Wang™  2020FGS881 47 Male \ondeficiency na na  na  25-Dec-20 0.0921058

anemia




Supplementary Table 3. DESeq results from comparison of IGF2BP3-depleted and control cells

Log2F
Gene_Sym BaseMea BaseMea FoldCh Directi
bol Gene_ID Trans_Type n shTreat n shNC  ange oldCha Pval on
nge

MS4A6A  ENSGO0000011007 retained intron;pre  0.1383 4.9434 0.03 -5.16 1.21E-60 down
TIFAB ENSG0000025583 protein_coding 0.0047 1.7223 0.00  -852 1.71E-54 down
CD180 ENSG0000013406 protein_coding;ret 0.0351 1.7733 0.02  -5.66 1.03E-47 down
MTUSI1 ENSG0000012942 protein_coding;pr¢  0.0060 0.6473 0.01 -6.74 3.09E-47 down
IL31RA ENSG0000016450 protein_coding;prc 0.0001 0.8280 0.00 -13.02 1.54E-44 down
ARLEB ENSG0000013410 protein_coding;ret 55.2349  12.7999  4.32 2.11 8.15E-42 up

MYOF ENSG0000013811 protein_coding;prc 0.0290 1.1479 0.03  -531 3.52E-40 down
FCER2 ENSG0000010492 protein_coding;ret 0.0948 6.6250 0.01 -6.13  6.04E-38 down
IRF8 ENSG0000014096 protein_coding;ret 0.1451 2.9010 0.05  -432 4.63E-37 down
BEX1 ENSG0000013316 protein_coding 8.0294 52,6597  0.15  -2.71 6.51E-37 down
ZNF445  ENSGO0000018521 protein_coding;ret 0.3083 2.1067 0.15  -2.77 5.71E-36 down
LILRB4 ENSG0000018681 protein_coding;no 0.0103 1.1171 0.01 -6.77 6.80E-36 down
METTL7B ENSGO0000017043 protein_coding 0.2629 7.5841 0.03  -4.85 4.38E-35 down
GALM ENSG0000014389 protein_coding;pr¢ 0.0499 2.3990 0.02 -5.59 5.86E-34 down

XAF1 ENSG0000013253 protein_coding;ret 0.0193 0.8939 0.02  -5.53 5.35E-33 down
CD109 ENSG0000015653 protein_coding;prc  0.0669 1.9969 0.03  -490 5.95E-33 down
INHBA-AS1ENSG0000022411 antisense 0.0001 0.6101 0.00 -12.57 2.41E-32 down

ADGRA2 ENSG0000002018 protein_coding 0.1440 2.9955 0.05 -4.38 2.83E-30 down
TRPMS ENSG0000014448 protein_coding;prc  0.0001 0.2915 0.00 -11.51 2.17E-27 down
IVD ENSG0000012892 protein_coding;ret 0.0978 1.2644 0.08 -3.69 3.36E-26 down
Clorf21 ENSG0000011666 protein_coding;prc  0.0109 0.4222 0.03  -528 3.91E-26 down
ADAM?23 ENSG0000011494 protein_coding 0.0023 0.4014 0.01 -7.42 8.73E-26 down
NPHP3-AC£ENSG0000027481 nonsense_mediate 0.0001 0.3042 0.00 -11.51 1.94E-25 down

AL365361 ENSG0000025983 lincRNA 0.0027 0.6325 0.00 -7.88 6.76E-25 down
IGFBP2 ENSG0000011545 protein_coding;ret 0.5579 0.0038  146.01 7.19 1.02E-24 up
CLC ENSG0000010520 protein_coding ~ 601.4046 200.1856  3.00 1.59 5.92E-24 wup
FGL2 ENSG0000012795 protein_coding 1.2718 6.6004 0.19  -2.38 2.38E-23 down
ITGA7 ENSG0000013542 protein_coding;no 0.0469 0.7913 0.06  -4.08 2.40E-23 down
AFF3 ENSG0000014421 protein_coding;no 0.0025 0.2805 0.01 -6.83 2.95E-23 down

SASHI ENSGO0000011196 protein_coding;ret 0.0024 0.2708 0.01 -6.80 1.07E-22 down
ALDHS5A1 ENSGO0000011229 protein_coding;ret 3.1297 0.4924 6.36 2.67 3.62E-22 up
WDR49 ENSG0000017477 protein_coding;prc 0.0001 0.3276 0.00 -11.68 2.12E-20 down
PTPN3 ENSG0000007015 protein_coding;prc  0.6590 0.0453 1456  3.86 3.67E-20 up
GPNMB  ENSGO0000013623 protein_coding;ret 0.5483 3.3193 0.17  -2.60 3.77E-20 down
MTIG ENSG0000012514 protein_coding 12.3818  1.6129 7.68 294 220E-19 wup
EPX ENSGO0000012105 protein_coding ~ 137.2264  46.7979 2.93 1.55 3.84E-19 wup
PDPK1 ENSG0000014099 protein_coding;ret 0.6975 2.8548 024  -2.03 9.09E-19 down
MS4A7 ENSG0000016692 protein_coding;ret 0.0329 1.0826 0.03 -5.04 9.23E-19 down
RXFP1 ENSG0000017150 protein_coding;prc¢ 0.0116 0.4050 0.03  -5.13 1.54E-18 down
CADMI1  ENSGO0000018298 protein_coding;ret 0.0252 0.4096 0.06  -4.02 1.58E-18 down
INHBA ENSG0000012264 protein_coding;pr¢ 0.0034 0.2746 0.01 -6.32 3.19E-18 down
CDs2 ENSG0000016944 protein_coding;prc 63.4170  22.5819 2.81 149 8.44E-18 wup
SPP1 ENSG0000011878 protein_coding;prc 5.8676 1.0433 5.62 249 1.04E-17 wup
GNG10 ENSG0000024261 protein_coding 2.1559 142025  0.15  -2.72 1.14E-17 down
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0.05
2.65
0.05
5.20
26.77
0.42
0.13
0.03
2.66
0.10
8.61
0.07
0.20
0.14
249
0.07
313.45
9.68
0.09
2.18
0.04
50.55
0.02
2.51
0.43
0.40
2.17
0.45
3.36
0.03
0.46
0.04
0.00
0.49
0.48
0.04
3.11
0.48
5.04
0.42

-1.98
-1.69
1.46
-3.64
2.72
-1.29
-2.98
1.34
-4.31
1.41
-4.19
2.38
4.74
-1.25
-2.99
-5.01
1.41
-3.27
3.11
-3.89
-2.32
-2.88
1.32
-3.79
8.29
3.28
-3.40
1.13
-4.74
5.66
-5.48
1.33
-1.20
-1.33
1.12
-1.15
1.75
-5.20
-1.11
-4.60
-9.82
-1.03
-1.06
-4.69
1.64
-1.06
2.33
-1.27

1.75E-17
3.61E-17
3.83E-17
4.26E-17
4.56E-17
5.95E-17
8.13E-17
8.87E-17
1.81E-16
2.37E-16
3.66E-16
5.42E-16
6.69E-16
2.08E-15
4.04E-15
1.10E-14
1.53E-14
2.09E-14
2.62E-14
3.62E-14
3.74E-14
6.48E-14
7.60E-14
9.71E-14
1.22E-13
2.55E-13
3.59E-13
3.86E-13
6.92E-13
6.92E-13
7.25E-13
1.16E-12
1.21E-12
1.28E-12
1.50E-12
3.19E-12
3.27E-12
4.23E-12
4.94E-12
5.84E-12
8.77E-12
8.77E-12
9.86E-12
1.05E-11
1.47E-11
1.62E-11
1.69E-11
1.71E-11

down
down
up
down
up
down
down
up
down
up
down
up
up
down
down
down
up
down
up
down
down
down
up
down
up
up
down
up
down
up
down
up
down
down
up
down
up
down
down
down
down
down
down
down
up
down
up
down



HTR7 ENSG0000014868 protein_coding
OAT ENSG0000006515 protein_coding;pr¢
SEL1L3 ENSG0000009149 protein_coding;ret
HPGD ENSG0000016412 protein_coding;ret
MT2A ENSG0000012514 protein_coding;ret
ITGAX ENSG0000014067 protein_coding;ret
H2AFY2  ENSG0000009928 protein_coding
MRTFB ENSG0000018626 protein_coding;pr«
PRSS33 ENSG0000010335 protein_coding
DLX1 ENSG0000014435 retained_intron;pr
RBM15 ENSG0000016277 protein_coding
AOC1 ENSG0000000272 protein_coding;pr¢
RECK ENSG0000012270 protein_coding;pr¢
PLCB4 ENSG0000010133 processed_transcri
STARDS  ENSGO0000013005 protein_coding;pr«
Cllorf45  ENSG0000017437 protein_coding;pr¢
APOC1 ENSG0000013020 protein_coding;no
VNN2 ENSG0000011230 nonsense_mediate
KYNU ENSGO0000011591 protein_coding;ret
GNAI2 ENSGO0000011435 protein_coding;ret
TNS3 ENSG0000013620 protein_coding;pr¢
TIMP1 ENSG0000010226 protein_coding
AC006011 ENSG0000024456 processed pseudo,
HI1FO0 ENSG0000018906 protein_coding
VPS4A ENSG0000013261 protein_coding;pr¢
LINC01670 ENSG0000027909 lincRNA

ACOT2 ENSG0000011967 nonsense_mediate
EPASI1 ENSG0000011601 retained_intron;prt
ANAPC13 ENSG0000012905 protein_coding;ret
NOBI ENSG0000014110 protein_coding;no
TMEM121BENSG0000018330 protein_coding
FPR1 ENSGO0000017105 protein_coding
SLC16A1 ENSGO0000015538 protein_coding;pr«
NCFI1B ENSG0000018248 processed_transcri
MIR155HG ENSG0000023488 lincRNA

NOG ENSG0000018369 protein_coding
DPYSL2  ENSG0000009296 protein_coding;ret
HDC ENSG0000014028 protein_coding;ret

DKK2 ENSGO0000015501 protein_coding;ret
HERCS ENSG0000013864 protein_coding;ret
TNFSF15 ENSG0000018163 protein_coding

NCOAI1 ENSG0000008467 protein_coding;ret
FCNI1 ENSG0000008526 protein_coding

CPNES ENSG0000013911 protein_coding;pr¢
LRRK2 ENSG0000018890 protein_coding;ret
COCH ENSG0000010047 protein_coding;pr¢
RNF114  ENSG0000012422 protein_coding;ret
SMAD?3 ENSG0000016694 protein_coding;ret

0.0165
1.7515
1.8274
2.0883
88.8864
5.8394
0.5632
0.3024
0.4150
0.9835
0.9399
6.8944
0.1269
0.0650
0.0098
0.0231
0.1170
18.1123
0.0089
24.0469
0.0107
48.1324
0.1690
1.4268
6.6146
0.9002
0.0514
0.5073
4.7574
29.8780
0.0576
30.9062
11.6687
21.8829
0.3595
0.1128
0.1228
1.9853
0.0365
4.1784
0.3585
1.8863
2.9873
0.0396
1.7605
24.7352
11.6927
0.9474

0.4355
0.3626
4.8746
0.5589
39.3008
2.2802
0.0185
0.0555
0.0106
3.5139
3.3398
2.0249
0.7323
0.5026
0.3434
0.4043
1.1765
7.4215
0.0814
46.6122
0.1259
23.7837
23.5245
5.1734
12.9607
0.0001
0.8639
0.0955
14.5220
56.5100
0.4710
14.9025
22.5796
9.1454
1.9911
1.0327
0.5966
0.4848
0.3122
1.4449
0.0558
0.6086
1.1305
0.3693
0.6666
11.9732
24.3220
2.4974

0.04
4.83
0.37
3.74
2.26
2.56
30.45
5.44
39.04
0.28
0.28
3.40
0.17
0.13
0.03
0.06
0.10
2.44
0.11
0.52
0.09
2.02
0.01
0.28
0.51
9002.15
0.06
5.31
0.33
0.53
0.12
2.07
0.52
2.39
0.18
0.11
0.21
4.09
0.12
2.89
6.42
3.10
2.64
0.11
2.64
2.07
0.48
0.38

-4.72
2.27
-1.42
1.90
1.18
1.36
4.93
2.44
5.29
-1.84
-1.83
1.77
-2.53
-2.95
-5.12
-4.13
-3.33
1.29
-3.20
-0.95
-3.55
1.02
-7.12
-1.86
-0.97
13.14
-4.07
2.41
-1.61
-0.92
-3.03
1.05
-0.95
1.26
-2.47
-3.19
-2.28
2.03
-3.10
1.53
2.68
1.63
1.40
-3.22
1.40
1.05
-1.06
-1.40

1.96E-11
2.05E-11
2.06E-11
2.27E-11
2.84E-11
3.24E-11
4.32E-11
4.76E-11
4.91E-11
7.46E-11
8.38E-11
8.93E-11
9.32E-11
9.74E-11
1.07E-10
2.06E-10
2.25E-10
2.41E-10
3.10E-10
3.31E-10
3.62E-10
4.52E-10
5.30E-10
5.55E-10
5.99E-10
6.19E-10
6.55E-10
6.60E-10
6.68E-10
8.51E-10
8.54E-10
8.57E-10
8.60E-10
1.05E-09
1.17E-09
1.28E-09
1.43E-09
1.58E-09
1.62E-09
1.91E-09
2.26E-09
2.44E-09
2.78E-09
3.26E-09
3.57E-09
3.61E-09
3.68E-09
3.84E-09

down
up
down
up
up
up
up
up
up
down
down
up
down
down
down
down
down
up
down
down
down
up
down
down
down
up
down
up
down
down
down
up
down
up
down
down
down
up
down
up
up
up
up
down
up
up
down
down



PDZD7
ZNRDI1
CCR2
NRP2
THSD7A
CLEC2B
RNASE2
OGFRLI
AFF1
IKZF3
IFI30
DFFB
TATDNI1
LILRAS
LY9
VWDE
STC2
RGS1
MEF2D
PLEKHA1
PDIA4
RET
AC114786
ATPIA1
THBS1
ZNF320
ROR2

ENSG0000018686 protein_coding;no
ENSG0000006637 protein_coding;ret
ENSG0000012180 protein_coding;pr¢
ENSG0000011825 protein_coding;pr¢
ENSG0000000510 protein_coding;pr¢
ENSG0000011085 protein_coding;ret
ENSG0000016938 protein_coding

ENSG0000011990 protein_coding;pr¢
ENSG0000017249 protein_coding;ret
ENSG0000016140 protein_coding;no
ENSG0000021649 protein_coding;ret
ENSG0000016959 protein_coding;no
ENSG0000014768 protein_coding;no
ENSG0000018711 protein_coding;ret
ENSG0000012222 protein_coding;pr¢
ENSG0000014653 nonsense_mediate
ENSGO0000011373 protein_coding;pr¢
ENSG0000009010 protein_coding;ret
ENSG0000011660 retained _intron;pr:
ENSG0000010767 protein_coding;pr¢
ENSGO0000015566 protein_coding;ret
ENSG0000016573 protein_coding;ret
ENSG0000024976 processed_pseudo,
ENSG0000016339 protein_coding;pr¢
ENSGO0000013780 protein_coding;ret
ENSG0000018298 protein_coding;pr¢
ENSG0000016907 protein_coding;pr¢

HNRNPA1PENSG0000022093 processed_pseudo.

CRIM1
GASS
GATA2

ENSGO0000015093 protein_coding;pr¢
ENSG0000023474 lincRNA;retained
ENSGO0000017934 protein_coding;pr¢

SYS1-DBNIENSG0000025480 nonsense _mediate

GPR174
SAMHD1
C2
FRMD4B
SRGN

ENSG0000014713 protein_coding

ENSG0000010134 retained_intron;no
ENSG0000016627 protein_coding;no
ENSG0000011454 protein_coding;pr«

ENSG0000012286 processed transcri2605.4933 4518.8461

0.4334
4.6683
1.1847
0.0085
0.0867
0.7702

281.7874

7.2733
1.3094
0.3276
111.8283
1.6556
3.6212
7.9305
0.0577
0.3848
0.3239
0.4164
3.6306
0.4803
82.0390
0.4398
0.5927
23.2201
3.3072
0.0298
0.0837
0.0001
1.7033
31.5385
7.8981
0.0001
0.3811
1.7872
0.0304
0.3113

APOC4-AP(ENSG0000022491 nonsense_mediate 6.7868

ITGA2B
TNF

ENSG0000000596 protein_coding;ret
ENSG0000023281 protein_coding

LINC00996 ENSG0000024225 lincRNA

GALNT14
AC006001
PDIA6
SNX27
AC023906
IL1R1
AL356417

ENSG0000015808 protein_coding;pr¢
ENSG0000027540 processed_pseudo,

1.3691
7.9897
0.2244
1.0469
0.2102

ENSG0000014387 protein_coding;pr¢ 143.3468

ENSG0000014337 protein_coding;ret
ENSG0000025971 antisense
ENSGO0000011559 protein_coding;no
ENSG0000028549 lincRNA

0.5858
0.3725
2.4604
0.0170

1.4393
10.7492
3.6322
0.0993
0.0060
2.9031

150.1965

13.3491
3.6550
0.0616
61.1478
4.5092
8.0119
2.5516
0.3157
0.0529
1.1568
1.5415
7.5913
0.1574
42.7898
1.4231
0.0625
41.8795
1.4308
0.1806
0.5672
1.0907
0.5857
55.8085
3.5589
1.7994
0.0621
3.9511
0.2896
0.0617

0.9018
0.3580
19.6047
1.2318
0.2870
7.1323
76.5909
1.3997
4.1770
0.9216
0.1074

0.30
0.43
0.33
0.09
14.34
0.27
1.88
0.54
0.36
5.32
1.83
0.37
0.45
3.11
0.18
7.27
0.28
0.27
0.48
3.05
1.92
0.31
9.48
0.55
231
0.17
0.15
0.00
291
0.57
2.22
0.00
6.14
0.45
0.10
5.04
0.58
7.53
3.82
0.41
0.18
3.65
0.03
1.87
0.42
0.09
2.67
0.16

-1.73
-1.20
-1.62
-3.55
3.84
-1.91
0.91
-0.88
-1.48
2.41
0.87
-1.45
-1.15
1.64
-2.45
2.86
-1.84
-1.89
-1.06
1.61
0.94
-1.69
3.24
-0.85
1.21
-2.60
-2.76
-13.41
1.54
-0.82
1.15
-14.14
2.62
-1.14
-3.25
2.33
-0.79
291
1.93
-1.29
-2.46
1.87
-5.08
0.90
-1.26
-3.49
1.42
-2.66

4.15E-09
4.28E-09
4.56E-09
5.96E-09
6.71E-09
7.30E-09
7.44E-09
7.51E-09
7.60E-09
7.90E-09
8.46E-09
9.66E-09
1.00E-08
1.07E-08
1.08E-08
1.32E-08
1.37E-08
1.48E-08
1.52E-08
2.07E-08
2.17E-08
2.21E-08
2.39E-08
2.79E-08
3.59E-08
3.75E-08
3.77E-08
5.18E-08
5.71E-08
5.74E-08
5.87E-08
5.89E-08
6.45E-08
7.23E-08
7.59E-08
7.93E-08
8.76E-08
9.27E-08
9.31E-08
9.67E-08
1.02E-07
1.07E-07
1.35E-07
1.39E-07
1.39E-07
1.39E-07
1.68E-07
1.68E-07

down
down
down
down
up
down
up
down
down
up
up
down
down
up
down
up
down
down
down
up
up
down
up
down
up
down
down
down
up
down
up
down
up
down
down
up
down
up
up
down
down
up
down
up
down
down
up
down



RGS2
DDIT4L
PFN2
ZNF501
PRDX2
AC068533
DLD
CKB
NDRG2
FKBP5
GALNTI10
JAML
TNFAIP6
TMEM263
CAPN2
NTRK 1
GAL
UAPILI
AL591806
ITPR3
CDKN2B
MLF1
FUCAL
STK33
NLRP3
CDRT4
RTN2
TSPOAPI
GIMAP5
ILIR2
TRIQK
CRAT
FERMT1
OAF
CD99
ALDHIL2
GSG1
GRPEL2
IGFBP7

ENSG0000011674 protein_coding;pr¢
ENSG0000014535 protein_coding

ENSG0000007008 protein_coding;no
ENSG0000018644 protein_coding;pr«
ENSG0000016781 protein_coding;ret
ENSG0000024931 protein_coding

ENSG0000009114 retained _intron;pr:
ENSG0000016616 retained _intron;pr:
ENSG0000016579 protein_coding;ret
ENSGO0000009606 protein_coding

ENSG0000016457 protein_coding;no
ENSG0000016059 nonsense _mediate
ENSG0000012361 protein_coding;ret
ENSG0000015113 protein_coding;pr¢
ENSG0000016290 processed_transcri
ENSG0000019840 protein_coding;pr¢
ENSG0000006948 protein_coding;pr¢
ENSG0000019735 protein_coding;ret
ENSG0000027014 nonsense_mediate
ENSG0000009643 protein_coding

ENSG0000014788 protein_coding;ret
ENSG0000017805 protein_coding;no
ENSG0000017916 protein_coding

ENSG0000013041 processed_transcri
ENSG0000016271 protein_coding;no
ENSG0000023970 protein_coding;pr¢
ENSG0000012574 protein_coding;no
ENSG0000000537 protein_coding;ret
ENSG0000019632 protein_coding;ret
ENSG0000011559 protein_coding;pr¢
ENSG0000020513 protein_coding;pr¢
ENSG0000009532 protein_coding;pr¢
ENSG0000010131 protein_coding;pr¢
ENSG0000018423 protein_coding;pr¢
ENSG0000000258 protein_coding;ret
ENSG0000013601 retained _intron;pr:
ENSG0000011130 protein_coding

ENSG0000016428 protein_coding;pr¢
ENSG0000016345 protein_coding;pr¢

HIST2H2BEENSG0000018467 protein_coding

FAMS50B
ACI138392
FCGR1A
PROSERI1
SNHG1

ENSG0000014594 protein_coding

ENSG0000021920 processed pseudo,
ENSGO0000015033 protein_coding;pr¢
ENSG0000012068 protein_coding;ret
ENSG0000025571 lincRNA;retained

MSHS5-SAP(ENSG0000025515 nonsense_mediate

OR2A9P
EIF3M

ENSG0000022896 transcribed _unpro
ENSG0000014910 protein_coding;ret

8.5789
6.7591
0.7493
0.0106
9.3058
1.3763
14.8230
3.0144
0.2113
13.0336
1.2886
8.1448
5.3122
1.4000
0.8139
0.5460
31.2365
0.2815
1.3231
0.1096
1.5183
1.3922
34.2490
1.7303
2.4122
0.0819
0.1429
0.9502
0.1216
0.9671
4.3525
0.1099
0.5514
0.7465
8.0377
0.8922
0.3513
1.9601
36.6357
3.3057
3.3614
3.3312
13.8716
4.6682
21.3909
0.9625
0.3573
24.3394

3.3493
2.8379
0.1553
0.2223
3.8574
0.0001
25.5839
0.9787
0.7009
7.5787
0.5053
4.3281
1.8734
0.3975
1.9643
0.0857
14.4034
0.9039
0.0274
0.0093
0.4216
0.4429
19.6391
0.6600
5.2341
1.5321
0.6570
2.1561
0.4996
0.2323
8.0072
0.4985
0.1210
2.1410
3.9921
2.2457
1.2362
8.1751
16.4779
1.1251
1.1742
9.1863
23.6317
10.5099
37.7086
2.6189
0.0661
40.4194

2.56
2.38
4.82
0.05
241
HEHHH
0.58
3.08
0.30
1.72
2.55
1.88
2.84
3.52
0.41
6.37
2.17
0.31
48.37
11.77
3.60
3.14
1.74
2.62
0.46
0.05
0.22
0.44
0.24
4.16
0.54
0.22
4.56
0.35
2.01
0.40
0.28
0.24
2.22
2.94
2.86
0.36
0.59
0.44
0.57
0.37
5.41
0.60

1.36
1.25
2.27
-4.39
1.27
13.75
-0.79
1.62
-1.73
0.78
1.35
0.91
1.50
1.82
-1.27
2.67
1.12
-1.68
5.60
3.56
1.85
1.65
0.80
1.39
-1.12
-4.23
-2.20
-1.18
-2.04
2.06
-0.88
-2.18
2.19
-1.52
1.01
-1.33
-1.82
-2.06
1.15
1.55
1.52
-1.46
-0.77
-1.17
-0.82
-1.44
243
-0.73

1.71E-07
1.75E-07
1.91E-07
1.94E-07
1.98E-07
2.22E-07
2.26E-07
2.51E-07
2.69E-07
2.70E-07
2.81E-07
2.81E-07
3.05E-07
3.05E-07
3.25E-07
3.46E-07
3.59E-07
3.88E-07
3.91E-07
4.39E-07
4.87E-07
5.57E-07
5.60E-07
5.70E-07
5.86E-07
6.06E-07
6.24E-07
6.33E-07
6.43E-07
6.49E-07
6.54E-07
6.73E-07
6.87E-07
6.87E-07
6.92E-07
7.77E-07
7.95E-07
8.02E-07
8.44E-07
8.46E-07
1.03E-06
1.05E-06
1.11E-06
1.13E-06
1.15E-06
1.18E-06
1.36E-06
1.40E-06

up
up
up
down
up
up
down
up
down
up
up
up
up
up
down
up
up
down
up
up
up
up
up
up
down
down
down
down
down
up
down
down
up
down
up
down
down
down
up
up
up
down
down
down
down
down
up
down



APOL6 ENSG0000022196 protein_coding
HHLA2 ENSGO0000011445 protein_coding
DDIT4 ENSG0000016820 protein_coding;ret
GPAT3 ENSG0000013867 protein_coding;pr¢
MARCKSL ENSG0000017513 protein_coding
AL121594 ENSG0000025879 nonsense_mediate
HLA-A ENSG0000020650 retained _intron;pr:
PTPRCAP ENSG0000021340 protein_coding
CYP4F3  ENSGO0000018652 protein_coding;ret
ARHGAP21 ENSG0000010786 protein_coding;ret
PRTN3 ENSG0000019641 protein_coding
HMGCS1 ENSGO0000011297 protein_coding;ret
PIK3R6 ENSG0000027623 nonsense_mediate
OTULINL ENSGO0000014556 protein_coding;pr¢
LINCO01578 ENSG0000027288 retained _intron;lin
ARHGAPS5 ENSG0000010085 protein_coding;ret
MGAT3 ENSG0000012826 protein_coding
LUC7L2  ENSG0000014696 retained _intron;pr:
ADGRE3  ENSG0000013135 protein_coding
FZD6 ENSG0000016493 protein_coding;no

CALR ENSG0000017921 protein_coding;ret 861.9144  473.2142

TRAC ENSG0000027773 TR_C_gene
RSL24D1 ENSGO0000013787 protein_coding;no
PPPIR16B ENSGO0000010144 protein_coding;pr«
MTIX ENSGO0000018719 protein_coding;ret
SIGLEC15 ENSGO0000019704 retained_intron;pr
CDID ENSG0000015847 protein_coding
OXERI1 ENSG0000016288 protein_coding
GJB2 ENSG0000016547 protein_coding
GRIKS ENSG0000010573 nonsense_mediate
TMEM106CENSG0000013429 protein_coding;ret
SERPINA1 ENSG0000019724 protein_coding;ret
DYNC2H1 ENSG0000018724 protein_coding;no
RPS6KA2 ENSGO0000007124 protein_coding;pr«
AC010547 ENSG0000026161 nonsense_mediate
MIPOL1  ENSGO0000015133 protein_coding;pr«
ZFAS1 ENSG0000017741 antisense

ZFP92 ENSG0000018942 protein_coding
BPI ENSG0000010142 protein_coding;no
MMP25 ENSGO0000000851 protein_coding;ret
TCEAL4  ENSGO0000013314 protein_coding;ret
RALGPS2 ENSG0000011619 protein_coding;ret
SLC7A2  ENSGO0000000398 protein_coding
NRP1 ENSG0000009925 protein_coding
SLC45A3 ENSGO0000015871 protein_coding;pr«
ARSB ENSG0000011327 protein_coding;pr¢
NCF2 ENSG0000011670 protein_coding;pr¢
FMNL3 ENSG0000016179 protein_coding;ret

0.5532 1.3878
0.4323 1.3568
20.1515  34.5156
1.3264 0.4200
20.0365  9.2845
4.8125 18.1261
20.3606  11.4043
57.4872  30.1055
7.2261 3.8420
0.1978 0.0391
762.9220 397.8789
18.8306  10.6853
1.3758 0.4522
1.9387 3.9909
2.6560 5.5301
0.0910 0.0165
1.2729 0.4579
20.4120  33.5225
4.0867 1.6708
1.4985 0.4706
2.4020 6.6499
48.0254  80.4591
0.0510 0.2521
10.4508  4.6607
0.2720 0.0442
0.3762 1.3980
0.7177 0.1330
4.1650 1.6881
0.3084 0.0634
33.9286  16.6154
7.1365 3.4187
0.5217 0.1702
0.0267 0.1249
0.0219 1.3779
0.0422 0.0049
35.7446  65.1151
0.4925 1.2886
2272579 136.9834
2.5402 1.0417
1.0258 0.2344
0.4668 0.1464
1.3626 5.0082
1.7000 0.7960
1.0639 0.3289
5.4241 3.0343
29.0468  17.3009
0.3467 0.8288

0.40
0.32
0.58
3.16
2.16
0.27
1.79
1.91
1.88
5.06
1.92
1.76
3.04
0.49
0.48
5.52
2.78
0.61
245
3.18
1.82
0.36
0.60
0.20
2.24
6.15
0.27
5.40
247
4.86
2.04
2.09
3.06
0.21
0.02
8.53
0.55
0.38
1.66
2.44
4.38
3.19
0.27
2.14
3.23
1.79
1.68
0.42

-1.33
-1.65
-0.78
1.66
1.11
-1.91
0.84
0.93
0.91
2.34
0.94
0.82
1.61
-1.04
-1.06
2.46
1.47
-0.72
1.29
1.67
0.87
-1.47
-0.74
-2.30
1.16
2.62
-1.89
243
1.30
2.28
1.03
1.06
1.62
-2.23
-5.98
3.09
-0.87
-1.39
0.73
1.29
2.13
1.67
-1.88
1.09
1.69
0.84
0.75
-1.26

1.41E-06
1.46E-06
1.48E-06
1.53E-06
1.58E-06
1.59E-06
1.66E-06
1.67E-06
1.70E-06
1.78E-06
1.83E-06
1.84E-06
1.85E-06
1.95E-06
1.96E-06
2.03E-06
2.04E-06
2.05E-06
2.12E-06
2.20E-06
2.22E-06
2.35E-06
2.36E-06
2.54E-06
2.74E-06
2.83E-06
2.87E-06
2.88E-06
2.92E-06
2.92E-06
3.10E-06
3.10E-06
3.18E-06
3.30E-06
3.34E-06
3.38E-06
3.44E-06
3.48E-06
3.64E-06
3.68E-06
3.69E-06
3.80E-06
3.95E-06
3.96E-06
4.12E-06
4.18E-06
4.21E-06
4.31E-06

down
down
down
up
up
down
up
up
up
up
up
up
up
down
down
up
up
down
up
up
up
down
down
down
up
up
down
up
up
up
up
up
up
down
down
up
down
down
up
up
up
up
down
up
up
up
up
down



NTSR1
TRAMI1
NFE2
COLECI12
ATF1
IL1RL1
AZU1
DYSF
AP1S3
HMMR
LRPAPI1
CREGI
SF3B3
CDC14B

ENSG0000010118 protein_coding;pr¢
ENSG0000006716 protein_coding;pr¢
ENSG0000012340 protein_coding

ENSG0000015827 protein_coding;pr¢
ENSG0000012326 protein_coding;no
ENSG0000011560 protein_coding;no
ENSG0000017223 protein_coding

ENSG0000013563 protein_coding;pr¢
ENSG0000015205 protein_coding;no
ENSG0000007257 protein_coding;ret
ENSG0000016395 nonsense_mediate
ENSG0000014316 protein_coding

ENSG0000018909 protein_coding;ret
ENSG0000008137 protein_coding;no

TMEM170AENSG0000016682 protein_coding;no

TPSB2
AL118508
GATA1
RABI11A
PRICKLEI

ENSG0000019725 protein_coding;no
ENSG0000027916 TEC
ENSG0000010214 protein_coding
ENSG0000010376 protein_coding;pr¢
ENSG0000013917 retained_intron;pr:

ARHGEF12 ENSG0000019691 protein_coding;ret

RFX3
ZNF24
QPRT

ENSG0000008029 protein_coding
ENSG0000017246 protein_coding
ENSG0000010348 protein_coding;ret

RPS10-NULENSG0000027080 protein_coding

FN1
EHBPIL1
FAM72C
ICAM1
ANKRD49
MMP9
MTIE
TBC1D23
ENDOD1
PCYOX1
EHHADH
ZNF727
DENND4A
MPEGI1
AC019205
AGPATI1
ECI2
POLR2A
AP002990
PYCRI
TAFID
COLI15A1
RNMT

ENSGO0000011541 protein_coding;ret
ENSGO0000017344 protein_coding;ret
ENSG0000026351 protein_coding
ENSG0000009033 protein_coding;pr¢
ENSG0000016887 protein_coding;pr¢
ENSG0000010098 protein_coding
ENSG0000016971 protein_coding
ENSG0000003605 protein_coding;pr¢
ENSG0000014921 protein_coding
ENSGO0000011600 protein_coding;ret
ENSG0000011379 protein_coding;pr¢
ENSG0000021465 protein_coding
ENSG0000017448 protein_coding;ret
ENSG0000019762 protein_coding
ENSG0000022985 antisense
ENSG0000020431 protein_coding;pr¢
ENSG0000019872 retained_intron;pr:
ENSG0000018122 protein_coding;pr¢

0.2657
28.1950
18.9219

0.4256
10.7535

0.9383

160.9422

3.2508

0.1025

7.9633
20.7956
44.4366
10.9901

0.0107
2.8088

1.1879

0.1837

3.6224

7.5647

0.2580

0.0324

0.4471
4.1714
12.4391

0.1939

0.2861

5.8692

6.5364
2.3696

3.9838

1.6535

7.5729

5.4883

0.6623

5.2295

0.4861

0.1915
2.7454

6.0254

0.3751
11.4085

0.4766

5.3817

ENSG0000025550 nonsense_mediate 297.0574

ENSG0000018301 protein_coding

ENSG0000016601 nonsense _mediate
ENSG0000020429 protein_coding;ret
ENSG0000010165 protein_coding;no

11.4788
8.2558
0.0558
4.3176

0.9138
45.7077
9.0485
0.1241
18.4457
0.3170
98.4149
1.6267
0.3914
14.0559
12.7713
71.0800
17.7517
0.1226
5.6438
0.1107
0.7644
1.2204
12.3036
0.6967
0.1155
1.0859
17.1828
7.1872
4.8506
0.1020
3.2684
13.3603
0.8696
10.3209
0.5673
3.0136
9.2528
1.8003
2.7016
0.1269
0.0210
4.6824
3.0871
0.0888
6.3678
1.2165
3.0259
6.8659
19.1665
12.9373
0.2326
12.3647

0.29
0.62
2.09
343
0.58
2.96
1.64
2.00
0.26
0.57
1.63
0.63
0.62
0.09
0.50
10.73
0.24
2.97
0.61
0.37
0.28
0.41
0.24
1.73
0.04
2.80
1.80
0.49
2.72
0.39
291
2.51
0.59
0.37
1.94
3.83
9.11
0.59
1.95
4.22
1.79
0.39
1.78
43.27
0.60
0.64
0.24
0.35

-1.78
-0.70
1.06
1.78
-0.78
1.57
0.71
1.00
-1.93
-0.82
0.70
-0.68
-0.69
-3.51
-1.01
342
-2.06
1.57
-0.70
-1.43
-1.83
-1.28
-2.04
0.79
-4.64
1.49
0.84
-1.03
1.45
-1.37
1.54
1.33
-0.75
-1.44
0.95
1.94
3.19
-0.77
0.96
2.08
0.84
-1.35
0.83
5.44
-0.74
-0.65
-2.06
-1.52

4.39E-06
4.46E-06
4.84E-06
4.96E-06
5.01E-06
5.04E-06
5.32E-06
5.44E-06
5.49E-06
5.54E-06
5.74E-06
5.85E-06
6.05E-06
6.21E-06
6.45E-06
6.57E-06
6.72E-06
6.84E-06
6.99E-06
7.26E-06
7.40E-06
7.40E-06
7.45E-06
7.61E-06
7.65E-06
8.43E-06
8.68E-06
8.77TE-06
9.19E-06
9.90E-06
1.00E-05
1.03E-05
1.06E-05
1.06E-05
1.09E-05
1.12E-05
1.12E-05
1.17E-05
1.25E-05
1.27E-05
1.29E-05
1.32E-05
1.35E-05
1.37E-05
1.37E-05
1.77E-05
1.87E-05
1.93E-05

down
down
up
up
down
up
up
up
down
down
up
down
down
down
down
up
down
up
down
down
down
down
down
up
down
up
up
down
up
down
up
up
down
down
up
up
up
down
up
up
up
down
up
up
down
down
down
down



PPIL3
LANCLS3
CD63
ZFP62
CRISPLD2
ADAMS

ENSG0000024034 protein_coding;ret
ENSG0000014703 protein_coding

ENSGO0000013540 protein_coding;ret
ENSG0000019667 protein_coding;pr¢
ENSGO0000010319 protein_coding;ret
ENSG0000015165 retained _intron;pr:

DNAJC25-CENSG0000024411 protein_coding

SNHGS5
BORA
CGAS
NOMO2
ATF5
GNLY
DDX21
EHD1
PHACTR3
ETS1
SMG1P7
TUBE1
CKAP4
PRAF2
ACO087190
RIPOR2
C18orf32
TDRKH
BABAM?2
RPN2
MTLN
AC023024
S100A12
P2RX7
P2RY6
VILL
AC159540
CHACI
ZNF354C
ATP5MD
PLEKHOI1
TMEM9
TDRD7
SRP14
ADAM?22
SDHA
CCNAL
DDX60

ENSG0000020387 lincRNA;retained
ENSG0000013612 protein_coding;no
ENSG0000016443 protein_coding;ret
ENSG0000018516 protein_coding;no
ENSG0000016913 protein_coding

ENSGO0000011552 protein_coding;ret
ENSG0000016573 protein_coding

ENSG0000011004 retained _intron;pr:
ENSG0000008749 protein_coding;ret
ENSG0000013495 protein_coding;ret
ENSG0000026155 processed_transcri
ENSG0000007493 nonsense_mediate
ENSG0000013602 protein_coding;pr¢
ENSG0000024327 protein_coding;pr¢
ENSG0000026324 3prime_overlappir
ENSG0000011191 protein_coding;pr¢
ENSG0000017757 protein_coding

ENSG0000018213 protein_coding;no
ENSG0000015801 protein_coding;pr¢

ENSG0000011870 protein_coding;pr« 221.8932

ENSG0000017570 protein_coding
ENSG0000025917 antisense
ENSG0000016322 protein_coding
ENSG0000008904 protein_coding;no
ENSG0000017163 protein_coding
ENSGO0000013605 protein_coding;ret
ENSG0000027770 lincRNA
ENSG0000012896 protein_coding
ENSG0000017793 protein_coding
ENSG0000017391 protein_coding
ENSG0000002390 protein_coding;ret
ENSGO0000011685 protein_coding;pr¢
ENSG0000019611 protein_coding;pr¢
ENSG0000014031 protein_coding;pr¢
ENSG0000000827 protein_coding;pr¢
ENSG0000007357 retained_intron;pr:
ENSG0000013310 protein_coding
ENSGO0000013762 protein_coding;pr¢

LINC00900 ENSG0000024610 lincRNA

WNTI10B

ENSG0000016988 protein_coding;ret

PAFAH1B2 ENSG0000016809 protein_coding;pr«

5.6867
0.3127
130.8291
3.4130
0.7796
3.5558
1.1569
8.3660
6.5539
3.9348
25.2645
44.2602
0.6561
55.0784
2.4657
1.2418
0.2232
0.8766
3.0732
2.8817
4.0823
0.5113
0.4481
6.8909
0.5561
9.5936

2.3293
0.0066
50.8410
0.3300
1.2519
1.2395
3.5389
2.2608
0.7935
62.0833
4.5244
0.3328
11.5865
27.0449
0.2332
11.2200
5.8362
0.0414
0.0421
0.1284
6.6603

10.5200
0.1023
81.6078
1.4385
0.2501
1.7317
5.3800
14.1987
11.9192
7.1514
16.0397
72.9618
0.1762
85.8132
4.5623
2.5129
0.5962
2.0900
5.3782
1.3021
1.4714
3.0261
0.1648
2.6108
0.1735
16.2785
142.7608
5.2459
0.2459
25.4337
0.9592
0.4873
2.4390
1.4662
5.1391
0.2810
95.9012
2.4656
0.9357
17.8371
41.7582
0.0770
7.2873
10.8473
0.1709
0.2205
0.4583
10.3068

0.54
3.06
1.60
2.37
3.12
2.05
0.22
0.59
0.55
0.55
1.58
0.61
3.72
0.64
0.54
0.49
0.37
0.42
0.57
2.21
2.77
0.17
2.72
2.64
3.21
0.59
1.55
0.44
0.03
2.00
0.34
2.57
0.51
241
0.44
2.82
0.65
1.84
0.36
0.65
0.65
3.03
1.54
0.54
0.24
0.19
0.28
0.65

-0.89
1.61
0.68
1.25
1.64
1.04

-2.22

-0.76

-0.86

-0.86
0.66

-0.72
1.90

-0.64

-0.89

-1.02

-1.42

-1.25

-0.81
1.15
1.47

-2.57
1.44
1.40
1.68

-0.76
0.64

-1.17

-5.23
1.00

-1.54
1.36

-0.98
1.27

-1.18
1.50

-0.63
0.88

-1.49

-0.62

-0.63
1.60
0.62

-0.89

-2.05

-2.39

-1.84

-0.63

2.06E-05
2.12E-05
2.13E-05
2.13E-05
2.16E-05
2.29E-05
2.30E-05
2.33E-05
2.41E-05
2.47E-05
2.51E-05
2.54E-05
2.69E-05
2.79E-05
2.81E-05
2.85E-05
2.87E-05
2.93E-05
2.93E-05
3.10E-05
3.13E-05
3.17E-05
3.38E-05
3.49E-05
3.50E-05
3.61E-05
3.76E-05
3.85E-05
3.89E-05
3.99E-05
4.08E-05
4.22E-05
4.25E-05
4.30E-05
4.36E-05
4.37E-05
4.40E-05
4.55E-05
4.87E-05
5.02E-05
5.07E-05
5.20E-05
5.42E-05
5.51E-05
5.57E-05
5.70E-05
5.71E-05
5.75E-05

down
up
up
up
up
up
down
down
down
down
up
down
up
down
down
down
down
down
down
up
up
down
up
up
up
down
up
down
down
up
down
up
down
up
down
up
down
up
down
down
down
up
up
down
down
down
down
down



IT™™2C
PLXNCI1
AC069288
SIGLEC6
DENND6B
NIP7
AL590764
GOLGASR
ASF1A
HEXIM1
MYOIE
SMOX
ZFR
FBXO10
ITGB7
ADM2
CX3CR1
AL365181
BCL6

ENSGO0000013591 protein_coding;pr¢
ENSG0000013604 protein_coding;ret
ENSG0000028619 nonsense_mediate
ENSG0000010549 protein_coding;ret
ENSG0000020559 protein_coding;ret
ENSG0000013260 retained _intron;pr:
ENSG0000028517 nonsense_mediate
ENSG0000018639 protein_coding; TE
ENSGO0000011187 protein_coding;ret
ENSG0000018683 protein_coding
ENSG0000015748 protein_coding;pr¢
ENSG0000008882 protein_coding;pr¢
ENSG0000005609 nonsense_mediate
ENSG0000014791 protein_coding;no
ENSGO0000013962 protein_coding;ret
ENSG0000012816 protein_coding
ENSG0000016832 protein_coding
ENSG0000027240 antisense
ENSG0000011391 protein_coding;no

SEPT7-AS1 ENSG0000022887 lincRNA

ACSF2
ZC3H12C
COMT
CHI3L1
SRPX
FAM72D
ZPR1

HK]1
POLR2L
GANC
RTCA
ADAMIA
CCL3
ZC2HCI1A
DOCK 10
DESII
CCNE2
GPRI8
CEBPE
GANAB
PDIAS
UBE2Q2
LINCO01341
TNNI2
CCDC59
GIMAP2
BMPRIA
ARHGEF3

ENSG0000016710 processed_transcri
ENSG0000014928 protein_coding

ENSG0000009301 nonsense_mediate
ENSG0000013304 protein_coding;ret
ENSGO0000010195 protein_coding;pr¢
ENSG0000021578 protein_coding

ENSG0000010991 protein_coding;no
ENSG0000015651 protein_coding;pr¢
ENSG0000017770 protein_coding;no
ENSG0000021401 retained_intron;no
ENSGO0000013799 protein_coding;pr¢
ENSG0000022918 unitary pseudoger
ENSG0000027763 protein_coding;ret
ENSG0000010442 protein_coding;pr«
ENSG0000013590 protein_coding;no
ENSG0000010041 processed_transcri
ENSGO0000017530 protein_coding;ret
ENSG0000012524 protein_coding

ENSG0000009206 protein_coding

ENSG0000008959 protein_coding;pr¢
ENSG0000006548 protein_coding;pr¢
ENSG0000014036 protein_coding;no
ENSG0000022795 lincRNA;retained
ENSG0000013059 retained_intron;pr:
ENSGO0000013377 protein_coding;pr¢
ENSG0000010656 protein_coding;ret
ENSG0000010777 protein_coding;no
ENSG0000016394 protein_coding;pr¢

35.1328
3.2650
0.1128
3.1726
0.1733
11.3231
0.5650
0.3835
20.4986
13.6716
0.0557
1.8255
17.1396
0.4914
3.2419
0.0539
0.0527
0.9510
4.1986
0.1615
0.0725
0.0410
9.5362
197.7928
4.9108
6.7268
6.9960
5.7568
50.6239
2.5726
12.2514
2.3073
0.2706
0.9730
2.2114
11.5104
6.5090
0.9670
164.0261
76.2695
13.7907
7.2002
0.6161
6.6714
10.9180
9.7436
0.1884
0.0502

22.1861
1.8518
2.3522
6.0444
0.5128
17.2407
0.0582
1.0571
32.0578
8.4321
0.2041
3.9028
26.2921
1.1228
1.5931
0.2243
0.2320
2.2705
2.2720
0.5545
0.2442
0.1803
15.8965
128.3398
2.2334
12.3137
10.8369
3.3569
31.0454
4.1052
19.3011
0.2800
1.1769
0.3634
3.6391
17.4951
3.6273
2.4607
107.7185
50.2409
8.5789
11.3750
0.1900
2.8451
17.1639
17.2741
0.4649
0.1809

1.58
1.76
0.05
0.52
0.34
0.66
9.70
0.36
0.64
1.62
0.27
0.47
0.65
0.44
2.03
0.24
0.23
0.42
1.85
0.29
0.30
0.23
0.60
1.54
2.20
0.55
0.65
1.71
1.63
0.63
0.63
8.24
0.23
2.68
0.61
0.66
1.79
0.39
1.52
1.52
1.61
0.63
3.24
2.34
0.64
0.56
0.41
0.28

0.66
0.82
-4.38
-0.93
-1.56
-0.61
3.28
-1.46
-0.65
0.70
-1.87
-1.10
-0.62
-1.19
1.03
-2.06
-2.14
-1.26
0.89
-1.78
-1.75
-2.14
-0.74
0.62
1.14
-0.87
-0.63
0.78
0.71
-0.67
-0.66
3.04
-2.12
1.42
-0.72
-0.60
0.84
-1.35
0.61
0.60
0.68
-0.66
1.70
1.23
-0.65
-0.83
-1.30
-1.85

5.78E-05
5.85E-05
5.98E-05
6.13E-05
6.24E-05
6.26E-05
6.31E-05
6.37E-05
6.46E-05
6.54E-05
6.55E-05
6.63E-05
6.72E-05
6.76E-05
6.84E-05
7.14E-05
7.46E-05
7.59E-05
7.61E-05
7.69E-05
7.69E-05
7.71E-05
7.72E-05
7.98E-05
7.99E-05
8.05E-05
8.09E-05
8.10E-05
8.25E-05
8.26E-05
8.62E-05
8.81E-05
8.87E-05
9.03E-05
9.06E-05
9.49E-05
1.02E-04
1.03E-04
1.03E-04
1.05E-04
1.06E-04
1.07E-04
1.09E-04
1.11E-04
1.13E-04
1.14E-04
1.18E-04
1.22E-04

up
up
down
down
down
down
up
down
down
up
down
down
down
down
up
down
down
down
up
down
down
down
down
up
up
down
down
up
up
down
down
up
down
up
down
down
up
down
up
up
up
down
up
up
down
down
down
down



CDA
C0OQ2
AKRI1C3
GXYLTI
REXO5
IGF2BP3
ZC3H15
RFLNB
RNF13
EFHC1
PIGT
ITPRIPL2
PRKCE
Cl50rf41
OLRI1
CNTNAP3
CFP
SLC9A6
GFI1B
FGD6
MEIOB
NOAI1
EIF2A
SPOPL
ADGRBI1
ZCCHC24
KIF1B
SPTANI1
SEMA7A
FST
SETDB2
C6orf120
CD70

ENSG0000015882 protein_coding;pr¢
ENSG0000017308 protein_coding;no
ENSG0000019613 protein_coding;ret
ENSG0000015123 protein_coding

ENSG0000000518 protein_coding;no
ENSG0000013623 protein_coding;pr¢
ENSG0000006554 protein_coding;ret
ENSG0000018368 protein_coding

ENSG0000008299 protein_coding;no
ENSG0000009609 retained _intron;pr:
ENSG0000012415 protein_coding;no
ENSG0000020573 protein_coding;pr¢
ENSGO0000017113 protein_coding;pr¢
ENSG0000018607 protein_coding;pr¢
ENSG0000017339 protein_coding;ret
ENSG0000010671 protein_coding;no
ENSGO0000012675 protein_coding;ret
ENSG0000019868 protein_coding;ret
ENSG0000016570 protein_coding;pr¢
ENSG0000018026 protein_coding;no
ENSG0000016203 protein_coding;no
ENSG0000008409 protein_coding

ENSG0000014489 protein_coding;ret
ENSG0000014422 protein_coding;no
ENSGO0000018179 protein_coding;ret
ENSG0000016542 protein_coding

ENSG0000005452 protein_coding;ret
ENSG0000019769 processed_transcri
ENSG0000013862 protein_coding;ret
ENSG0000013436 protein_coding;ret
ENSG0000013616 protein_coding;pr¢
ENSG0000018512 protein_coding

ENSG0000012572 protein_coding

RABGAPI1LENSG0000015206 protein_coding;no

TP53INP1
DEFA3
PSMG2
CTSz
RPL9P9
F5
C100rf105
RNF157
APMAP
CR2
FCGRI1ICP
ACADSB
DHRS3
KCNAB2

ENSG0000016493 protein_coding
ENSG0000023983 protein_coding
ENSG0000012878 protein_coding;ret
ENSG0000010116 protein_coding;ret

ENSG0000023755 processed _transcri1l046.2953 1557.7401

ENSG0000019873 protein_coding;ret
ENSG0000021468 protein_coding

ENSG0000014157 protein_coding;ret
ENSG0000010147 protein_coding

ENSG0000011732 protein_coding;pr¢
ENSG0000026553 unprocessed_pseu
ENSG0000019617 protein_coding;pr¢
ENSG0000016249 protein_coding;ret
ENSG0000006942 protein_coding;ret

38.9636
6.6337
1.0163
4.8488
5.6007
4.6799

30.8048

23.2949
7.0592
0.3546
5.3370
0.0501
0.0497
0.5242
0.4831
0.2287
4.5838
3.5186
0.1702
0.1402
0.5577

13.0630
16.0757
2.7549
0.2813
0.1831
0.7750
4.6884
0.8346
0.3612
8.6040

10.4628
0.1074
1.4787
0.8122

1676.8785 2567.6765

31.0620
63.5683

1.2617
0.2332
1.1148

21.8770
11.7607
0.3917
2.8685
9.2592
7.2370
47.4045
15.3087
3.7484
0.6674
3.3710
0.2834
0.1659
1.2329
1.2629
0.0682
2.5730
1.7293
0.0426
0.0437
0.1559
20.7021
25.2046
4.9609
0.0709
0.5041
0.3899
3.0731
0.3133
0.0552
12.9192
16.4869
0.8578
2.4832
0.3121

45.6757
42.6474

0.5980
0.0137
0.5106

117.2654 79.7883

0.1896
11.9028
4.3551
0.2074
19.3226

0.0264
20.9800
2.4527
0.6331
10.4221

1.78
0.56
2.59
1.69
0.60
0.65
0.65
1.52
1.88
0.53
1.58
0.18
0.30
0.43
0.38
3.35
1.78
2.03
4.00
3.21
3.58
0.63
0.64
0.56
3.97
0.36
1.99
1.53
2.66
6.54
0.67
0.63
0.13
0.60
2.60
0.65
0.68
1.49
0.67
2.11
17.07
2.18
1.47
7.18
0.57
1.78
0.33
1.85

0.83
-0.83
1.38
0.76
-0.73
-0.63
-0.62
0.61
0.91
-0.91
0.66
-2.50
-1.74
-1.23
-1.39
1.75
0.83
1.02
2.00
1.68
1.84
-0.66
-0.65
-0.85
1.99
-1.46
0.99
0.61
1.41
2.71
-0.59
-0.66
-3.00
-0.75
1.38
-0.61
-0.56
0.58
-0.57
1.08
4.09
1.13
0.56
2.84
-0.82
0.83
-1.61
0.89

1.28E-04
1.30E-04
1.31E-04
1.38E-04
1.39E-04
1.41E-04
1.41E-04
1.44E-04
1.44E-04
1.45E-04
1.46E-04
1.48E-04
1.50E-04
1.52E-04
1.54E-04
1.57E-04
1.68E-04
1.73E-04
1.78E-04
1.79E-04
1.80E-04
1.83E-04
1.84E-04
1.84E-04
1.85E-04
1.86E-04
1.86E-04
1.90E-04
1.91E-04
1.93E-04
1.93E-04
1.94E-04
1.98E-04
1.99E-04
2.05E-04
2.05E-04
2.08E-04
2.09E-04
2.13E-04
2.19E-04
2.25E-04
2.27E-04
2.37E-04
2.38E-04
2.39E-04
2.44E-04
2.45E-04
2.46E-04

up
down
up
up
down
down
down
up
up
down
up
down
down
down
down
up
up
up
up
up
up
down
down
down
up
down
up
up
up
up
down
down
down
down
up
down
down
up
down
up
up
up
up
up
down
up
down

up



FADSI1 ENSG0000014948 protein_coding;pr¢
ADAT?2 ENSG0000018900 protein_coding;pr«
TCN1 ENSG0000013482 protein_coding;ret
ZNF277 ENSG0000019883 nonsense_mediate
GOLGAS8O ENSG0000020612 protein_coding

NLRP12  ENSG0000014240 protein_coding;ret
HIGD2A  ENSG0000014606 protein_coding

SH3BGRL3 ENSG0000014266 protein_coding

STOX2 ENSG0000017332 protein_coding;no
CXorf21 ~ ENSG0000012028 protein_coding

ABHD14A ENSG0000024848 protein_coding;ret
ETFB ENSG0000010537 protein_coding;ret
MYEF2 ENSG0000010417 protein_coding;ret
S100A10  ENSGO0000019774 protein_coding;pre
CD300A  ENSGO0000016785 protein_coding;ret
APOLD1 ENSGO0000017887 nonsense_mediate
GBP3 ENSGO0000011722 protein_coding;ret

EEF1G ENSG0000025477 protein_coding;ret 694.9528 1543.5836

TPSAB1  ENSGO0000017223 protein_coding;ret
UBA7 ENSG0000018217 retained_intron;pr:
AC104452 ENSG0000028318 nonsense_mediate
C6orf48 ENSG0000020438 lincRNA;protein_«
RBP7 ENSG0000016244 protein_coding;no
DNAJA4  ENSG0000014040 protein_coding;ret
ALOX5 ENSG0000001277 protein_coding;pr¢
ASS1 ENSG0000013070 protein_coding;ret
GNG2 ENSG0000018646 protein_coding;pr¢
PINK1-AS ENSGO0000011724 antisense

COXS5A ENSG0000017874 protein_coding
CLIC4 ENSG0000016950 protein_coding;pr¢
PPIB ENSG0000016679 protein_coding;pr¢
SNRPN ENSG0000012873 protein_coding;pr¢
SNHG15  ENSG0000023295 lincRNA

MSRBI ENSG0000019873 protein_coding;pr¢
ATRN ENSG0000008881 protein_coding
PLEC ENSG0000017820 protein_coding;ret
CCDC18  ENSG0000012248 protein_coding;ret
TNFSF13B ENSG0000010252 protein_coding;pr¢
CASC11  ENSG0000024937 lincRNA

S100P ENSG0000016399 protein_coding;pr¢
FCRL2 ENSG0000013270 retained_intron;pr:
EAF2 ENSG0000014508 nonsense_mediate
LCMTI1 ENSG0000020562 nonsense_mediate
PGAMA4 ENSG0000022678 protein_coding
AL358473 ENSG0000022919 antisense
ARHGEF35 ENSG0000021321 protein_coding
FCRL1 ENSG0000016353 protein_coding;pr¢
ACSS2 ENSG0000013106 protein_coding;ret

11.5325  7.6028
5.3927 9.6892
3.4550 1.0904
6.2177 10.5915
2.7202 5.5382
0.5993 0.2342
58.2277  88.1143
189.4811 127.7871
0.3253 0.9005
8.8543 14.9857
6.4049 3.3983
13.1503  8.8313
0.2061 0.0624
4.2141 8.7888
12.8301 7.7241
0.3231 1.7579
0.3958 0.9535
0.5326 0.0564
1.5932 3.0302
1.1510 0.4979
92.2129 136.9801
1.2526 0.1998
1.5914 0.7787
13.3644  8.5946
2.3748 4.7630
4.1148 2.3867
5.9776 3.4702
52.9833  76.9931
12.6152  18.8682
149.4567  95.8930
18.5909  11.6380
17.1046  26.9854
37.9372  25.4791
11.2690  7.6764
1.5303 0.8627
3.2333 5.4304
5.2155 9.5552
0.2063 0.6222
68.4830 108.6239
0.3455 0.1089
24.1901  35.5218
7.3643 12.0723
15.2348  5.8593
0.6015 0.1972
0.3916 0.0630
1.8503 0.8848
8.2983 5.4026

1.52
0.56
3.17
0.59
0.49
2.56
0.66
1.48
0.36
0.59
1.88
1.49
3.30
0.48
1.66
0.18
0.42
0.45
9.44
0.53
231
0.67
6.27
2.04
1.55
0.50
1.72
1.72
0.69
0.67
1.56
1.60
0.63
1.49
1.47
1.77
0.60
0.55
0.33
0.63
3.17
0.68
0.61
2.60
3.05
6.22
2.09
1.54

0.60
-0.85
1.66
-0.77
-1.03
1.36
-0.60
0.57
-1.47
-0.76
0.91
0.57
1.72
-1.06
0.73
-2.44
-1.27
-1.15
3.24
-0.93
1.21
-0.57
2.65
1.03
0.64
-1.00
0.79
0.78
-0.54
-0.58
0.64
0.68
-0.66
0.57
0.55
0.83
-0.75
-0.87
-1.59
-0.67
1.67
-0.55
-0.71
1.38
1.61
2.64
1.06
0.62

2.47E-04
2.55E-04
2.57E-04
2.58E-04
2.59E-04
2.61E-04
2.63E-04
2.68E-04
2.68E-04
2.72E-04
2.79E-04
2.81E-04
2.82E-04
2.86E-04
2.88E-04
2.91E-04
2.92E-04
2.98E-04
2.99E-04
3.03E-04
3.06E-04
3.09E-04
3.17E-04
3.17E-04
3.18E-04
3.29E-04
3.30E-04
3.41E-04
3.43E-04
3.47E-04
3.47E-04
3.48E-04
3.49E-04
3.51E-04
3.53E-04
3.54E-04
3.60E-04
3.64E-04
3.72E-04
3.73E-04
3.74E-04
3.89E-04
3.91E-04
3.91E-04
3.94E-04
3.96E-04
3.97E-04
4.00E-04

up
down
up
down
down
up
down
up
down
down
up
up
up
down
up
down
down
down
up
down
up
down
up
up
up
down
up
up
down
down
up
up
down
up
up
up
down
down
down
down
up
down
down
up
up
up
up
up



NCS1

ENSGO0000010713 protein_coding;pr¢

ARHGAP15ENSG0000007588 retained_intron;pr:

TRIM71
NEB
MEGF9
ACADS
FAM45A
AC034236
AES
ABTBI1
ITGAM
PSAP

HP
EXOSC6

ENSG0000020655 protein_coding

ENSG0000018309 protein_coding;pr¢
ENSG0000010678 protein_coding

ENSG0000015149 retained_intron;pr:
ENSG0000011997 protein_coding;pr¢
ENSG0000018564 processed pseudo,
ENSG0000010496 retained _intron;pr:
ENSG0000011462 protein_coding;ret
ENSG0000016989 protein_coding;ret
ENSG0000019774 protein_coding;ret
ENSG0000025701 protein_coding;ret
ENSG0000022349 protein_coding

B3GALNT1 ENSG0000016925 protein_coding;ret

SHTNI1
MME
FATI1
METAP2
MPZLI
CXCL2
CYBS5A
NPM1P27
KCNKS5
CNR2
ABCA13
EIF3E
Cllorf21
HELLS
SLC25A24
FAM72A
MTMR6

ENSG0000018716 protein_coding;pr¢
ENSG0000019654 protein_coding;ret
ENSG0000008385 protein_coding;ret
ENSG0000011114 protein_coding;no
ENSG0000019796 protein_coding;ret
ENSG0000008104 retained _intron;pr:
ENSG0000016634 retained _intron;pr:
ENSG0000024935 processed_pseudo,
ENSG0000016462 protein_coding

ENSG0000018882 protein_coding

ENSG0000017986 protein_coding;no
ENSG0000010440 protein_coding;ret
ENSG0000011066 protein_coding;pr¢
ENSG0000011996 protein_coding;ret
ENSG0000008549 protein_coding;no
ENSG0000019655 protein_coding;pr¢
ENSG0000013950 protein_coding;pr¢

CEACAM4 ENSGO0000010535 protein_coding;ret

IL17RC
LILRB2
GYPC
NEU1
COPS2
HEBP2
SLC38A2

ENSG0000016370 protein_coding;no
ENSG0000013104 protein_coding;ret
ENSG0000013673 protein_coding;pr¢
ENSG0000020438 retained _intron;pr:
ENSG0000016620 protein_coding;ret
ENSG0000005162 protein_coding;no
ENSG0000013429 protein_coding;no

TMEM38A ENSG0000007295 protein_coding;ret

PSATI1
NPM1
HVCNI1
PENK
MTFR2
RACKI1
HACD2

ENSG0000013506 protein_coding

ENSG0000018116 retained _intron;pr:
ENSG0000012298 protein_coding;no
ENSG0000018119 protein_coding;pr¢
ENSG0000014641 protein_coding;no
ENSG0000020462 protein_coding;ret
ENSG0000020652 protein_coding;pr¢

0.2808
11.2809
0.2020
0.0182
9.1748
4.7792
3.4630
46.6504
3.8070
3.3219
3.2463
228.9167
8.1885
3.0380
1.1092
1.2460
0.2349
2.2951
20.9862
1.7861
0.2555
2.1055
69.7004
3.1883
6.2274
0.1505
140.3594
16.6809
2.4702
4.0379
4.8550
10.0136
6.7741
0.0492
1.8243
14.7996
5.8972
7.9052
4.6627
26.4344
1.2725
82.9357
223.4835
10.7563
0.6556
5.1208
125.9441
7.1958

0.0666
16.5437
0.0439
0.0615
6.1280
2.8885
6.6023
77.8960
6.3187
1.8794
1.8278
157.7060
4.7721
5.2130
0.5481
0.6219
0.0765
1.3789
31.1889
0.5836
0.7946
1.1998
101.0036
5.6288
3.8250
0.0583
204.6070
11.2709
1.4473
6.2884
8.1318
14.4793
3.3727
0.1581
0.8299
21.5128
3.5279
11.5547
6.8008
38.0713
0.5136
119.8023
320.8496
6.9397
0.2504
9.0584
183.2429
3.0361

4.22
0.68
4.61
0.30
1.50
1.65
0.52
0.60
0.60
1.77
1.78
1.45
1.72
0.58
2.02
2.00
3.07
1.66
0.67
3.06
0.32
1.75
0.69
0.57
1.63
2.58
0.69
1.48
1.71
0.64
0.60
0.69
2.01
0.31
2.20
0.69
1.67
0.68
0.69
0.69
2.48
0.69
0.70
1.55
2.62
0.57
0.69
2.37

2.08
-0.55
2.20
-1.76
0.58
0.73
-0.93
-0.74
-0.73
0.82
0.83
0.54
0.78
-0.78
1.02
1.00
1.62
0.73
-0.57
1.61
-1.64
0.81
-0.54
-0.82
0.70
1.37
-0.54
0.57
0.77
-0.64
-0.74
-0.53
1.01
-1.68
1.14
-0.54
0.74
-0.55
-0.54
-0.53
1.31
-0.53
-0.52
0.63
1.39
-0.82
-0.54
1.24

4.00E-04
4.03E-04
4.06E-04
4.07E-04
4.15E-04
4.16E-04
4.18E-04
4.23E-04
4.25E-04
4.27E-04
4.31E-04
4.31E-04
4.31E-04
4.33E-04
4.37E-04
4.48E-04
4.49E-04
4.51E-04
4.51E-04
4.64E-04
4.65E-04
4.65E-04
4.66E-04
4.68E-04
4.68E-04
4.72E-04
4.80E-04
4.86E-04
4.89E-04
4.91E-04
5.04E-04
5.15E-04
5.23E-04
5.30E-04
5.31E-04
5.32E-04
5.37E-04
5.40E-04
5.41E-04
5.41E-04
5.44E-04
5.53E-04
5.54E-04
5.56E-04
5.62E-04
5.67E-04
5.68E-04
5.70E-04

up
down
up
down
up
up
down
down
down
up
up
up
up
down
up
up
up
up
down
up
down
up
down
down
up
up
down
up
up
down
down
down
up
down
up
down
up
down
down
down
up
down
down
up
up
down
down

up



TOMM?22
BLVRA
PTGER2
KDELC1
FBXO4
FFAR4
COL4A1
FOXC1
WBP2
SULF2
CCNL2

ENSG0000010021 protein_coding;ret
ENSG0000010660 protein_coding;ret
ENSG0000012538 protein_coding

ENSG0000013490 processed_transcri
ENSGO0000015187 protein_coding;ret
ENSG0000018618 protein_coding

ENSG0000018749 protein_coding;ret
ENSG0000005459 protein_coding

ENSG0000013247 protein_coding;ret
ENSG0000019656 protein_coding;ret
ENSG0000022197 protein_coding;ret

APOBEC3BENSG0000017975 protein_coding;no

VHL
SNHG29
SLCIAS
PCGF2
NKAPDI1
CCL23
PABPC4
AC012321
EXOC4
BORCSS
CSF2RB
SOD2
APIM1
PRR7
TXNDC5
SFXNS5
IL23R
AC090517
HMGCR
CECR7
SIGLECS
RNF135
ELANE
LCP2
CHID1
ENC1
GJB6
ITGB2
GNAS

ENSG0000013408 protein_coding;pr¢

ENSG0000017506 antisense;retained 105.4178

ENSG0000010528 protein_coding

ENSG0000027725 protein_coding

ENSGO0000015077 protein_coding;ret
ENSG0000027473 protein_coding;no
ENSG0000009062 protein_coding;no
ENSG0000026077 3prime_overlappir
ENSGO0000013155 protein_coding;pr¢
ENSG0000025490 retained _intron;pr:
ENSG0000010036 protein_coding

ENSG0000011209 protein_coding;pr¢
ENSG0000007295 protein_coding;ret
ENSG0000013118 protein_coding

ENSG0000023926 retained _intron;pr:
ENSG0000014404 processed_transcri
ENSG0000016259 protein_coding;no
ENSG0000028533 processed_transcri
ENSG0000011316 retained_intron;pr:
ENSG0000023743 processed_transcri
ENSG0000010550 protein_coding

ENSG0000018148 protein_coding

ENSG0000019756 protein_coding

ENSG0000004346 retained _intron;pr:
ENSG0000017783 protein_coding;no
ENSG0000017161 protein_coding;pr¢
ENSG0000012174 protein_coding

ENSG0000016025 protein_coding;ret
ENSG0000008746 processed_transcri

THAP9-AS1ENSG0000025102 antisense

NID1
DHRS9
AL441992
TBCEL
DCAF12
UGGT1

ENSG0000011696 protein_coding
ENSG0000007373 protein_coding
ENSG0000028611 protein_coding
ENSG0000015411 protein_coding;no
ENSG0000019887 protein_coding;pr¢
ENSG0000013673 nonsense_mediate

37.7363  53.8730
4.5403 8.0447
9.1822 14.3804
9.5982 5.6301
2.4113 4.3673
0.4463 0.1537
0.1916 0.4082
1.2261 0.5012
8.4004 5.0514
4.0908 2.3567
8.4236 13.5679
4.0568 1.7957
9.1498 5.3938

151.3970

25.1522  36.2097
0.1697 0.4918
4.1793 6.7832
1.8681 4.5236
9.5783 13.9208
3.2555 0.1860
6.0014 9.3086
2.9417 1.6338
15.6155  10.7790
1.0714 1.8228
1.7234 2.7208
0.7563 1.9550

98.4796  68.7880
2.5693 1.5501
3.5574 6.0940
0.2038 0.0695
9.4976 6.0594
2.1971 1.0511
5.6564 3.1437
3.4628 6.2207

488.5498 325.1915
10.3120  16.6645
14.1265  9.5701
0.2650 0.5810
1.8234 0.8366

23.7005  16.6063

22.1685 15.3074
15.0727  21.6352
0.1237 0.3691
3.4328 1.6637
0.0620 0.3154
0.6913 1.4463
14.1510  20.1163

20.0808  14.0217

0.70
0.56
0.64
1.70
0.55
2.90
0.47
2.45
1.66
1.74
0.62
2.26
1.70
0.70
0.69
0.35
0.62
0.41
0.69
17.50
0.64
1.80
1.45
0.59
0.63
0.39
1.43
1.66
0.58
2.93
1.57
2.09
1.80
0.56
1.50
0.62
1.48
0.46
2.18
1.43
1.45
0.70
0.33
2.06
0.20
0.48
0.70
1.43

-0.51
-0.83
-0.65
0.77
-0.86
1.54
-1.09
1.29
0.73
0.80
-0.69
1.18
0.76
-0.52
-0.53
-1.54
-0.70
-1.28
-0.54
4.13
-0.63
0.85
0.53
-0.77
-0.66
-1.37
0.52
0.73
-0.78
1.55
0.65
1.06
0.85
-0.85
0.59
-0.69
0.56
-1.13
1.12
0.51
0.53
-0.52
-1.58
1.04
-2.35
-1.06
-0.51
0.52

5.74E-04
6.00E-04
6.04E-04
6.15E-04
6.15E-04
6.24E-04
6.32E-04
6.34E-04
6.45E-04
6.50E-04
6.56E-04
6.56E-04
6.63E-04
6.63E-04
6.68E-04
6.68E-04
6.71E-04
6.75E-04
6.77E-04
6.77E-04
6.86E-04
6.91E-04
6.92E-04
7.06E-04
7.08E-04
7.18E-04
7.36E-04
7.40E-04
7.64E-04
7.65E-04
7.69E-04
7.70E-04
7.79E-04
7.88E-04
7.96E-04
8.02E-04
8.02E-04
8.04E-04
8.07E-04
8.10E-04
8.11E-04
8.12E-04
8.25E-04
8.25E-04
8.33E-04
8.34E-04
8.35E-04
8.37E-04

down
down
down
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down
up
down
up
up
up
down
up
up
down
down
down
down
down
down
up
down
up
up
down
down
down
up
up
down
up
up
up
up
down
up
down
up
down
up
up
up
down
down
up
down
down
down

up



DDOST
BEX4
TMEM268
ITM2A
SNTBI1
KIAA0355
CCSER2
C8orf88
ZNF44
ADO
AP5S1
ZBTB25
C30rf80
SMIM19
NABP2
MPCI1
LRRC8D
RPL35A
LENGS
DSE
AC093668
RBMX2
SFXN3
SLC22A15
SLC25A4
ATPI9B
ZCCHC7
SRRM?2
BSG

ABI2
CCNBI1IP1
E2F7
ZNF253
ABLIM1
CCDC26
TRAF3IP3
AQP9
LILRAG6
UPK3A
MTHFD?2

ENSG0000024403 protein_coding;pr¢
ENSG0000010240 protein_coding
ENSGO0000015769 protein_coding;pr¢
ENSG0000007859 protein_coding;pr¢
ENSG0000017216 protein_coding;pr¢
ENSG0000016639 protein_coding;pr¢
ENSG0000010777 protein_coding;no
ENSG0000025325 protein_coding
ENSG0000019785 protein_coding;no
ENSG0000018191 protein_coding
ENSG0000012584 protein_coding
ENSGO0000008977 protein_coding
ENSG0000018004 protein_coding;no
ENSG0000017620 protein_coding;no
ENSG0000013957 protein_coding;ret
ENSG0000006076 processed_transcri
ENSG0000017149 protein_coding

140.3562  96.6557

ENSG0000018289 protein_coding;ret 263.4460 377.8221

ENSG0000016761 protein_coding;ret
ENSG0000011181 protein_coding;ret
ENSG0000027294 nonsense_mediate
ENSG0000013459 protein_coding;pr¢
ENSG0000010781 protein_coding;pr¢
ENSG0000016339 processed_transcri
ENSG0000015172 protein_coding;no
ENSG0000016637 retained_intron;pr:
ENSG0000014790 protein_coding;pr¢
ENSG0000016797 protein_coding;no
ENSGO0000017227 protein_coding;ret
ENSG0000013844 protein_coding;no
ENSG0000010081 protein_coding;no
ENSG0000016589 protein_coding;ret
ENSG0000025677 protein_coding;ret
ENSG0000009920 protein_coding;ret
ENSG0000022914 lincRNA
ENSG0000000979 protein_coding;ret
ENSGO0000010356 protein_coding;pr¢
ENSG0000024448 protein_coding;no
ENSG0000010037 protein_coding
ENSG0000006591 protein_coding;pr¢

SUMO2P17 ENSG0000024827 transcribed _proces

NUDT14
SLCY9A7
MYHIS5
OSTC
THGIL
IL18R1
AL049830

ENSG0000018382 protein_coding;ret
ENSG0000006592 protein_coding;pr¢
ENSG0000014482 retained _intron;pr:
ENSG0000019885 protein_coding;pr¢
ENSG0000011327 protein_coding;no
ENSGO0000011560 protein_coding;ret
ENSG0000025852 antisense

3.4212 1.5098
1.6241 29191
11.6989  6.8447
3.0809 7.0757
0.8703 0.4315
1.9465 1.1185
2.8377 1.1237
1.2668 0.6423
7.9408 11.7451
0.5207 1.0960
0.4997 0.1815
0.5953 0.1465
2.7160 4.6619
10.8296  17.1722
293526 19.2751
7.2978 16.4183
242316  16.7823
0.3559 0.1739
0.0122 0.2866
6.5760 10.8582
2.7989 4.7613
10.5348  15.1347
1.2215 0.5889
2.8935 1.9431
6.6005 10.1467
23.5429 13.5014
75.0378  52.4398
0.2116 0.0797
19.1659  28.0015
1.8317 0.9915
3.0696 6.6843
0.7924 0.2534
0.4233 0.8121
5.9567 4.0471
7.1216 4.2272
0.9404 0.3899
13.9129  7.7680
71.5322  101.8702
0.2319 1.2982
0.7737 0.2755
0.0787 0.2319
2.0591 1.1485
58.0989  86.4481
4.0800 6.9601
2.1525 1.1516
3.3788 1.5499

1.45
2.27
0.56
1.71
0.44
2.02
1.74
2.53
1.97
0.68
0.48
2.75
4.06
0.58
0.63
1.52
0.44
0.70
1.44
2.05
0.04
0.61
0.59
0.70
2.07
1.49
0.65
1.74
1.43
2.65
0.68
1.85
0.46
3.13
0.52
1.47
1.68
241
1.79
0.70
0.18
2.81
0.34
1.79
0.67
0.59
1.87
2.18

0.54
1.18
-0.85
0.77
-1.20
1.01
0.80
1.34
0.98
-0.56
-1.07
1.46
2.02
-0.78
-0.67
0.61
-1.17
-0.52
0.53
1.03
-4.56
-0.72
-0.77
-0.52
1.05
0.57
-0.62
0.80
0.52
1.41
-0.55
0.89
-1.12
1.64
-0.94
0.56
0.75
1.27
0.84
-0.51
-2.48
1.49
-1.56
0.84
-0.57
-0.77
0.90
1.12

8.44E-04
8.49E-04
8.52E-04
8.56E-04
8.57E-04
8.60E-04
8.65E-04
8.75E-04
8.77E-04
8.88E-04
9.00E-04
9.01E-04
9.08E-04
9.17E-04
9.33E-04
9.41E-04
9.45E-04
9.46E-04
9.65E-04
9.66E-04
9.68E-04
9.79E-04
9.79E-04
1.00E-03
1.01E-03
1.01E-03
1.03E-03
1.03E-03
1.03E-03
1.03E-03
1.03E-03
1.03E-03
1.04E-03
1.05E-03
1.05E-03
1.05E-03
1.05E-03
1.06E-03
1.07E-03
1.07E-03
1.09E-03
1.11E-03
1.11E-03
1.11E-03
1.11E-03
1.12E-03
1.12E-03
1.12E-03

up
up
down
up
down
up
up
up
up
down
down
up
up
down
down
up
down
down
up
up
down
down
down
down
up
up
down
up
up
up
down
up
down
up
down
up
up
up
up
down
down
up
down
up
down
down
up
up



ASPM
ENPP3
OAS3
SNHG7
TEC
CXCLS8
STIL
BCATI
TRAPPCI11
RRAGD
POMGNT2
AC092045
BST1
ACVRI1
RNF175
JPT2
SESN2
KIAA1586
SNHGS
ANKRDS55
Cé6orf62
EPHB6
VWASA
AC012651
ETNK1
ALOXS5AP
ADAPI1
GNL3LP1
GPR65
CD276
MYADM
UBA3
KIAA0930
EGRI1

ENSG0000006627 protein_coding
ENSG0000015426 protein_coding;no
ENSGO0000011133 protein_coding;pr¢
ENSG0000023301 antisense
ENSG0000013560 protein_coding;no
ENSG0000016942 protein_coding;ret
ENSG0000012347 protein_coding;ret
ENSG0000006098 protein_coding;pr¢
ENSG0000016853 retained _intron;pr:
ENSG0000002503 protein_coding;pr¢
ENSG0000014464 protein_coding
ENSG0000023955 processed pseudo,
ENSG0000010974 protein_coding
ENSG0000011517 protein_coding;pr¢
ENSG0000014542 protein_coding;pr¢
ENSG0000020605 protein_coding;pr¢
ENSG0000013076 protein_coding
ENSG0000016811 protein_coding;pr¢
ENSG0000026989 lincRNA
ENSG0000016451 protein_coding;pr¢
ENSG0000011230 protein_coding
ENSG0000010612 retained_intron;no
ENSG0000011000 protein_coding;ret
ENSG0000025846 nonsense_mediate
ENSGO0000013916 protein_coding;ret
ENSG0000013296 protein_coding;pr¢
ENSG0000010596 retained _intron;pr:
ENSG0000021503 processed pseudo,
ENSG0000014003 protein_coding
ENSG0000010385 nonsense_mediate
ENSG0000017982 protein_coding;pr¢
ENSG0000014474 retained_intron;pr:
ENSG0000010036 retained _intron;pr:
ENSG0000012073 protein_coding

RPL21P16 ENSG0000022084 processed pseudo, 250.5644 373.5926
ARPC4-TTLENSG0000025015 nonsense_mediate

DENNDI1A
MARCH7
NECABI1

ENSGO0000011952 protein_coding;pr¢
ENSGO0000013653 processed_transcri
ENSG0000012311 protein_coding;pr¢

RHOXF1P1 ENSG0000023449 processed_transcri
HMGB1P10 ENSG0000021370 processed_pseudo,

TK1
RAVER2
THBS4
ST7-AS1
FCGRI1B
NCK2
SNHG12

ENSG0000016790 protein_coding;ret
ENSG0000016243 protein_coding;no
ENSG0000011329 processed_transcri
ENSG0000022719 antisense
ENSG0000019801 processed_transcri
ENSG0000007105 protein_coding
ENSG0000019798 antisense;retained

5.1422 7.3134
0.4846 0.1678
0.2128 0.0815
8.2574 12.1734
2.2500 3.8657
95.5405 142.2234
5.4703 3.4407
6.1676 9.0369
7.4857 10.7826
11.1707  16.5187
2.5537 1.3075
0.3495 0.9572
27.9946  19.7386
0.0501 0.1884
0.1659 0.4188
11.6153  3.7580
3.1414 5.3593
8.8625 14.6303
31.3276  46.3843
1.3211 2.5213
33.3758  46.3845
0.5705 0.2436
1.4248 0.6996
2.1555 3.8506
5.6885 8.1405
189.6469 134.7331
2.5232 4.1967
0.1508 0.5153
4.2386 2.5007
0.0830 0.2584
15.1665  8.8378
11.1601  17.7977
14.1414  20.0476
5.4871 2.9407
3.4732 1.6373
1.6273 2.5910
11.7788  17.4548
0.1436 0.0307
4.0872 2.0782
9.6360  21.2682
31.3981  21.8096
5.4522 3.4130
1.0093 1.8729
0.1435 0.4647
2.4737 4.4853
3.7750 7.5478
2.3034 3.8481

0.70
2.89
2.61
0.68
0.58
0.67
1.59
0.68
0.69
0.68
1.95
0.37
1.42
0.27
0.40
3.09
0.59
0.61
0.68
0.52
0.72
2.34
2.04
0.56
0.70
1.41
0.60
0.29
1.69
0.32
1.72
0.63
0.71
1.87
0.67
2.12
0.63
0.67
4.67
1.97
0.45
1.44
1.60
0.54
0.31
0.55
0.50
0.60

-0.51
1.53
1.38

-0.56

-0.78

-0.57
0.67

-0.55

-0.53

-0.56
0.97

-1.45
0.50

-1.91

-1.34
1.63

-0.77

-0.72

-0.57

-0.93

-0.47
1.23
1.03

-0.84

-0.52
0.49

-0.73

-1.77
0.76

-1.64
0.78

-0.67

-0.50
0.90

-0.58
1.08

-0.67

-0.57
2.22
0.98

-1.14
0.53
0.68

-0.89

-1.69

-0.86

-1.00

-0.74

1.12E-03
1.12E-03
1.13E-03
1.13E-03
1.14E-03
1.15E-03
1.15E-03
1.17E-03
1.19E-03
1.20E-03
1.20E-03
1.23E-03
1.23E-03
1.23E-03
1.24E-03
1.24E-03
1.25E-03
1.25E-03
1.25E-03
1.26E-03
1.26E-03
1.26E-03
1.26E-03
1.27E-03
1.28E-03
1.29E-03
1.29E-03
1.32E-03
1.32E-03
1.32E-03
1.36E-03
1.37E-03
1.38E-03
1.38E-03
1.38E-03
1.40E-03
1.40E-03
1.41E-03
1.41E-03
1.44E-03
1.44E-03
1.44E-03
1.46E-03
1.48E-03
1.48E-03
1.49E-03
1.49E-03
1.49E-03

down
up
up
down
down
down
up
down
down
down
up
down
up
down
down
up
down
down
down
down
down
up
up
down
down
up
down
down
up
down
up
down
down
up
down
up
down
down
up
up
down
up
up
down
down
down
down
down



AKRIB1  ENSGO0000008566 protein_coding;ret
CBRI1 ENSG0000015922 protein_coding;pr¢
TMEM106BENSG0000010646 protein_coding;ret
PDEI1B ENSG0000012336 protein_coding;pr«
ADCY4 ENSG0000012946 nonsense_mediate
HPRT1 ENSG0000016570 protein_coding;pr«
GARS ENSG0000010610 nonsense_mediate
ZC3H6 ENSG0000018817 protein_coding;ret
CRELD2 ENSGO0000018416 retained intron;pr:
ATF4 ENSG0000012827 protein_coding
RSLIDI  ENSGO0000017149 retained_intron;pr
SLC3A2  ENSG0000016800 protein _coding;no
TVP23C-CLENSG0000025902 protein_coding;no
ESD ENSG0000013968 protein_coding;pr¢
PTP4A3 ENSG0000018448 protein_coding
ARHGAP22 ENSG0000012880 protein_coding;pr«
CCNC ENSG0000011223 protein_coding;no
PTPDC1  ENSGO0000015807 protein_coding;pr«
CCND2 ENSG0000011897 protein_coding;ret
LPIN1 ENSG0000013432 protein_coding;ret
MRPL33  ENSG0000024314 processed_transcri
PREPL ENSG0000013807 nonsense_mediate
AC022148 ENSGO0000018045 antisense
RF02104  ENSG0000027354 misc RNA
HAUSS ENSG0000024911 retained _intron;pr:
PLXNA3  ENSGO0000013082 protein_coding;ret
CDK6 ENSGO0000010581 protein_coding;ret
CISD2 ENSG0000014535 protein_coding;no
NFKBIZ  ENSG0000014480 protein_coding;ret
SNX5 ENSG0000008900 processed_transcri
RPF2 ENSG0000019749 nonsense_mediate
UBE2L6  ENSG0000015658 protein_coding;ret
RABGGTB ENSG0000013795 processed_transcri
CALCOCOIENSG0000001282 protein_coding;ret
CEBPB ENSG0000017221 protein_coding
TSPAN4  ENSGO0000021406 protein_coding;ret
MS4A4E  ENSG0000021478 protein_coding;pr«
LILRB3 ENSG0000020457 protein_coding;ret
ZDHHCI16 ENSG0000017130 protein_coding;pr«
ZNF347 ENSG0000019793 protein_coding;ret

RPL4 ENSG0000017444 retained_intron;pr:
MRPL18  ENSGO0000011211 processed_transcri
CD59 ENSG0000008506 protein_coding;ret
HBEGF ENSG0000011307 protein_coding;ret
MPP3 ENSG0000016164 retained _intron;no

MANF ENSG0000014505 nonsense _mediate
MYBLI ENSG0000018569 protein_coding;pr¢
MTHFDIL ENSG0000012025 protein_coding;pr«

0.6368 1.4681
143685  9.4032
1.2272 2.1155
0.1582 0.3790
0.6435 0.3150
42.6530  59.8600
343712 47.6154
0.2617 0.5948
3.8997 2.2704
218.1419 304.2272
37.4966  53.2898
23.2090  32.0506
2.0444 0.2693
36.2072  50.6478
2.9648 1.4979
0.1282 0.0434
5.7766 8.3324
0.8417 0.4060
12.3939  17.1533
0.6786 0.3574
36.5444  51.3553
9.2413 5.8442
0.2802 0.0512
12.3302  22.9008
4.4001 2.5802
0.2466 0.1061
7.9658 11.1815
5.1782 2.8023
0.9199 0.4040
14.7315  20.2678
13.7704  19.6370
7.5133 12.3345
12.5791  17.3411
3.9472 2.5860
13.2681  19.9534
2.0846 1.1924
0.1022 0.3499
1.3340 0.6162
10.6884  6.2159
0.2256 0.0924
301.4217 414.9412
61.2830  84.7276
12.6968  8.0083
2.3167 4.1864
0.0789 0.2725
23.4171  16.3531
0.2342 0.0827
8.8879 12.4599

0.43
1.53
0.58
0.42
2.04
0.71
0.72
0.44
1.72
0.72
0.70
0.72
7.59
0.71
1.98
2.95
0.69
2.07
0.72
1.90
0.71
1.58
5.48
0.54
1.71
2.33
0.71
1.85
2.28
0.73
0.70
0.61
0.73
1.53
0.66
1.75
0.29
2.16
1.72
2.44
0.73
0.72
1.59
0.55
0.29
1.43
2.83
0.71

-1.21
0.61
-0.79
-1.26
1.03
-0.49
-0.47
-1.18
0.78
-0.48
-0.51
-0.47
2.92
-0.48
0.99
1.56
-0.53
1.05
-0.47
0.93
-0.49
0.66
245
-0.89
0.77
1.22
-0.49
0.89
1.19
-0.46
-0.51
-0.72
-0.46
0.61
-0.59
0.81
-1.77
1.11
0.78
1.29
-0.46
-0.47
0.66
-0.85
-1.79
0.52
1.50
-0.49

1.50E-03
1.50E-03
1.51E-03
1.52E-03
1.53E-03
1.53E-03
1.55E-03
1.55E-03
1.55E-03
1.56E-03
1.56E-03
1.57E-03
1.57E-03
1.57E-03
1.58E-03
1.59E-03
1.62E-03
1.62E-03
1.63E-03
1.63E-03
1.64E-03
1.64E-03
1.64E-03
1.65E-03
1.65E-03
1.66E-03
1.66E-03
1.67E-03
1.71E-03
1.72E-03
1.73E-03
1.73E-03
1.75E-03
1.75E-03
1.76E-03
1.76E-03
1.78E-03
1.78E-03
1.80E-03
1.80E-03
1.81E-03
1.82E-03
1.82E-03
1.83E-03
1.83E-03
1.84E-03
1.85E-03
1.92E-03

down
up
down
down
up
down
down
down
up
down
down
down
up
down
up
up
down
up
down
up
down
up
up
down
up
up
down
up
up
down
down
down
down
up
down
up
down
up
up
up
down
down
up
down
down
up
up
down



S100A4
ACP5
IARS
MED20
RPL4P4
TMISF4
AC093849
KLHL23
TIMMO9
CCDC(C43
RPS25
GAS2L3
CHST10
RPIA
AC008763
MICALI1
EML3
RNASE6
EIF3H
CLEC5A
CST7
EIF5
PLPP1
LCMT2
ATPIBI

ENSG0000019615 protein_coding;pr¢
ENSG0000010257 protein_coding;ret
ENSG0000019630 protein_coding;pr¢
ENSG0000012464 protein_coding;pr«
ENSG0000022963 processed_pseudo,
ENSG0000010133 retained _intron;pr:
ENSG0000028603 lincRNA
ENSG0000021316 protein_coding;ret
ENSG0000010057 protein_coding;pr¢
ENSG0000018032 protein_coding;ret
ENSG0000011818 nonsense_mediate
ENSG0000013935 protein_coding;no
ENSGO0000011552 protein_coding;ret
ENSG0000015357 protein_coding
ENSG0000026971 protein_coding
ENSG0000013559 retained_intron;pr:
ENSG0000014949 protein_coding;ret
ENSG0000016941 protein_coding
ENSG0000014767 protein_coding;ret
ENSG0000025822 protein_coding;ret
ENSG0000007798 protein_coding
ENSG0000010066 retained _intron;pr:
ENSG0000006711 protein_coding;ret
ENSG0000016880 protein_coding
ENSG0000014315 protein_coding

LINC00599 ENSG0000025323 lincRNA

RAD9B
HERC6
ECHDC2
FOSL2
JAGI1
PIF1
BCLI11A
TUBGI
RAMPI1
LMAN?2
NRIP3

ENSG0000015116 protein_coding;no
ENSG0000013864 protein_coding;no
ENSG0000012131 retained_intron;no
ENSG0000007542 protein_coding;pr¢
ENSG0000010138 retained _intron;pr:
ENSG0000014045 protein_coding;ret
ENSGO0000011986 protein_coding;pr¢
ENSG0000013146 retained_intron;pr:
ENSG0000013232 protein_coding

ENSG0000016922 protein_coding;ret
ENSG0000017535 protein_coding

PHOSPHO2 ENSG0000014436 protein_coding;pr«

LSS
MARCH2
TMEM68
SETDS
RADS1B
SUMEF2
ZSWIM4
TARS
EXT2
IL7R

ENSG0000016028 retained _intron;pr:
ENSG0000009978 protein_coding;ret
ENSG0000016790 protein_coding;ret
ENSG0000016813 protein_coding;no
ENSG0000018218 protein_coding;pr¢
ENSG0000012910 protein_coding;no
ENSG0000013200 protein_coding

ENSG0000011340 nonsense_mediate
ENSGO0000015134 protein_coding;ret
ENSG0000016868 protein_coding;pr¢

116.6399  80.7996
0.5309 0.1986
36.4970  50.3582
12.4964  7.8056
18.0293  27.2495
5.6540 8.1135
0.1822 0.6442
4.3567 2.6607
14.8410 23.9183
8.9427 14.4655
516.5259 716.2976
0.3834 0.8774
1.2197 0.6335
271772 38.2991
7.7284 1.1218
3.3619 5.0630
2.5758 4.1282
4.6261 8.6754
54.0958  78.5585
721372 99.6071
557.3984 402.8011
12.2819  17.1818
6.9673 4.0235
0.7229 1.3198
0.5594 0.1102
2.8563 1.5539
0.3765 0.8687
0.9340 0.4823
0.6443 0.3297
3.4293 6.2821
3.6029 5.2010
0.1890 0.4453
0.5848 0.9362
17.0237  11.4427
1.5979 0.6118
42.8587 29.9122
7.4926 4.8623
2.4098 1.1625
7.9211 4.8509
2.3088 1.1769
1.9692 3.1391
3.6645 2.3553
0.4863 0.9191
30.9952  21.7426
0.3457 0.1046
32.6104 44.8114
4.9079 3.0720
0.1787 0.0485

1.44
2.67
0.72
1.60
0.66
0.70
0.28
1.64
0.62
0.62
0.72
0.44
1.93
0.71
6.89
0.66
0.62
0.53
0.69
0.72
1.38
0.71
1.73
0.55
5.08
1.84
0.43
1.94
1.95
0.55
0.69
0.42
0.62
1.49
2.61
1.43
1.54
2.07
1.63
1.96
0.63
1.56
0.53
1.43
3.30
0.73
1.60
3.69

0.53
1.42
-0.46
0.68
-0.60
-0.52
-1.82
0.71
-0.69
-0.69
-0.47
-1.19
0.95
-0.49
2.78
-0.59
-0.68
-0.91
-0.54
-0.47
0.47
-0.48
0.79
-0.87
2.34
0.88
-1.21
0.95
0.97
-0.87
-0.53
-1.24
-0.68
0.57
1.39
0.52
0.62
1.05
0.71
0.97
-0.67
0.64
-0.92
0.51
1.72
-0.46
0.68
1.88

1.94E-03
1.95E-03
1.96E-03
1.97E-03
1.97E-03
1.98E-03
1.99E-03
2.00E-03
2.01E-03
2.02E-03
2.05E-03
2.06E-03
2.06E-03
2.08E-03
2.08E-03
2.09E-03
2.10E-03
2.10E-03
2.13E-03
2.14E-03
2.15E-03
2.15E-03
2.16E-03
2.16E-03
2.16E-03
2.18E-03
2.18E-03
2.18E-03
2.19E-03
2.20E-03
2.23E-03
2.23E-03
2.23E-03
2.26E-03
2.26E-03
2.26E-03
2.27E-03
2.27E-03
2.28E-03
2.29E-03
2.30E-03
2.30E-03
2.33E-03
2.33E-03
2.34E-03
2.35E-03
2.38E-03
2.39E-03

up
up
down
up
down
down
down
up
down
down
down
down
up
down
up
down
down
down
down
down
up
down
up
down
up
up
down
up
up
down
down
down
down
up
up
up
up
up
up
up
down
up
down
up
up
down
up
up



ZNF213 ENSG0000008564 protein_coding;ret
TFBIM ENSG0000002963 processed_transcri
MZBI1 ENSG0000017047 nonsense_mediate
CCNBI ENSG0000013405 protein_coding;no
CAMKI1  ENSGO0000013407 nonsense_mediate
SEC11A  ENSG0000014061 protein_coding;ret

UBB ENSG0000017031 protein_coding;pr¢
DRAMI1 ENSG0000013604 protein_coding;no
ARF1 ENSG0000014376 protein_coding;pr¢
RGL2 ENSG0000023744 retained _intron;pr:

DDIT3 ENSGO0000017519 protein_coding
PLEKHAS8P ENSG0000013429 transcribed _proces
RAB4A ENSG0000016811 protein_coding;pr¢
BLM ENSG0000019729 nonsense_mediate
NOMO3  ENSG0000010322 nonsense _mediate
MAP7D2  ENSG0000018436 protein_coding;pr«
AMOTL1 ENSG0000016602 protein_coding;pr«
RPL24P4 ENSGO0000018152 processed pseudo.
DHRS11  ENSG0000027853 protein_coding;ret
FHDC1 ENSG0000013746 protein_coding
SEPT8 ENSG0000016440 protein_coding;pr¢
AC004803 ENSG0000025013 antisense
RPL23AP42 ENSG0000023485 processed _pseudo,
STX3 ENSG0000016690 protein_coding;ret
R3HDM2 ENSGO0000017991 retained_intron;pr
STARD3NLENSG0000001027 protein_coding;ret
PLD3 ENSG0000010522 protein_coding;pr¢
SNX33 ENSG0000017354 protein_coding
SLC1A4  ENSGO0000011590 protein_coding;ret
HSD17B7 ENSG0000013219 processed_transcri
KIAA1147 ENSG0000025709 protein_coding
DECR2 ENSG0000024261 retained _intron;pr:
ERMAP  ENSGO0000016401 protein_coding;ret
ARHGAP25 ENSG0000016321 protein_coding;pr«
SCAMP1  ENSGO0000008536 protein_coding;no
CU633904 ENSG0000027607 lincRNA
CABLES2 ENSG0000014967 protein_coding
L2HGDH ENSG0000008729 protein_coding;no
MIER1 ENSG0000019816 protein_coding;pr¢
BCL9L ENSG0000018617 protein_coding;pr¢
SLFN13 ENSG0000015476 retained_intron;no
RBM4B ENSG0000017391 protein_coding;no
LINC01268 ENSG0000022750 lincRNA

PDK1 ENSG0000015225 protein_coding;ret
SYNCRIP ENSGO0000013531 protein_coding
POMGNT1 ENSGO0000008599 protein_coding;pr«
NUCBI1 ENSG0000010480 protein_coding;ret
Clorf54 ENSG0000011829 protein_coding

1.2654
3.8079
7.6848
13.7195
20.9543
20.1730
112.2732
3.0754
60.9147
6.5843
26.2490
2.6457
11.3468
6.9823
8.6783
0.4406
0.8251
74.6202
1.6041
0.2007
1.5588
0.2692
80.6077
8.3488
3.8917
10.6071
3.7890
0.1023
8.5468
3.0342
3.1561
2.3352
0.8234
10.4997
2.7567
0.5025
1.1811
5.5298
5.6900
0.4453
25.5780
7.9053
0.8822
2.9003
35.3741
1.4439
25.0882
0.4997

0.6822
6.0143
4.6316
19.4843
14.6233
27.5488
81.3541
1.6335
34.4449
4.2010
38.5772
1.4089
17.3898
9.6867
6.1383
0.1818
0.4384
112.0507
0.8975
0.0577
0.9130
0.6232
122.5888
4.5610
5.8754
14.6354
2.2403
0.2514
11.8250
1.7951
1.9846
1.2499
1.4900
7.3881
5.3361
0.1305
0.5281
3.6762
3.7924
0.2132
18.6769
4.9651
1.7701
4.0768
48.0206
2.4936
17.8882
1.2398
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0.70
1.43
0.73
1.38
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1.77
1.57
0.68
1.88
0.65
0.72
1.41
242
1.88
0.67
1.79
3.48
1.71
0.43
0.66
1.83
0.66
0.72
1.69
0.41
0.72
1.69
1.59
1.87
0.55
1.42
0.52
3.85
2.24
1.50
1.50
2.09
1.37
1.59
0.50
0.71
0.74
0.58
1.40
0.40

0.89
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-0.45
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-0.59
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-0.59
-0.46
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-0.47
0.76
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0.90
-0.86
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-0.95
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KCTD21  ENSGO0000018899 protein_coding
MELTF-AS ENSG0000022810 antisense
ACO005837 ENSG0000026133 antisense

AGRN ENSG0000018815 retained _intron;pr:

FGD3 ENSG0000012708 nonsense_mediate
ARGI1 ENSG0000011852 protein_coding;pr¢
PLP2 ENSG0000010200 protein_coding
ELOC ENSG0000015458 protein_coding
UPBI1 ENSG0000010002 nonsense_mediate

SPIN1 ENSG0000010672 processed_transcri
ADAMY9  ENSG0000016861 protein_coding;no
ORAI3 ENSG0000017593 protein_coding;no
FKTN ENSG0000010669 protein_coding;no
ARHGAP11ENSG0000019882 protein_coding;pr«
GPR&84 ENSG0000013957 protein_coding
C7orf31 ENSG0000015379 protein_coding
RPL7P1 ENSG0000021448 processed_pseudo,
ZNF629 ENSG0000010287 protein_coding
C210rf59-T(ENSG0000026559 protein_coding
AL135905 ENSG0000028597 protein_coding
TCAMI1P ENSG0000024028 processed_transcri
LRRC37B ENSGO0000018515 protein_coding;ret
GLCE ENSG0000013860 protein_coding;pr¢
MAP4K1 ENSG0000010481 protein_coding;ret
CSKMT  ENSGO0000021475 protein_coding;pr«
PMAIP1  ENSGO0000014168 protein_coding;ret
SNRNP25 ENSGO0000016198 retained_intron;pr
ZNF641 ENSG0000016752 protein_coding;ret
TUBB4B  ENSG0000018822 protein_coding;ret
SMN2 ENSG0000020557 protein_coding;ret
PRADCI  ENSGO0000013561 protein_coding;pr«
FN3KRP  ENSG0000014156 protein_coding;ret
LMO2 ENSGO0000013536 protein_coding;ret
SFMBT2  ENSGO0000019887 protein_coding
AL591848 ENSG0000026085 lincRNA

TULP3 ENSG0000007824 protein_coding;no
SSR4 ENSGO0000018087 processed_transcri
SATBI1-AS1ENSG0000022895 antisense;retained
COPS8 ENSG0000019861 protein_coding;ret
CARD16 ENSG0000020439 protein_coding;ret
ASNS ENSG0000007066 protein_coding;ret
IBTK ENSG0000000570 retained_intron;prt
AAGAB  ENSG0000010359 processed_transcri
SH3D21  ENSG0000021419 protein_coding;no
HDGFL3  ENSG0000016650 protein_coding;ret
MSRB3 ENSG0000017409 protein_coding;pr¢
PTGRI1 ENSG0000010685 nonsense_mediate
EROI1B ENSG0000008661 protein_coding

0.5718
1.5215
0.4916
0.7031
3.6229
13.9829
93.7348
7.5834
0.4109
7.1905
12.3042
1.1980
0.6855
2.4540
3.7484
0.7320
428.7221
1.0466
3.3166
3.5823
2.2956
1.8159
1.4810
0.1699
0.3465
15.4828
20.7770
1.7912
78.7733
7.2221
13.8255
12.8059
17.4875
1.3841
0.6911
2.9407
27.3504
0.1789
5.4086
2.1585
20.0390
6.7650
8.4231
0.2044
0.1736
6.8092
4.8079
0.3919

0.2299
0.5975
0.1662
0.3814
2.2617
8.9597
67.5659
10.7064
0.1865
2.9547
8.8933
3.4002
1.8589
3.9546
2.0524
1.3822
582.8413
1.8246
0.1347
5.6494
1.1294
3.0905
0.7944
0.4071
1.0511
28.5624
14.5209
0.6662
56.7405
12.9478
8.5578
8.5082
32.8872
2.1770
0.2871
1.5777
19.8133
0.0791
8.6126
3.8901
273172
9.3725
12.3542
0.0737
0.0737
13.7613
2.9890
0.1594

249
2.55
2.96
1.84
1.60
1.56
1.39
0.71
2.20
243
1.38
0.35
0.37
0.62
1.83
0.53
0.74
0.57
24.62
0.63
2.03
0.59
1.86
0.42
0.33
0.54
1.43
2.69
1.39
0.56
1.62
1.51
0.53
0.64
241
1.86
1.38
2.26
0.63
0.55
0.73
0.72
0.68
2.77
2.36
0.49
1.61
2.46
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-0.50
1.14
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0.47
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-1.44
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-0.92
-0.44
-0.80
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-0.66
1.02
-0.77
0.90
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-1.60
-0.88
0.52
1.43
0.47
-0.84
0.69
0.59
-0.91
-0.65
1.27
0.90
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1.18
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DNAJBS  ENSG0000013709 retained_intron;pr
GSN ENSG0000014818 protein_coding;no
AARS ENSG0000009086 protein_coding;ret
NOMOI1  ENSG0000010351 protein_coding;ret
DHRS1 ENSGO0000015737 nonsense_mediate
AL354740 ENSG0000022533 retained_intron;an
RPS3AP26 ENSG0000021438 processed pseudo,
CAMLG  ENSG0000016461 protein_coding
RGL4 ENSG0000015949 protein_coding;no
NMI ENSG0000012360 protein_coding;ret
STK39 ENSG0000019864 protein_coding;pr¢
GAREM2 ENSGO0000015783 protein_coding;pr¢
PAIP2B ENSG0000012437 protein_coding
MAEA ENSG0000009031 protein_coding;no
ELOB ENSG0000010336 protein_coding
AC091057 ENSG0000026993 lincRNA

TRIOBP  ENSG0000010010 protein_coding;ret
PLSI1 ENSG0000012075 protein_coding;ret
CYBA ENSG0000005152 protein_coding;ret
TRIM6 ENSG0000012123 protein_coding;pr¢
OLMALINCENSG0000023582 lincRNA

ITM2B ENSG0000013615 protein_coding;no
BAIAP2-DTENSG0000022613 lincRNA

LIPA ENSG0000010779 protein_coding;pr«
CPEB2 ENSG0000013744 protein_coding;ret
STK24 ENSG0000010257 protein_coding;pr¢
MGATS ENSGO0000015212 protein_coding;pr¢
HSPA1A  ENSG0000020438 protein_coding
CBX2 ENSG0000017389 protein_coding;ret
TSPAN2  ENSG0000013419 protein_coding;pr¢
HEATRSB ENSGO0000000886 protein_coding;ret
HOMER3 ENSGO0000005112 protein_coding;ret
LINCO01215 ENSG0000027185 lincRNA

TRPS1 ENSG0000010444 protein_coding
RPLI13AP25ENSG0000013614 processed pseudo,
GM2A ENSG0000019674 protein_coding
RCAN3 ENSG0000011760 protein_coding;no
FAM72B  ENSG0000018861 protein_coding;pr«
PARD3 ENSG0000014849 protein_coding;ret
UBE2W  ENSG0000010434 nonsense_mediate
ATP6VOE2 ENSGO0000017113 protein_coding;pr«
LAMP1 ENSG0000018589 protein_coding;ret
QPCT ENSGO0000011582 protein_coding;ret
SNHG4 ENSG0000028139 lincRNA
TIMELESS ENSG0000011160 protein_coding;ret
AC112128 ENSG0000028594 nonsense_mediate
TBL1XR1 ENSG0000017756 nonsense_mediate
LETMDI1 ENSGO0000005042 nonsense _mediate

0.3241
11.6699
51.2754
19.0838
3.8035
0.0884
60.7986
5.9832
2.1086
15.6040
2.4488
0.4293
0.2712
5.5829
100.3485
1.0142
2.1127
29514
25.7398
2.2376
0.2220
22.8185
0.4350
2.6272
0.5985
4.1398
1.9231
1.7495
0.7870
3.2632
6.2194
9.1184
10.6833
0.4556
50.4821
15.2103
0.4123
5.6281
0.8359
3.8320
0.5835
22.5459
3.2335
6.2555
19.4571
0.2433
6.2771
10.2589

0.1343
8.4559
69.6356
13.4583
2.2716
4.7479
85.9003
9.6362
3.4136
21.4959
4.0063
0.1980
0.1027
7.7249
73.7563
2.3041
1.3497
1.8312
18.5897
1.1630
0.5120
15.8417
0.9162
4.1828
1.3206
2.7725
3.6232
0.9012
0.4085
5.3284
8.4456
13.0035
7.0391
0.2246
72.6560
20.6025
0.1891
8.9641
0.4467
5.3637
0.2771
15.7211
1.7818
8.9503
14.3441
0.8256
8.6276
13.8492

241
1.38
0.74
1.42
1.67
0.02
0.71
0.62
0.62
0.73
0.61
2.17
2.64
0.72
1.36
0.44
1.57
1.61
1.38
1.92
0.43
1.44
0.47
0.63
0.45
1.49
0.53
1.94
1.93
0.61
0.74
0.70
1.52
2.03
0.69
0.74
2.18
0.63
1.87
0.71
2.11
1.43
1.81
0.70
1.36
0.29
0.73
0.74

1.27
0.46
-0.44
0.50
0.74
-5.75
-0.50
-0.69
-0.69
-0.46
-0.71
1.12
1.40
-0.47
0.44
-1.18
0.65
0.69
0.47
0.94
-1.21
0.53
-1.07
-0.67
-1.14
0.58
-0.91
0.96
0.95
-0.71
-0.44
-0.51
0.60
1.02
-0.53
-0.44
1.12
-0.67
0.90
-0.49
1.07
0.52
0.86
-0.52
0.44
-1.76
-0.46
-0.43
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ERG28 ENSG0000013393 protein_coding 14.8311  9.9787
AUXGO0100(ENSG0000028621 antisense 0.1109 0.0337
SLC25A32 ENSG0000016493 protein_coding;no 5.6763 8.9748
PRELIDI ENSGO0000016923 protein_coding;no 30.8111  44.7576
ZWINT ENSG0000012295 retained_intron;no 41.7176  30.4899
C2CD3 ENSG0000016801 protein_coding;prc 2.3720 1.5524
CNTNAP4 ENSG0000015291 protein_coding;ret 2.0799 3.1831
SDF2L1 ENSG0000012822 protein_coding;ret 13.0808  7.8418
CD300LB ENSG0000017878 protein_coding 6.0957 3.8347
ATXN7 ENSG0000016363 protein_coding;ret 1.5616 0.8677
TMEM260 ENSG0000007026 protein_coding;no 1.2996 2.1436
FAMI61A ENSGO0000017026 protein_coding;ret 2.1327 1.2590
ACSL1 ENSGO0000015172 protein_coding;ret 15.9965  22.9377
ATPI0OD  ENSGO0000014524 protein_coding;no 1.6768 0.9314
FBXO036  ENSG0000015383 protein_coding;ret 0.0925 0.2627
ZNF578  ENSG0000025840 protein_coding;pr¢ 0.3563 0.1732
CHST4 ENSG0000014083 protein_coding;ret 1.0524 0.4927
PRKCQ-AS ENSG0000023794 lincRNA;retained  0.3604 0.8140
AC007342 ENSG0000026007 retained_intron;tra 0.7466 0.3573
NACA ENSG0000019653 protein_coding;pr¢ 46.6991  62.8705
SLU7 ENSG0000016460 protein_coding;ret 9.4013  12.9852
LIMSI1 ENSG0000016975 protein_coding;prc 3.5845 2.2388
RPL24 ENSGO0000011439 protein_coding;ret 208.4791 284.3784
RPL9 ENSG0000016368 protein_coding;ret 210.4929  284.2054
SMCHD1 ENSGO0000010159 nonsense _mediate 19.4599  26.3996
FKBP2 ENSG0000017348 nonsense_mediate 14.5527  9.2280
UNCI13B  ENSG0000019872 protein_coding;pr¢ 1.4359 0.9305
CALHM2 ENSGO0000013817 processed_transcri  1.5045 2.6557
PLD4 ENSG0000016642 protein_coding;ret 0.0901 0.2668
XKR3 ENSG0000017296 protein_coding 0.6679 0.2339
AIGI ENSG0000014641 protein_coding;ret 11.4561  15.3239
ATL3 ENSG0000018474 protein_coding;pr¢ 9.9654  13.3283
AC092683 ENSG0000023060 lincRNA 2.0833 1.1602
LRRC25  ENSGO0000017548 protein_coding 3.8995 2.2587
KRTS ENSG0000017042 retained_intron;prc  0.1930 0.0480
TMEM147 ENSGO0000010567 protein_coding;ret 33.2400  23.6488
HNRNPA1PENSG0000021549 processed_pseudo, 19.4050  38.6943
WDRS54  ENSG0000000544 protein_coding;ret 0.4772 1.0090
ARF6 ENSG0000016552 protein_coding 15.2586  20.7689
P2RY1 ENSG0000016986 protein_coding 0.5117 0.2286
AIDA ENSG0000018606 processed_transcri 2.0247 5.3021
ARHGAP33 ENSG0000000477 protein_coding;pr¢ 1.1172 0.5831
IPCEF1 ENSG0000007470 protein_coding;pr¢ 2.7829 4.0241
YPEL3 ENSG0000009023 protein_coding;prc 0.6108 0.2672
AHCYL2 ENSGO0000015846 protein_coding;ret 1.5240 0.7303
TSPAN17 ENSG0000004814 protein_coding;no 0.1842 0.4115
SKA2 ENSG0000018262 protein_coding;no 6.8294  10.0882
PODXL2 ENSGO0000011463 protein_coding 31.7327  22.9563
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up
up
up
up
down
down
down
up
down
up
down
up
up
down
down

up



TRGJP1 ~ ENSG0000021169 TR_J_gene 7.0338  17.0903
MCMS ENSG0000012588 protein_coding 14.0778  10.4432
CRNKL1 ENSGO0000010134 protein_coding;ret 5.4527 7.8794
NPL ENSG0000013583 protein_coding;prc 7.6125 5.2504
TIMM8A  ENSG0000012695 protein_coding;no  5.8900 3.0593
CENPE ENSG0000013877 protein_coding;ret 4.1760 5.8043
FAM184A ENSGO0000011187 protein_coding;no 0.2595 0.1130
MAFG ENSG0000019706 protein_coding 5.5140  11.6086
TCP11L2 ENSGO0000016604 protein_coding;no 0.3890 0.1664
HSP90B1 ENSGO0000016659 retained_intron;prc 205.3703  150.1819
KCNJ15  ENSGO0000015755 protein_coding;pr¢  0.1594 0.0647
SEPT5 ENSG0000018470 protein_coding;ret 2.6509 0.8936
EIF4A2 ENSGO0000015697 protein_coding;ret 32.7552  44.4000
NIPA2 ENSG0000014015 protein_coding;prc 9.4134 15.5162
AC002350 ENSG0000027899 TEC 1.5236 0.7187
RPL32P29 ENSG0000024427 processed pseudo, 17.4249  29.4429
SLC19A2 ENSG0000011747 protein_coding;ret 4.4705 8.7680
PHLDA1 ENSGO0000013928 protein_coding 1.3231 0.7874
PCK2 ENSG0000010088 protein_coding;ret 1.1384 2.0106
ACO073896 ENSG0000014478 protein_coding 0.3584 2.5816
PRDX5 ENSG0000012643 protein_coding ~ 207.1167 153.4771
PON2 ENSG0000010585 protein_coding;pr¢ 3.4116 2.0712
ACO079684 ENSG0000027494 sense_intronic 1.4610 3.5626
RARG ENSG0000017281 processed_transcri  0.2135 0.0757
CD74 ENSG0000001958 protein_coding;ret 6.6363 9.7352
CENPM  ENSGO0000010016 protein_coding;ret 18.8255  12.5966
NSRP1 ENSG0000012665 protein_coding;prc 4.6334 6.8740
SLC39A7 ENSGO0000011247 processed_transcri 46.9875  34.6369
ZNF618  ENSGO0000015765 protein_coding;prc 0.0431 0.1214
FAM229B ENSG0000020377 protein_coding 1.0375 0.4130
IFRD2 ENSG0000021470 retained_intron;no 8.9092  12.4980
GUSB ENSG0000016991 protein_coding;no 33.5861  24.4456
AC093525 ENSG0000026161 antisense 1.0925 0.5070
MATR3  ENSG0000028098 protein_coding 199171  30.9466
PTMA ENSG0000018751 processed_transcri 517.6337  373.4743
ICE2 ENSG0000012891 retained_intron;prc  1.8498 2.8142
FAM117B ENSGO0000013843 protein_coding;ret 0.6066 1.0623
MBNLI ENSG0000015260 protein_coding;ret 24.4655  33.8414
TMEMS87A ENSGO0000010397 protein_coding;ret 9.9025  13.3164
S100A11  ENSGO0000016319 protein_coding;prc 339.9764  253.6510

GRN ENSG0000003058 retained_intron;prc 69.0630  50.8325
DNAJC14 ENSG0000013539 protein_coding 7.4904 5.0222
MYC ENSG0000013699 protein_coding;prc 9.2778 4.3276

ZNF236  ENSGO0000013085 protein_coding;no 1.6741  1.0362
MAN2B2  ENSG0000001328 protein_coding;pr« 3.9364  2.5534
MGAM2  ENSG0000025774 protein_coding;ret 0.3763  0.1817
NOP53  ENSG0000010537 retained_intron;pri 29.1146  39.1270
AC092718 ENSGO0000026106 sense_intronic ~ 2.9436  5.5400

0.41
1.35
0.69
1.45
1.93
0.72
2.30
0.47
2.34
1.37
2.46
2.97
0.74
0.61
2.12
0.59
0.51
1.68
0.57
0.14
1.35
1.65
0.41
2.82
0.68
1.49
0.67
1.36
0.36
2.51
0.71
1.37
2.15
0.64
1.39
0.66
0.57
0.72
0.74
1.34
1.36
1.49
2.14
1.62
1.54
2.07
0.74
0.53

-1.28
0.43
-0.53
0.54
0.95
-0.47
1.20
-1.07
1.22
0.45
1.30
1.57
-0.44
-0.72
1.08
-0.76
-0.97
0.75
-0.82
-2.85
0.43
0.72
-1.29
1.50
-0.55
0.58
-0.57
0.44
-1.49
1.33
-0.49
0.46
1.11
-0.64
0.47
-0.61
-0.81
-0.47
-0.43
0.42
0.44
0.58
1.10
0.69
0.62
1.05
-0.43
-0.91
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4.91E-03
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4.93E-03
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5.25E-03
5.26E-03
5.28E-03
5.29E-03
5.30E-03
5.34E-03
5.36E-03
5.37E-03
5.37E-03
5.39E-03
5.40E-03
5.40E-03
5.40E-03
5.42E-03
5.44E-03
5.45E-03
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AL008721 ENSG0000027297 sense_intronic
PSMD12  ENSGO0000019717 retained_intron;pr
CDC42EP3 ENSG0000016317 protein_coding;ret
EHDA4 ENSG0000010396 protein_coding;ret
MEI1 ENSG0000006583 protein_coding
SNX16 ENSG0000010449 protein_coding;ret
ZNF652 ENSG0000019874 protein_coding;no
LRP1 ENSG0000012338 protein_coding;ret
ACADM  ENSGO0000011705 protein_coding;ret
FAM206A ENSG0000011932 protein_coding;pr«
METTL4 ENSGO0000010157 protein_coding;ret
ADGRE1l  ENSG0000017483 protein_coding;pr«

CCT4 ENSGO0000011548 protein_coding;pr¢
PRDMS5 ENSG0000013873 protein_coding;pr«
DPHS5 ENSGO0000011754 processed_transcri

ASB16-AS1 ENSG0000026708 antisense

HAXI1 ENSG0000014357 retained _intron;pr:
CACNA2D3ENSGO0000015744 protein_coding;ret
RFWD3 ENSG0000016841 protein_coding;ret
JUN ENSG0000017760 protein_coding

RPLIP7  ENSG0000023810 processed_pseudo, 351.2708 489.8172

CCTo6B ENSG0000013214 retained_intron;pr:
UTRN ENSGO0000015281 protein_coding;pr¢
TRAK?2 ENSGO0000011599 protein_coding;ret
HHEX ENSGO0000015280 protein_coding;ret
JAK1 ENSG0000016243 protein_coding;pr¢
ADK ENSGO0000015611 protein_coding;pr¢
ANKRD23 ENSG0000016312 protein_coding;pr«
CCDC137 ENSGO0000018529 nonsense_mediate
BNIP2 ENSG0000014029 protein_coding;ret
NDUFAF4 ENSGO0000012354 processed_transcri
WBPI ENSG0000023977 processed_transcri
SEMA4A  ENSGO0000019618 protein_coding;pr«
KIAAO0319L ENSG0000014268 protein_coding;pr«
ADGRG3 ENSG0000018288 nonsense_mediate
MAN1A2 ENSG0000019816 protein_coding;pr«
GABPBI1-A{ENSG0000024487 antisense

HELB ENSG0000012731 protein_coding;no
RASGRF1 ENSG0000005833 protein_coding;pr«
NRG4 ENSG0000016975 nonsense_mediate
TBRG1 ENSG0000015414 nonsense_mediate
SLC11A1 ENSGO0000001828 retained_intron;pr
AP1G2 ENSG0000021398 protein_coding;ret
RABI11FIP4 ENSG0000013124 protein_coding;pr«
SLC35B3 ENSG0000012478 protein_coding;no
WWwWC2 ENSG0000015171 protein_coding;ret
PFN1 ENSG0000010851 protein_coding
RNASET2 ENSG0000002629 nonsense_mediate

1.1792 0.6081
12.7417  17.0863
4.1397 6.2567
0.6602 0.3586
0.6083 1.1567
1.3114 2.2162
1.6010 0.8801
0.3000 0.1521
14.6832  19.8530
11.5273  16.1856
3.4823 5.6232
5.1594 3.3261
89.7494 119.2071
0.8569 0.4784
7.7657 11.5352
1.7573 0.8159
24.6714  33.2469
1.5976 2.5844
12.8047  17.0535
6.0574 9.2075
0.1623 0.3879
1.9618 2.7897
5.2910 3.7681
14.9960  9.6477
15.6528  11.7136
13.6527  18.9301
0.2848 0.1009
13.6548  6.6252
8.9157 11.9351
6.6022 9.9204
10.0896  6.2904
3.9398 5.6070
4.4464 3.0904
3.8726 2.4097
3.5554 24215
0.7598 1.2021
0.8554 0.3733
0.1551 0.0554
0.0970 0.2401
8.7190 5.9042
0.7197 0.3896
5.8866 4.2120
0.4209 0.2401
4.7687 7.3194
0.0824 0.1853

18.6313

335.5298 245.9255

13.7009

1.94
0.75
0.66
1.84
0.53
0.59
1.82
1.97
0.74
0.71
0.62
1.55
0.75
1.79
0.67
2.15
0.74
0.62
0.75
0.66
0.72
0.42
0.70
1.40
1.55
1.34
0.72
2.82
2.06
0.75
0.67
1.60
0.70
1.44
1.61
1.47
0.63
2.29
2.80
0.40
1.48
1.85
1.40
1.75
0.65
0.44
1.36
1.36

0.96
-0.42
-0.60
0.88
-0.93
-0.76
0.86
0.98
-0.44
-0.49
-0.69
0.63
-0.41
0.84
-0.57
1.11
-0.43
-0.69
-0.41
-0.60
-0.48
-1.26
-0.51
0.49
0.64
0.42
-0.47
1.50
1.04
-0.42
-0.59
0.68
-0.51
0.52
0.68
0.55
-0.66
1.20
1.48
-1.31
0.56
0.89
0.48
0.81
-0.62
-1.17
0.45
0.44

5.49E-03
5.49E-03
5.52E-03
5.53E-03
5.54E-03
5.55E-03
5.56E-03
5.56E-03
5.57E-03
5.60E-03
5.60E-03
5.61E-03
5.63E-03
5.66E-03
5.68E-03
5.69E-03
5.70E-03
5.72E-03
5.72E-03
5.73E-03
5.75E-03
5.78E-03
5.81E-03
5.86E-03
5.88E-03
5.92E-03
5.94E-03
5.96E-03
6.02E-03
6.03E-03
6.06E-03
6.07E-03
6.10E-03
6.12E-03
6.14E-03
6.15E-03
6.15E-03
6.20E-03
6.20E-03
6.21E-03
6.21E-03
6.23E-03
6.23E-03
6.26E-03
6.27E-03
6.28E-03
6.31E-03
6.36E-03
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ACO011815 ENSG0000026857 lincRNA
DUSP18  ENSGO0000016706 protein_coding;no
HAL ENSG0000008411 protein_coding;no
KRT18 ENSGO0000011105 protein_coding;ret
RNF145 ENSG0000014586 processed_transcri
PHACTR2 ENSGO0000011241 protein_coding;ret
GNPTAB ENSGO0000011167 protein_coding;pr«
CASP2 ENSG0000010614 protein_coding;ret
ZNF404 ENSG0000017622 protein_coding;pr¢
LRRC4 ENSG0000012859 protein_coding
NOTCH1 ENSG0000014840 retained_intron;pr
COLQ ENSG0000020656 protein_coding;ret
SLC25A11 ENSGO0000010852 protein_coding;ret
HIST2H2AAENSG0000020381 protein_coding
BSCL2 ENSG0000016800 protein_coding;pr¢
CCDC91  ENSG0000012310 protein_coding;no
RPL23 ENSG0000012569 protein_coding;ret
AC002116 ENSG0000026769 antisense

OXAIL ENSG0000015546 retained _intron;pr:
VAMPI ENSG0000013919 protein_coding;ret
ATOX1 ENSGO0000017755 protein_coding;ret
SPECCIL ENSGO0000010001 protein_coding;ret
MAPK13  ENSGO0000015671 protein_coding;pr«
ABCA7 ENSG0000006468 protein_coding;ret
ZUP1 ENSGO0000015397 processed_transcri
TNIK ENSG0000015431 protein_coding;ret
THADA  ENSGO0000011597 protein_coding;ret
ZNF821 ENSG0000010298 protein_coding;pr¢
MAN2B1 ENSGO0000010477 retained_intron;pr
PCBP1-AS1 ENSG0000017981 antisense;lincRNA
EXOSC8 ENSG0000012069 nonsense_mediate
NDUFA4L2 ENSG0000018563 retained_intron;pr
FAM131A ENSGO0000017518 protein_coding;pr«
AC239798 ENSG0000023457 lincRNA

PANX1 ENSG0000011021 protein_coding
ACI127459 ENSG0000026056 3prime_overlappir
SUGT1P4-S ENSG0000025487 processed_transcri
PYROXD1 ENSG0000012135 protein_coding;no
PRAMI1 ENSG0000013324 protein_coding;ret
RENBP ENSG0000010203 protein_coding;ret
PDIA3 ENSG0000016700 protein_coding;ret
MBOAT7 ENSG0000012550 protein_coding;ret
NATI ENSGO0000017142 protein_coding;pr¢
ERI2 ENSG0000019667 retained_intron;prt
HNRNPDL ENSG0000015279 protein_coding;no
INTS2 ENSG0000010850 protein_coding;ret
TNFSF9  ENSG0000012565 protein_coding
IL1B ENSG0000012553 protein_coding;ret

3.1882 1.9808
0.3437 0.1499
3.3948 5.0819
0.7574 0.2678
5.1554 8.0612
0.8801 0.3572
4.1072 2.9359
6.7840 10.5595
2.9146 1.6894
0.2799 0.1157
1.3375 0.8257
0.3458 0.7409
13.5076  9.0118
5.3019 2.5591
7.7809 5.1850
2.5443 3.7593
166.8114 221.1984
2.6824 1.2212
49.0334  65.6848
10.5084  6.9889
9.5375 6.8925
7.1918 4.5636
0.7331 0.3960
0.9353 0.5413
8.3539 12.0979
0.0836 0.0338
22774 3.1786
0.2309 0.5529
34.5499  25.3265
0.4584 0.7110
17.6078  23.8131
0.2091 0.4705
0.1317 0.0550
0.5929 1.1191
4.1378 2.5138
0.6255 1.5347
0.3021 0.6301
7.7246 10.9986
33.8532  25.0346
4.1106 2.3411
83.1592  61.8619
8.2193 5.8302
1.8655 3.3829
4.1620 5.8917
449724  59.2495
2.7378 3.8987
0.6194 1.3147
4.3436 2.5239

1.61
2.29
0.67
2.83
0.64
2.46
1.40
0.64
1.73
242
1.62
0.47
1.50
2.07
1.50
0.68
0.75
2.20
0.75
1.50
1.38
1.58
1.85
1.73
0.69
2.47
0.72
0.42
1.36
0.64
0.74
0.44
2.40
0.53
1.65
0.41
0.48
0.70
1.35
1.76
1.34
1.41
0.55
0.71
0.76
0.70
0.47
1.72

0.69
1.20
-0.58
1.50
-0.64
1.30
0.48
-0.64
0.79
1.27
0.70
-1.10
0.58
1.05
0.59
-0.56
-0.41
1.14
-0.42
0.59
0.47
0.66
0.89
0.79
-0.53
1.31
-0.48
-1.26
0.45
-0.63
-0.44
-1.17
1.26
-0.92
0.72
-1.29
-1.06
-0.51
0.44
0.81
0.43
0.50
-0.86
-0.50
-0.40
-0.51
-1.09
0.78
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6.49E-03
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6.62E-03
6.65E-03
6.70E-03
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6.75E-03
6.75E-03
6.76E-03
6.77E-03
6.79E-03
6.80E-03
6.81E-03
6.82E-03
6.84E-03
6.84E-03
6.85E-03
6.86E-03
6.91E-03
6.94E-03
6.97E-03
6.99E-03
7.01E-03
7.05E-03
7.08E-03
7.08E-03
7.08E-03
7.14E-03
7.18E-03
7.20E-03
7.21E-03
7.22E-03
7.24E-03
7.28E-03
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RARS
VTALI
ZNF569
USP11
HAND2
LDLRAD4
AIMP2
PARVB
MTA3
MIDI1IP1
ARRB2

ENSG0000011364 retained _intron;pr:
ENSG0000000984 protein_coding;pr¢
ENSG0000019643 protein_coding;pr¢
ENSG0000010222 protein_coding;ret
ENSG0000016410 protein_coding;pr¢
ENSG0000016867 retained_intron;pr:
ENSG0000010630 protein_coding;no
ENSG0000018867 protein_coding;pr¢
ENSG0000005793 protein_coding;pr¢
ENSG0000016517 protein_coding

ENSG0000014148 protein_coding;no

CKLF-CMT ENSG0000025478 nonsense_mediate

CMTM3
CDK17
CD9
CPNE3
UBXNS8
FBXO041
KANTR
CD79A
RABSB
YTHDEF3
HSPAS
EFNA4
CLIC4P1
GNG7
PEX12
PPP1CC
DOCKI11
PVT1
DLGS5
TMEM173
UBE3A
JAZF1
ANXAI
SARTA
YKT6
METTLI16
HCAR2
FEZ1
CCNB2
HMOX1
SENP8
SAE1
FBXO021
FSBP
DDX19B
RPL22P1

ENSG0000014093 retained _intron;pr:
ENSG0000005975 protein_coding;ret
ENSG0000001027 protein_coding;ret
ENSG0000008571 protein_coding;ret
ENSG0000010469 processed_transcri
ENSG0000016301 protein_coding;ret
ENSG0000023259 processed_transcri
ENSG0000010536 protein_coding

ENSG0000011154 protein_coding;no
ENSG0000018572 protein_coding;no
ENSG0000004457 protein_coding

ENSG0000024336 protein_coding

ENSG0000023673 processed_pseudo,
ENSG0000017653 protein_coding;no
ENSG0000010873 protein_coding;no
ENSG0000018629 protein_coding;ret
ENSG0000014725 protein_coding

ENSG0000024985 lincRNA;misc_RM
ENSGO0000015120 protein_coding;pr¢
ENSG0000018458 protein_coding;ret
ENSGO0000011406 protein_coding;pr¢
ENSG0000015381 protein_coding;no
ENSG0000013504 protein_coding;pr¢
ENSG0000007933 protein_coding;pr¢
ENSG0000010663 retained_intron;pr:
ENSG0000012780 protein_coding;pr¢
ENSG0000018278 protein_coding

ENSG0000014955 retained_intron;pr:
ENSGO0000015745 protein_coding;ret
ENSG0000010029 protein_coding;ret
ENSG0000016619 protein_coding

ENSG0000014223 nonsense_mediate
ENSG0000013510 protein_coding;pr¢
ENSG0000026581 protein_coding;no
ENSG0000015734 protein_coding;no

18.5471
9.9861
2.0025
2.1892
0.2217
0.1992
13.5415
5.8122
0.4194
11.7457
8.5161
0.4199
13.3677
2.0846
0.7648
1.6492
4.1364
1.5277
0.8017
0.9790
15.4002
7.7068
193.4971
0.7965
1.1276
0.3202
1.2379
22.4242
13.2157
0.8901
0.1155
1.7194
2.9308
2.7824
60.3215
12.9067
12.4796
0.8137
1.2803
0.1858
13.9910
0.8127
0.4977
46.4350
1.4471
2.0764
9.2989

24.9446
13.2467
3.1470
1.3546
0.4901
0.3607
19.3035
4.2223
0.2303
16.7965
5.8775
0.0534
9.0039
3.1737
0.3573
2.5503
6.4331
3.5664
0.4535
0.4049
24.8414
4.3444
146.0045
0.3004
2.8341
0.9718
2.1424
29.7858
17.4120
1.4286
0.0486
2.7110
4.1696
4.2400
45.3569
18.9620
7.7610
1.4654
0.6359
0.0797
19.3584
0.3722
0.8965
34.9649
0.8877
1.0704
12.4474

ENSG0000021317 processed_pseudo, 238.1576  316.4621

0.74
0.75
0.64
1.62
0.45
0.55
0.70
1.38
1.82
0.70
1.45
7.86
1.48
0.66
2.14
0.65
0.64
0.43
1.77
242
0.62
1.77
1.33
2.65
0.40
0.33
0.58
0.75
0.76
0.62
237
0.63
0.70
0.66
1.33
0.68
1.61
0.56
2.01
2.33
0.72
2.18
0.56
1.33
1.63
1.94
0.75
0.75

-0.43
-0.41
-0.65
0.69
-1.14
-0.86
-0.51
0.46
0.86
-0.52
0.53
2.97
0.57
-0.61
1.10
-0.63
-0.64
-1.22
0.82
1.27
-0.69
0.83
0.41
1.41
-1.33
-1.60
-0.79
-0.41
-0.40
-0.68
1.25
-0.66
-0.51
-0.61
0.41
-0.55
0.69
-0.85
1.01
1.22
-0.47
1.13
-0.85
0.41
0.71
0.96
-0.42
-0.41

7.28E-03
7.30E-03
7.34E-03
7.35E-03
7.39E-03
7.40E-03
7.43E-03
7.44E-03
7.49E-03
7.52E-03
7.53E-03
7.54E-03
7.55E-03
7.56E-03
7.57E-03
7.58E-03
7.59E-03
7.60E-03
7.66E-03
7.66E-03
7.67E-03
7.69E-03
7.73E-03
7.76E-03
7.82E-03
7.85E-03
7.87E-03
7.87E-03
7.96E-03
7.96E-03
7.98E-03
8.01E-03
8.01E-03
8.02E-03
8.03E-03
8.11E-03
8.12E-03
8.13E-03
8.16E-03
8.18E-03
8.18E-03
8.18E-03
8.21E-03
8.25E-03
8.29E-03
8.32E-03
8.33E-03
8.40E-03

down
down
down
up
down
down
down
up
up
down
up
up
up
down
up
down
down
down
up
up
down
up
up
up
down
down
down
down
down
down
up
down
down
down
up
down
up
down
up
up
down
up
down
up
up
up
down
down



MRPLA45
DPM3
WASHSP
IKZF2
TMEM33
DENR
PRG3
GALC
HS6ST1
SUPT3H
AC243772
POLR1D
RABGAPI1
AP003486

ENSG0000027884 protein_coding
ENSG0000017908 protein_coding
ENSG0000028245 retained _intron;pr:
ENSG0000003041 protein_coding;ret
ENSG0000010913 protein_coding;no
ENSG0000013972 protein_coding;ret
ENSG0000015657 protein_coding
ENSG0000005498 retained _intron;pr:
ENSG0000013672 protein_coding;pr¢
ENSG0000019628 protein_coding;pr¢
ENSG0000023303 antisense
ENSG0000018618 protein_coding;no
ENSG0000001145 protein_coding;no
ENSG0000025545 lincRNA

ARHGEF34 ENSG0000020495 unprocessed_pseu

CLEC4A
PAK1
CCTS8
SNHG6
AF233439
ZNF280D
RPS3A
CERK
CD4
MDH2
RUNX2
AL160408
AATK

ENSG0000011172 protein_coding
ENSG0000014926 protein_coding;ret
ENSG0000015626 retained _intron;pr:

36.7533
13.5424
0.5753
0.6728
2.7325
11.4193
5.6276
6.9162
5.3073
2.0330
0.3396
12.1868
4.2269
0.6261
0.2970
3.5941
11.0274
87.4463

ENSG0000024591 lincRNA;retained 115.2918

ENSG0000024585 lincRNA
ENSGO0000013787 protein_coding;pr¢

0.8342
1.7457

ENSG0000014542 protein_coding;ret 723.6071

ENSG0000010042 protein_coding;pr¢
ENSG0000001061 protein_coding;ret
ENSG0000014670 protein_coding;ret
ENSG0000012481 protein_coding;no
ENSG0000023062 lincRNA

ENSG0000018140 protein_coding;no

RPL21P119 ENSG0000022079 processed_pseudo,

CYB5R3
RNF8
C4orf3
PLEKHAS
NOL11
ABHDI10
ERGIC3
RAB32
SDF4
BLOCI1S5
MAGEDI1
ANKRD12
HS1BP3
CETN2
GALNT4
ANXA3
TATDN3
NDUFB10
F8A3

ENSG0000010024 protein_coding;ret
ENSGO0000011213 processed_transcri
ENSG0000016409 protein_coding

ENSG0000010608 protein_coding;no
ENSG0000013093 retained_intron;pr:
ENSG0000014482 protein_coding;no
ENSG0000012599 nonsense _mediate
ENSG0000011850 protein_coding

ENSG0000007880 protein_coding;no
ENSG0000018842 protein_coding;no
ENSG0000017922 protein_coding;pr¢
ENSG0000010174 protein_coding;pr¢
ENSGO0000011896 nonsense _mediate
ENSG0000014740 protein_coding;pr¢
ENSG0000025759 protein_coding

ENSG0000013877 protein_coding;ret
ENSG0000020370 protein_coding;no
ENSG0000014099 protein_coding;ret
ENSG0000027715 protein_coding

8.0750
43.6016
75.7814

0.8089

1.1127

0.1163
20.8817

5.7437

2.7000
24.6004

1.6132
14.6044
18.3808
30.7856
53.2275
20.4654

9.1873

5.4914

4.4904

0.7532
17.3129

1.0267

4.3751

2.8665
94.9001

4.6796

48.5474
8.1105
0.1505
0.3591
4.3170
15.4331
3.0573
5.0442
3.5907
3.1335
0.6797
16.1049
3.0405
0.2912
0.1223
1.8853
7.5224
114.5450
151.3508
0.3541
2.5424
983.9039
10.8988
32.9549
57.4596
2.0104
0.5916
0.0304
32.6751
3.5820
4.1497
18.4894
0.8230
19.2796
11.9719
23.3208
70.2222
15.1931
6.1428
3.8482
2.8942
0.4672
11.7083
1.9367
6.3582
4.5496
71.3096
2.1726

0.76
1.67
3.82
1.87
0.63
0.74
1.84
1.37
1.48
0.65
0.50
0.76
1.39
2.15
243
1.91
1.47
0.76
0.76
2.36
0.69
0.74
0.74
1.32
1.32
0.40
1.88
3.82
0.64
1.60
0.65
1.33
1.96
0.76
1.54
1.32
0.76
1.35
1.50
1.43
1.55
1.61
1.48
0.53
0.69
0.63
1.33
2.15

-0.40
0.74
1.93
0.91

-0.66

-0.43
0.88
0.46
0.56

-0.62

-1.00

-0.40
0.48
1.10
1.28
0.93
0.55

-0.39

-0.39
1.24

-0.54

-0.44

-0.43
0.40
0.40

-1.31
0.91
1.93

-0.65
0.68

-0.62
0.41
0.97

-0.40
0.62
0.40

-0.40
0.43
0.58
0.51
0.63
0.69
0.56

-0.92

-0.54

-0.67
0.41
1.11

8.40E-03
8.42E-03
8.45E-03
8.48E-03
8.52E-03
8.53E-03
8.60E-03
8.60E-03
8.61E-03
8.63E-03
8.63E-03
8.65E-03
8.71E-03
8.71E-03
8.79E-03
8.80E-03
8.81E-03
8.82E-03
8.84E-03
8.89E-03
8.93E-03
8.93E-03
9.03E-03
9.05E-03
9.06E-03
9.07E-03
9.09E-03
9.10E-03
9.16E-03
9.21E-03
9.24E-03
9.26E-03
9.26E-03
9.28E-03
9.32E-03
9.37E-03
9.42E-03
9.43E-03
9.49E-03
9.54E-03
9.64E-03
9.64E-03
9.64E-03
9.66E-03
9.67E-03
9.68E-03
9.69E-03
9.72E-03

down
up
up
up
down
down
up
up
up
down
down
down
up
up
up
up
up
down
down
up
down
down
down
up
up
down
up
up
down
up
down
up
up
down
up
up
down
up
up
up
up
up
up
down
down
down
up
up



AC005674
FCGR2B
SMIM25
AL034397
ZBTB49
CDIPT
CYB561D1
TFB2M
ACADI11
AFGIL
STAG3
MINDY?2
ZFANDI1
STS
GALNTI11
CCDC106

ENSG0000026149 sense_overlapping
ENSG0000007269 protein_coding;ret
ENSG0000022439 lincRNA
ENSG0000027453 antisense
ENSG0000016882 protein_coding;no
ENSG0000010350 protein_coding;pr¢
ENSG0000017415 protein_coding
ENSG0000016285 protein_coding
ENSG0000024030 protein_coding;ret
ENSG0000013553 protein_coding;pr¢
ENSG0000006692 protein_coding;ret
ENSG0000012892 protein_coding;no
ENSG0000010423 protein_coding;no
ENSG0000010184 protein_coding
ENSG0000017823 nonsense_mediate
ENSG0000017358 protein_coding;ret

GABARAPIENSG0000013911 nonsense_mediate

TCF12
CD68
TECR
AC112220
TRAPPC1
SLC25A12
SAMD13
SMG9
MTCP1
ARNTL2

ENSG0000014026 processed_transcri
ENSG0000012922 protein_coding

ENSG0000009979 nonsense _mediate
ENSG0000027164 bidirectional pron
ENSG0000017004 protein_coding;no
ENSGO0000011584 retained _intron;pr:
ENSG0000020394 protein_coding;ret
ENSGO0000010577 retained_intron;pr:
ENSG0000021482 protein_coding;pr¢
ENSG0000002915 protein_coding;pr¢

CCDC102B ENSG0000015063 processed_transcri

DENND2D
PARD6A
STRAGLP
LRFN4
CFLAR
BTN3A3
OR2A20P
BTBD9
ATP5IF1
CAMK2D
MGAT4A
KLHL35
HACD3
IFNGR2
RGCC
ZNRF2
AP3S2
LASPI
DEPDCI
PQLC2

ENSG0000016277 processed_transcri
ENSG0000010298 protein_coding;ret
ENSG0000025503 processed_transcri
ENSG0000017362 protein_coding;pr¢
ENSG0000000340 protein_coding;ret
ENSG0000011180 protein_coding;ret
ENSG0000017035 processed_transcri
ENSG0000018382 protein_coding;no
ENSG0000013077 protein_coding

ENSG0000014534 protein_coding;ret
ENSG0000007107 protein_coding;pr¢
ENSG0000014924 retained_intron;pr:
ENSG0000007469 protein_coding;pr«
ENSG0000015912 protein_coding;no
ENSG0000010276 protein_coding;pr¢
ENSG0000018023 protein_coding;pr¢
ENSG0000015782 protein_coding;no
ENSG0000000283 protein_coding;ret
ENSG0000002452 protein_coding;ret
ENSG0000004048 nonsense_mediate

0.8396
0.7767
1.1294
2.5776
0.9797
5.6697
2.1535
14.8565
3.9898
1.1810
7.7386
0.4968
11.3645
0.4103
7.1545
4.4682
9.0400
11.2666
16.9102
9.8774
0.4066
34.1891
3.6998
0.6826
2.4973
0.5258
3.4816
0.6486
2.0045
1.1108
0.8141
3.0419
1.7077
0.8273
0.3077
0.6951
27.7230
0.3559
4.3900
1.2391
7.5740
25.2012
16.2992
4.6200
1.7591
24.0490
3.5911
1.4989

0.4321
0.4265
2.0136
1.4409
1.8080
8.5507
1.3330
20.4554
5.7261
1.8358
5.8216
1.1488
16.9947
0.2056
5.3316
2.7749
4.5712
15.1437
12.1530
7.1650
0.1974
23.0573
5.4288
1.2453
3.6352
1.1508
1.9328
0.3306
3.0542
0.4906
0.4733
5.2432
1.1455
1.4569
0.1157
0.3793
20.8683
0.6235
6.0952
0.7016
13.4174
18.8400
24.1041
6.8065
2.5713
18.0010
5.4015
2.5956

1.94
1.82
0.56
1.79
0.54
0.66
1.62
0.73
0.70
0.64
1.33
0.43
0.67
2.00
1.34
1.61
1.98
0.74
1.39
1.38
2.06
1.48
0.68
0.55
0.69
0.46
1.80
1.96
0.66
2.26
1.72
0.58
1.49
0.57
2.66
1.83
1.33
0.57
0.72
1.77
0.56
1.34
0.68
0.68
0.68
1.34
0.66
0.58

0.96
0.86
-0.83
0.84
-0.88
-0.59
0.69
-0.46
-0.52
-0.64
0.41
-1.21
-0.58
1.00
0.42
0.69
0.98
-0.43
0.48
0.46
1.04
0.57
-0.55
-0.87
-0.54
-1.13
0.85
0.97
-0.61
1.18
0.78
-0.79
0.58
-0.82
1.41
0.87
0.41
-0.81
-0.47
0.82
-0.82
0.42
-0.56
-0.56
-0.55
0.42
-0.59
-0.79

9.74E-03
9.75E-03
9.75E-03
9.85E-03
9.85E-03
9.86E-03
9.89E-03
9.92E-03
9.93E-03
9.94E-03
9.95E-03
9.97E-03
9.97E-03
9.98E-03
9.99E-03
1.00E-02
1.00E-02
1.00E-02
1.01E-02
1.01E-02
1.01E-02
1.01E-02
1.01E-02
1.01E-02
1.01E-02
1.02E-02
1.02E-02
1.02E-02
1.02E-02
1.02E-02
1.03E-02
1.03E-02
1.04E-02
1.04E-02
1.04E-02
1.04E-02
1.05E-02
1.05E-02
1.05E-02
1.05E-02
1.05E-02
1.05E-02
1.06E-02
1.06E-02
1.06E-02
1.06E-02
1.07E-02
1.07E-02

up
up
down
up
down
down
up
down
down
down
up
down
down
up
up
up
up
down
up
up
up
up
down
down
down
down
up
up
down
up
up
down
up
down
up
up
up
down
down
up
down
up
down
down
down
up
down
down



NDUFA12 ENSGO0000018475 protein_coding;ret
SMAD7 ENSG0000010166 retained_intron;pr:
EIF2S2 ENSG0000012597 protein_coding
FGF14-AS2 ENSG0000027214 lincRNA
GHRLOS ENSG0000024028 antisense

GLIPR1 ENSG0000013927 protein_coding;no
ATG16L2 ENSG0000016801 retained_intron;pr
GDI2 ENSG0000005760 protein_coding;pr¢
ZNF805 ENSG0000020452 protein_coding
FGGY ENSG0000017245 protein_coding;pr¢
DYNLL2 ENSG0000026436 protein_coding
AC012254 ENSG0000026722 nonsense_mediate
ZNF471 ENSG0000019626 protein_coding;pr¢
RABI12 ENSG0000020641 protein_coding;ret
IDI1 ENSG0000006706 protein_coding;ret
PILRA ENSG0000008551 protein_coding;ret
CRTCl1 ENSG0000010566 protein_coding
LRGI1 ENSG0000017123 protein_coding;pr¢
AP2BI1 ENSG0000000612 protein_coding;no
HELZ2 ENSG0000013058 protein_coding;pr«
NAB2 ENSG0000016688 protein_coding;pr¢
UTP4 ENSG0000014107 protein_coding;ret
TSTDI1 ENSG0000021584 retained _intron;pr:
IL10RB-DT ENSG0000022379 antisense

NDEI1 ENSG0000007286 nonsense_mediate
CENPK ENSG0000012321 protein_coding;no
CROT ENSG0000000546 protein_coding;ret
BTF3 ENSG0000014574 protein_coding;ret
TNFAIP8L3 ENSG0000018357 protein_coding
G6PD ENSG0000016021 protein_coding;ret
NSMAF  ENSGO0000003568 processed_transcri
APOO ENSG0000018483 protein_coding;ret
NUDT13  ENSG0000016632 protein_coding;pr«
EPOP ENSG0000027360 protein_coding
CCDC124 ENSGO0000000708 protein_coding;ret
S100PBP  ENSGO0000011649 protein_coding;pr«
ZNF10 ENSG0000025622 protein_coding;ret
ARHGAP10ENSG0000007120 protein_coding;ret
ZNF267 ENSG0000018594 protein_coding;ret
NEXN ENSG0000016261 protein_coding;pr¢
EFR3A ENSG0000013229 retained _intron;pr:
RHBDD2 ENSG0000000548 nonsense_mediate
AL359532 ENSG0000027291 sense_intronic
HIKESHI ENSG0000014919 nonsense_mediate
CDKNI1B ENSG0000011127 protein_coding;pr«
AC022400 ENSG0000027908 TEC

HSPE1P2 ENSG0000025864 processed pseudo,
SMIM14  ENSGO0000016368 protein _coding;no

24.5955
1.1105
82.1274
1.1208
0.2510
4.1872
11.3695
41.9599
0.0403
0.2498
13.9116
0.0492
0.7624
4.8951
12.6098
9.9255
0.8470
21.5335
28.2131
0.1410
5.3171
13.6625
8.2511
2.6326
2.3909
2.9545
0.5382
135.1379
0.2332
12.7642
12.7530
2.7336
1.2572
0.7601
30.7128
3.5056
1.7866
0.6350
3.6521
0.1197
5.6030
2.2328
0.7342
9.1789
11.8716
11.1103
13.9292
1.2404

15.3367
1.8131
106.8948
0.4703
0.6357
2.8446
8.6069
55.0661
0.2262
0.4321
10.5514
0.5121
0.3767
7.2870
9.2133
6.2723
0.4890
15.4254
20.2232
0.0626
3.4259
17.6728
4.9641
1.4420
3.6193
4.4163
0.2606
175.3235
0.5027
9.0069
16.5567
4.3422
2.1093
0.3835
22.1860
1.8779
0.9103
0.3681
6.0671
0.2648
8.1356
1.2380
1.5058
6.1380
16.0522
16.4247
7.8356
0.7360

1.60
0.61
0.77
2.38
0.39
1.47
1.32
0.76
0.18
0.58
1.32
0.10
2.02
0.67
1.37
1.58
1.73
1.40
1.40
2.25
1.55
0.77
1.66
1.83
0.66
0.67
2.07
0.77
0.46
1.42
0.77
0.63
0.60
1.98
1.38
1.87
1.96
1.73
0.60
0.45
0.69
1.80
0.49
1.50
0.74
0.68
1.78
1.69

0.68
-0.71
-0.38
1.25
-1.34
0.56
0.40
-0.39
-2.49
-0.79
0.40
-3.38
1.02
-0.57
0.45
0.66
0.79
0.48
0.48
1.17
0.63
-0.37
0.73
0.87
-0.60
-0.58
1.05
-0.38
-1.11
0.50
-0.38
-0.67
-0.75
0.99
0.47
0.90
0.97
0.79
-0.73
-1.15
-0.54
0.85
-1.04
0.58
-0.44
-0.56
0.83
0.75

1.07E-02
1.07E-02
1.07E-02
1.07E-02
1.07E-02
1.08E-02
1.08E-02
1.08E-02
1.08E-02
1.08E-02
1.08E-02
1.08E-02
1.09E-02
1.09E-02
1.10E-02
1.11E-02
1.11E-02
1.11E-02
1.11E-02
1.11E-02
1.11E-02
1.11E-02
1.13E-02
1.13E-02
1.13E-02
1.13E-02
1.13E-02
1.13E-02
1.13E-02
1.13E-02
1.13E-02
1.14E-02
1.14E-02
1.15E-02
1.15E-02
1.15E-02
1.15E-02
1.15E-02
1.15E-02
1.15E-02
1.16E-02
1.16E-02
1.16E-02
1.17E-02
1.17E-02
1.18E-02
1.18E-02
1.18E-02

up
down
down
up
down
up
up
down
down
down
up
down
up
down
up
up
up
up
up
up
up
down
up
up
down
down
up
down
down
up
down
down
down
up
up
up
up
up
down
down
down
up
down
up
down
down
up
up



RCNI1
MTO1
CD53
ANPEP
EEF1B2P3
IFT57
OSBPL11

ENSG0000004944 protein_coding;ret
ENSG0000013529 protein_coding;no
ENSG0000014311 processed_transcri
ENSG0000016682 protein_coding;pr¢
ENSG0000023247 processed_pseudo,
ENSG0000011444 protein_coding;pr«
ENSG0000014490 protein_coding

ITGB2-AS1 ENSG0000022703 antisense

CERCAM
MEPCE
RNF121
NREP
MMS22L
CEACAMS
PBRM1
RAB3A
PCDHGAS
IL2RG
RNF41
SRAI
UBE2E2
ACOT7
EBP
CIITA
TGFA
LRRC1
ARPC4
ZNF773
FAM214B
MTIF2
AC097534
ICOSLG
Cllorfl
CARNMT1
SIGLEC12
EMCI1
BUBI1B
PRKCQ
ACO013489
BRCA2
AC133644
AC115223
1D2

GPI
MARCO
SGK1
GOLGASA
SPART

ENSG0000016712 retained_intron;pr:
ENSG0000014683 protein_coding;ret
ENSGO0000013752 protein_coding;ret
ENSG0000013498 protein_coding;pr¢
ENSG0000014626 retained _intron;pr:
ENSG0000012446 protein_coding
ENSG0000016393 protein_coding;ret
ENSG0000010564 retained _intron;pr:
ENSG0000025376 protein_coding
ENSG0000014716 protein_coding;ret
ENSGO0000018185 retained _intron;pr:
ENSG0000021352 retained_intron;pr:
ENSG0000018224 protein_coding;no
ENSG0000009702 protein_coding;no
ENSG0000014715 protein_coding;pr¢
ENSG0000017958 protein_coding;ret
ENSG0000016323 protein_coding;pr¢
ENSG0000013726 protein_coding;no
ENSG0000024155 protein_coding;ret
ENSG0000015243 protein_coding;no
ENSG0000000523 protein_coding;pr¢
ENSG0000008576 protein_coding;pr¢
ENSG0000024877 antisense
ENSG0000016022 protein_coding
ENSG0000013772 protein_coding
ENSG0000015601 protein_coding
ENSG0000025452 protein_coding;no
ENSG0000012746 protein_coding;ret
ENSGO0000015697 protein_coding;ret
ENSG0000006567 protein_coding
ENSGO0000017386 protein_coding;pr¢
ENSG0000013961 nonsense_mediate
ENSG0000028487 processed_transcri
ENSG0000024319 processed pseudo,
ENSGO0000011573 protein_coding;ret
ENSG0000010522 retained_intron;pr:
ENSG0000001916 protein_coding;ret
ENSG0000011851 protein_coding;ret
ENSG0000017526 processed_transcri
ENSG0000013310 processed_transcri

7.2721
3.2605
42.5626
22.9715
77.9469
37.3623
2.9854
3.6004
0.5613
12.6937
5.3639
7.4478
1.9238
11.7310
4.9375
0.4871
0.0435
30.5627
7.6123
7.9105
4.7355
8.1755
36.1157
0.0450
1.4844
0.1997
34.1095
0.2759
2.5131
24.6718
1.7430
0.2859
3.1365
5.7065
2.3772
8.6169
12.3424
0.3469
0.3060
3.7609
2.8398
40.6147
17.9217
24.6159
0.0715
3.4957
18.3722
19.4086

5.1877
4.4409
32.4319
16.9875
102.4637
48.2599
1.9549
1.1354
0.2986
9.1180
3.3304
5.3584
2.5417
16.2730
6.5912
0.1906
0.1024
23.1348
10.3255
5.4043
6.9178
5.6366
27.2370
0.0974
0.8607
0.0825
48.7120
0.6135
1.5386
31.9152
0.6839
0.5062
4.7055
7.7987
3.8816
6.5318
16.2910
0.1064
0.9239
2.6850
4.2899
54.8913
12.9793
32.4298
0.4761
2.4186
13.8103
25.8251

1.40
0.73
1.31
1.35
0.76
0.77
1.53
3.17
1.88
1.39
1.61
1.39
0.76
0.72
0.75
2.56
0.42
1.32
0.74
1.46
0.68
1.45
1.33
0.46
1.72
242
0.70
0.45
1.63
0.77
2.55
0.56
0.67
0.73
0.61
1.32
0.76
3.26
0.33
1.40
0.66
0.74
1.38
0.76
0.15
1.45
1.33
0.75

0.49
-0.45
0.39
0.44
-0.39
-0.37
0.61
1.66
0.91
0.48
0.69
0.48
-0.40
-0.47
-0.42
1.35
-1.24
0.40
-0.44
0.55
-0.55
0.54
0.41
-1.11
0.79
1.27
-0.51
-1.15
0.71
-0.37
1.35
-0.82
-0.59
-0.45
-0.71
0.40
-0.40
1.70
-1.59
0.49
-0.60
-0.43
0.47
-0.40
-2.74
0.53
0.41
-0.41
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TXNIP ENSG0000026597 protein_coding;ret 93.9828
EXOG ENSG0000015703 protein_coding;no 1.6392
SIK1 ENSG0000014217 protein_coding;ret 0.1993
WARS2 ENSG0000011687 protein_coding;prc 3.1082
TMEM230 ENSG0000008906 protein_coding;pr« 24.1223
RAB2B ENSG0000012947 protein_coding;prc 3.9175
GPR155  ENSG0000016332 protein_coding;prc 0.1433

122.9292
1.0046
0.3949
4.6342
12.4507
5.7747
0.0633

ACTG1 ENSG0000018400 retained_intron;pr 277.9734  212.7925

ILSRA ENSG0000009118 protein_coding;pr¢ 1.0977
CFD ENSG0000019776 protein_coding 54.6707
RPL22L1 ENSGO0000016358 retained_intron;prc  6.8384
CD163 ENSG0000017757 protein_coding;ret 0.3026
SLC27A5 ENSGO0000008380 nonsense mediate 1.2955
RBM3 ENSG0000010231 protein_coding;prc 35.4829
ZNF23 ENSG0000016737 protein_coding;ret 1.0552
ATP6V1G2-ENSG0000025487 nonsense_mediate 1.9000
ZNF311 ENSG0000019793 retained_intron;prc  1.2841
FGFR1 ENSG0000007778 nonsense_mediate 0.1209

NLN ENSG0000012321 retained_intron;prc  3.1562
HSP90AB1 ENSGO0000009638 protein_coding ~ 463.9373
AC046185 ENSG0000027936 TEC 5.5658

RAPIA ENSG0000011647 processed_transcri 12.0672
ST3GAL3 ENSG0000012609 nonsense _mediate 0.3549
FOXP2 ENSG0000012857 nonsense_mediate 0.1052
BTF3L4  ENSGO0000013471 protein_coding;ret 7.8443

POP5 ENSG0000016727 retained_intron;prc 14.8451
NCOA4 ENSG0000026641 protein_coding ~ 119.2467
NIFK ENSG0000015543 protein_coding;ret 29.1499

SLC25A36 ENSG0000011412 nonsense_mediate 11.0046
SERPINB8 ENSG0000016640 protein_coding 7.8005
Cl7orf51  ENSG0000021271 protein_coding;lin  0.1493
PRUNE1  ENSGO0000014336 protein_coding;prc 2.4842
SUPT16HP1ENSG0000025623 processed_pseudo, 0.4519
ATP6AP1 ENSGO0000007155 protein_coding;pr¢ 16.1873
FAMI102A ENSG0000016710 protein_coding;prc  0.3856
ARMCXS-GENSG0000027114 processed_transcri  0.5888
DDX59 ENSG0000011819 protein_coding 2.5613
PSPH ENSG0000014673 protein_coding;no 1.1407
AC010719 ENSG0000027093 lincRNA 1.6848
IFRD1 ENSG0000000665 protein_coding;pr¢ 8.0503
MTERF2 ENSG0000012083 protein_coding;pr¢  0.2802
DUSP12  ENSGO0000008172 protein_coding;no 12.4827
AUH ENSG0000014809 protein_coding;prc 2.1402
RPS26P8  ENSG0000020465 processed pseudo, 5.7349
AL354718 ENSG0000027516 processed_pseudo, 1.1459
AMNI1 ENSG0000015174 protein_coding;prc 1.6058
AC073349 ENSG0000023433 processed_pseudo, 0.8580
ARRDCI1-A/ENSG0000020399 antisense 3.4474

0.6584
40.9941
11.0555

0.5558

0.8184
46.2316

2.1270

6.2485

2.2817

0.2192

2.2562

593.8594

3.5168
16.6184

0.5503

0.1927
10.4507
10.4047
154.0507
38.1354

5.7536
10.4386

0.0702

4.2409

0.2102
12.1416

0.1973

1.4815

3.8622

1.9089

0.7708
10.9314

0.1209
17.5439

3.4452
13.2489

2.3856

0.9300

0.3739

2.0549

0.76
1.63
0.50
0.67
1.94
0.68
227
1.31
1.67
1.33
0.62
0.54
1.58
0.77
0.50
0.30
0.56
0.55
1.40
0.78
1.58
0.73
0.64
0.55
0.75
1.43
0.77
0.76
1.91
0.75
2.13
0.59
2.15
1.33
1.95
0.40
0.66
0.60
2.19
0.74
2.32
0.71
0.62
0.43
0.48
1.73
2.29
1.68

-0.39
0.71
-0.99
-0.58
0.95
-0.56
1.18
0.39
0.74
0.42
-0.69
-0.88
0.66
-0.38
-1.01
-1.72
-0.83
-0.86
0.48
-0.36
0.66
-0.46
-0.63
-0.87
-0.41
0.51
-0.37
-0.39
0.94
-0.42
1.09
-0.77
1.10
0.41
0.97
-1.33
-0.59
-0.74
1.13
-0.44
1.21
-0.49
-0.69
-1.21
-1.06
0.79
1.20
0.75
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GCNT1 ENSG0000018721 protein_coding;prc 0.8254
TMEM109 ENSG0000011010 protein_coding;prc 49.6258
UBE2A ENSG0000007772 protein_coding;ret 7.6163
PPP2R3C ENSG0000009202 protein_coding;no 7.6102
CTDSPL2 ENSG0000013777 retained_intron;prc  4.7676
ZNF467  ENSGO0000018144 protein_coding 2.1712
DDTL ENSG0000009997 protein_coding 15.1998
AL590867 ENSG0000021842 processed pseudo, 49.3608
TNRC6A  ENSG0000009090 protein_coding;ret 3.3170
RMNDI1 ENSG0000015590 protein_coding;no 8.8379
LARS ENSG0000013370 protein_coding;ret 30.1012
B3GLCT ENSG0000018767 protein_coding;prc 0.7099
RPL6 ENSG0000008900 protein_coding;ret 306.9539
ECHSI1 ENSG0000012788 protein_coding ~ 118.8903
WRNIP1  ENSG0000012453 protein_coding 12.0785
GIHCG ENSG0000025769 retained_intron;lin 35.0507
ARMC6  ENSG0000010567 protein_coding;no  5.2890
BAZ2A ENSG0000007610 protein_coding;ret 4.3329
AC079250 ENSG0000023097 processed_pseudo, 14.0600
ADGRE2 ENSG0000012750 protein_coding;no 2.0152
AC068888 ENSG0000025733 antisense 0.1825
EPHX1 ENSG0000014381 protein_coding;prc 2.4230
EIF4E3 ENSG0000016341 protein_coding;prc  1.3496
MIR600HG ENSG0000023690 sense_intronic 1.6655
ADII ENSG0000018255 protein_coding 19.9514
PDLIMS  ENSGO0000016311 protein_coding;no 1.8344
CTSA ENSG0000006460 protein_coding;ret 22.1868
TOMMA40L ENSG0000015888 protein_coding;prc 2.0767
TTCOC ENSG0000016222 nonsense _mediate 2.8399
RPL18 ENSG0000006317 nonsense_mediate 164.1864
TRIB3 ENSG0000010125 protein_coding 20.0847
IPMK ENSG0000015115 protein_coding 1.8523
DENNDSA ENSG0000018401 retained_intron;prc  5.0446
LINC00909 ENSG0000026424 lincRNA 4.3628
SNORA44 ENSG0000027354 snoRNA 0.7735
CRYBG3 ENSG0000008020 protein_coding;pr¢ 0.9987
ADGRA3 ENSG0000015299 protein_coding;ret 4.6653
ASB7 ENSG0000018347 protein_coding;ret 1.2282
MTG1 ENSG0000014882 protein_coding;ret 5.1189
FASN ENSG0000016971 retained_intron;prc  6.4056
NPDC1 ENSG0000010728 protein_coding;ret 1.3965
EIF4B ENSG0000006304 protein_coding;no 71.5564
KIAA1211 ENSG0000010926 protein_coding;prc 0.2615
KLHL2 ENSG0000010946 protein_coding;prc 9.5114
MLSTS ENSG0000016796 protein_coding;ret 6.4501
ICAM3 ENSG0000007666 retained_intron;prc 31.4391
CPM ENSG0000013567 protein_coding;ret 0.8912
ZNF664 ENSG0000017919 protein_coding;prc 17.9551

2.0614
38.1294
11.2610
10.3280

6.4058

1.2744
10.5161
68.9444

2.4109
11.9948
38.7788

0.3659

392.8701
91.9086

9.0090
46.2401

7.5387

3.0456
21.8244

1.3594

0.4810

1.4457

0.8974

1.0279
14.1638

1.2491
16.7018

4.6333

4.5672

213.7742
27.4254

2.7761

6.6307

6.3479

5.3824

0.6279

3.4963

1.9139

3.5712

4.5099

0.7620

107.5783

0.1153

6.9970

8.8946
22.8513

1.3946

8.0158

0.40
1.30
0.68
0.74
0.74
1.70
1.45
0.72
1.38
0.74
0.78
1.94
0.78
1.29
1.34
0.76
0.70
1.42
0.64
1.48
0.38
1.68
1.50
1.62
1.41
1.47
1.33
0.45
0.62
0.77
0.73
0.67
0.76
0.69
0.14
1.59
1.33
0.64
1.43
1.42
1.83
0.67
227
1.36
0.73
1.38
0.64
2.24

-1.32
0.38
-0.56
-0.44
-0.43
0.77
0.53
-0.48
0.46
-0.44
-0.37
0.96
-0.36
0.37
0.42
-0.40
-0.51
0.51
-0.63
0.57
-1.40
0.75
0.59
0.70
0.49
0.55
0.41
-1.16
-0.69
-0.38
-0.45
-0.58
-0.39
-0.54
-2.80
0.67
0.42
-0.64
0.52
0.51
0.87
-0.59
1.18
0.44
-0.46
0.46
-0.65
1.16
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AKR1A1
CCHCRI
ISL2
UTP18
TUBB2A
FNDC10
ATP5SMC1
NOLC1
ZNF518B
AL365181
TERF2
MT-ND4L
NAXE
NUSI1PI
AL353622
GBEI
FAM217B
ERC1
USP49
DUSP3
SATBI
AHDCI1
TBCD
GPR137B
POLR3H
TEP1
RAC2
EPB41L5
RPL13APS5
PIK3CB

ENSGO0000011744 protein_coding;pr¢
ENSG0000020453 protein_coding;no
ENSG0000015955 protein_coding;no
ENSG0000001126 nonsense_mediate
ENSG0000013726 protein_coding;pr¢
ENSG0000022859 protein_coding
ENSGO0000015919 processed_transcri
ENSG0000016619 protein_coding;no
ENSG0000017816 protein_coding;ret
ENSG0000027206 lincRNA
ENSG0000013260 protein_coding;pr¢
ENSG0000021290 protein_coding
ENSG0000016338 protein_coding;pr¢
ENSG0000023563 processed pseudo,
ENSG0000027060 antisense
ENSGO0000011448 protein_coding;ret
ENSG0000019622 protein_coding;pr¢
ENSG0000008280 protein_coding;no
ENSG0000016466 protein_coding;no
ENSG0000010886 protein_coding;pr¢
ENSGO0000018256 protein_coding;ret
ENSG0000012670 protein_coding;pr¢
ENSG0000014155 protein_coding;pr¢
ENSG0000007758 protein_coding;pr¢
ENSG0000010041 protein_coding;no
ENSG0000012956 protein_coding;no
ENSG0000012834 protein_coding;ret
ENSG0000011510 protein_coding;pr¢

ENSG0000023655 processed pseudo, 228.3428  299.8638

ENSG0000005138 protein_coding;ret

FAM86C2P ENSG0000016017 processed_transcri

CDK2AP2
CENPH
NANS
PLEKHEF2
NDUFA3
FTH1
EGLNI
PLACS
GMIP
HNRNPH1
BTRC
CCDC115
NDUFB2
NAT14
PPA1
SLC5A3
ACSM3

ENSG0000016779 nonsense_mediate
ENSGO0000015304 protein_coding;ret
ENSG0000009538 processed_transcri
ENSGO0000017589 protein_coding

ENSG0000017090 nonsense_mediate
ENSG0000016799 protein_coding;ret
ENSG0000013576 protein_coding;pr¢
ENSG0000014528 protein_coding;pr¢
ENSG0000008963 protein_coding;no
ENSG0000016904 nonsense_mediate
ENSG0000016616 protein_coding;pr¢
ENSG0000013671 protein_coding;no
ENSG0000009026 nonsense _mediate
ENSG0000009097 protein_coding;pr¢
ENSG0000018081 retained _intron;pr:
ENSG0000019874 protein_coding

ENSGO0000000518 processed_transcri

22.6460  17.3029
4.4705 3.0751
2.3047 3.7489
247807  31.9194
0.6453 0.2928
3.4176 2.0678
29.4901  22.3562
67.3236  51.7189
0.0734 0.1585
0.1490 0.3271
2.9548 4.6795
HEHIHHHR  HEHPHIH
25.7760  19.1926
0.5980 1.6754
0.3529 0.7960
15.1722  11.5506
0.5949 1.6887
09114 0.5445
1.4100 2.0909
9.1354 11.8378
1.8214 1.2631
0.3193 0.1608
1.9731 1.3327
3.3008 2.0340
4.6292 6.5156
1.3652 0.8857
136.8109 105.5948
0.1352 0.0603
7.9975 11.5865
0.4582 0.8473
5.4593 8.1609
6.5510 9.6470
15.8031  11.9482
9.5876 13.0057
16.8881  12.5719
79.2730  58.2270
5.8813 7.6728
60.0494  76.8992
9.5568 6.8948
17.3673  22.3909
3.2761 2.2460
10.1187  7.4767
17.1338  12.6385
2.8699 1.5309
55.6479  71.2556
8.7187 6.5330
3.7498 5.0870

1.31
1.45
0.61
0.78
2.20
1.65
1.32
1.30
0.46
0.46
0.63
1.29
1.34
0.36
0.44
1.31
0.35
1.67
0.67
0.77
1.44
1.99
1.48
1.62
0.71
1.54
1.30
2.24
0.76
0.69
0.54
0.67
0.68
1.32
0.74
1.34
1.36
0.77
0.78
1.39
0.78
1.46
1.35
1.36
1.87
0.78
1.33
0.74

0.39
0.54
-0.70
-0.37
1.14
0.72
0.40
0.38
-1.11
-1.13
-0.66
0.37
0.43
-1.49
-1.17
0.39
-1.51
0.74
-0.57
-0.37
0.53
0.99
0.57
0.70
-0.49
0.62
0.37
1.16
-0.39
-0.53
-0.89
-0.58
-0.56
0.40
-0.44
0.43
0.45
-0.38
-0.36
0.47
-0.37
0.54
0.44
0.44
0.91
-0.36
0.42
-0.44
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ZNF573
ITGALI
MUCI19
ASF1B

ENSG0000018914 protein_coding;pr¢
ENSG0000021394 protein_coding;pr¢
ENSG0000020559 processed_transcri
ENSG0000010501 protein_coding;no

EPHA1-AS1ENSG0000022915 antisense

SIVA1
PPPIR15A
RUFY1
TADA3
NPEPPS
DRAM?2
SUV39H1
PKIG
ROMOI1
SENP6

ENSG0000018499 nonsense _mediate
ENSG0000008707 protein_coding

ENSG0000017678 protein_coding;no
ENSG0000017114 retained_intron;pr:
ENSG0000014127 protein_coding;no
ENSG0000015617 processed_transcri
ENSG0000010194 protein_coding;pr¢
ENSG0000016873 protein_coding;pr¢
ENSG0000012599 protein_coding

ENSG0000011270 nonsense_mediate

LINCO00339 ENSG0000021851 processed_transcri

IMPA1
KIF21B
MMP2
PECAMI
EMP3
ARHGEF5
MR1
MEF2B
PPMIL
ARFGEF2

ENSG0000013373 retained_intron;pr:
ENSG0000011685 protein_coding;ret
ENSG0000008724 protein_coding;no
ENSG0000026137 protein_coding;pr¢
ENSG0000014222 protein_coding;ret
ENSG0000005032 protein_coding

ENSG0000015302 protein_coding;pr¢
ENSG0000021399 protein_coding

ENSGO0000016359 protein_coding;pr¢
ENSG0000012419 protein_coding;pr¢

LINCO01222 ENSG0000023341 lincRNA

ATPIB3
HNRNPAB
CMSS1
CILP2
TOPIMT
SIGLEC14
COPS7A
PSMD1
CDC6
AC093323
AC121761
FTHIP11
TNFRSF9
RPL7
DENNDA4C
CSK
ZC3H12A

ENSG0000006984 protein_coding;ret
ENSG0000019745 protein_coding;ret
ENSG0000018422 protein_coding;pr¢
ENSG0000016016 protein_coding;pr¢
ENSG0000018442 protein_coding;ret
ENSG0000025441 protein_coding;ret
ENSG0000011165 protein_coding;no
ENSGO0000017369 protein_coding;ret
ENSG0000009480 protein_coding;ret
ENSG0000017084 nonsense_mediate
ENSG0000025749 antisense

ENSG0000023726 processed_pseudo,
ENSG0000004924 protein_coding;no

ENSG0000014760 protein_coding;ret 533.2017  690.1498

ENSG0000013714 protein_coding;no
ENSG0000010365 protein_coding;ret
ENSG0000016387 protein_coding;no

PMF1-BGL:ENSG0000026023 protein_coding

LYAR
SARS
GOLGASZN

ENSG0000014522 protein_coding;ret
ENSG0000003169 protein_coding;pr¢
ENSG0000023265 protein_coding;ret

0.5373 0.2699
0.0735 0.0332
0.0484 0.0971
20.6746  15.4469
0.1953 0.3881
20.4103  15.5527
11.3949 154700
4.4728 6.0403
19.9292 154356
6.0173 4.6140
16.9319  22.3914
2.8639 4.7498
0.6999 0.3377
36.7605  24.9721
6.2074 7.9608
0.5588 1.0054
7.2962 9.6879
4.4577 3.1322
1.0672 1.7416
6.9227 9.0315
50.4037  38.5569
0.1447 0.0404
3.1332 1.8804
0.8188 0.2641
1.0479 0.6891
7.2114 9.3217
1.1097 0.5281
53.4200  39.1985
72.3340  92.2299
7.3909 9.5159
2.6393 1.7065
14.0770  18.1312
4.1370 2.6183
6.6069 9.2842
15.5331 11.8939
11.1293  8.5388
8.8733 11.7750
0.6055 1.2487
3.3670 1.5824
0.1097 0.0414
1.6397 1.1054
7.3692 9.8514
3.3219 2.1151
9.0689 4.0958
23.9590 31.5536
19.4402  24.9530
2.2190 3.2551

1.99
2.21
0.50
1.34
0.50
1.31
0.74
0.74
1.29
1.30
0.76
0.60
2.07
1.47
0.78
0.56
0.75
1.42
0.61
0.77
1.31
3.58
1.67
3.10
1.52
0.77
2.10
1.36
0.78
0.78
1.55
0.78
1.58
0.71
1.31
1.30
0.75
0.48
2.13
2.65
0.77
1.48
0.75
1.57
2.21
0.76
0.78
0.68

0.99
1.15
-1.00
0.42
-0.99
0.39
-0.44
-0.43
0.37
0.38
-0.40
-0.73
1.05
0.56
-0.36
-0.85
-0.41
0.51
-0.71
-0.38
0.39
1.84
0.74
1.63
0.60
-0.37
1.07
0.45
-0.35
-0.36
0.63
-0.37
0.66
-0.49
0.39
0.38
-0.41
-1.04
1.09
1.41
-0.37
0.57
-0.42
0.65
1.15
-0.40
-0.36
-0.55

1.67E-02
1.67E-02
1.68E-02
1.68E-02
1.68E-02
1.69E-02
1.69E-02
1.69E-02
1.70E-02
1.70E-02
1.70E-02
1.70E-02
1.71E-02
1.71E-02
1.71E-02
1.71E-02
1.71E-02
1.71E-02
1.71E-02
1.71E-02
1.72E-02
1.72E-02
1.72E-02
1.73E-02
1.73E-02
1.73E-02
1.76E-02
1.76E-02
1.76E-02
1.76E-02
1.77E-02
1.77E-02
1.77E-02
1.78E-02
1.78E-02
1.78E-02
1.78E-02
1.78E-02
1.79E-02
1.79E-02
1.80E-02
1.80E-02
1.80E-02
1.81E-02
1.81E-02
1.81E-02
1.82E-02
1.83E-02

up
up
down
up
down
up
down
down
up
up
down
down
up
up
down
down
down
up
down
down
up
up
up
up
up
down
up
up
down
down
up
down
up
down
up
up
down
down
up
up
down
up
down
up
up
down
down
down



CCDC30
ZNF815P
RAN
TMBIM4
GCNT2
ECHDCI
ZEB2
ADO000671
KARS
REPS2
CEP95
LRPI10
ST7L
ACI119396
POC5
NUMALI
CENPA

ENSG0000018640 processed_transcri
ENSG0000023594 transcribed _unpro
ENSG0000013234 protein_coding;ret
ENSGO0000015595 nonsense _mediate
ENSGO0000011184 processed_transcri
ENSG0000009314 nonsense_mediate
ENSG0000016955 protein_coding;ret
ENSG0000026712 nonsense_mediate
ENSG0000006542 protein_coding;no
ENSG0000016989 protein_coding;pr¢
ENSG0000025889 retained _intron;no
ENSG0000019732 protein_coding;ret
ENSG0000000734 nonsense_mediate
ENSG0000026326 protein_coding

ENSGO0000015235 protein_coding;ret
ENSG0000013749 protein_coding;ret
ENSGO0000011516 protein_coding;pr¢

TMEM183BENSG0000022483 processed pseudo,

RPL7P32
CD14
TTK
FENI
HIRIP3
ZNF528
RPSAP14
TSPAN31
ZYG11B
TPGS2
MTURN
ACOX1
LAMTORA4
RPS13
AC009090
MARCHI1
MBP
BCKDK
PRXL2B
RPRD2
IFNGR1
B3GALT4
PLEKHG2
DLEU1
SIPA1L2
NUP188
PXN-ASI1
PRKACB
CITED2
KCTD1

ENSG0000023100 processed_pseudo,
ENSG0000017045 protein_coding
ENSG0000011274 protein_coding;ret
ENSG0000016849 protein_coding
ENSG0000014992 protein_coding;ret
ENSG0000016755 protein_coding;ret
ENSG0000023398 processed_pseudo,
ENSG0000013545 protein_coding;ret
ENSG0000016237 protein_coding
ENSG0000013477 nonsense_mediate
ENSG0000018035 protein_coding
ENSG0000016153 protein_coding;ret
ENSG0000018818 protein_coding;pr¢

0.0288
1.8183
61.3288
11.6804
0.0850
7.9865
3.1891
0.9694
47.1794
0.1373
4.5520
4.2933
1.5653
3.1953
3.2224
4.3356
2.7621
4.3093
8.3818
35.5167
10.4967
91.7891
19.0857
2.4848
3.7634
4.0512
3.2473
12.7352
3.7720
3.2482
28.1587

ENSG0000011070 protein_coding;pr¢ 321.7401

ENSG0000027980 TEC
ENSG0000014541 protein_coding;ret
ENSG0000019797 processed_transcri
ENSG0000010350 retained _intron;pr:
ENSGO0000015787 protein_coding;ret
ENSG0000016312 protein_coding;pr¢
ENSG0000002769 protein_coding;no
ENSG0000023586 protein_coding;pr¢
ENSG0000009092 protein_coding;ret
ENSG0000017612 lincRNA;processe
ENSG0000011699 protein_coding;pr¢
ENSG0000009531 retained_intron;pr:
ENSGO0000025585 antisense
ENSG0000014287 protein_coding;pr¢
ENSG0000016444 protein_coding
ENSG0000013450 protein_coding;pr¢

0.4033
1.1459
6.8584
7.1081
4.0330
7.2311
34.6341
0.4920
0.0939
0.6041
0.4356
10.2366
1.4694
5.4003
39.8822
0.2291

0.0614
1.0097
80.3325
15.1061
0.0380
10.4595
4.3908
0.4265
59.9888
0.0500
6.0007
2.9861
2.2844
1.9064
4.7239
3.2559
4.7875
6.8540
13.0044
25.9471
13.5348
71.4740
14.6203
1.5275
1.8121
2.2965
2.3151
9.8346
1.6659
2.2981
21.2261
411.9073
0.1769
1.7196
8.7376
5.0451
1.8713
5.5526
49.6655
0.2214
0.2053
0.8731
0.7089
7.8963
0.8466
7.0650
51.4232
0.1098

0.47
1.80
0.76
0.77
2.24
0.76
0.73
2.27
0.79
2.75
0.76
1.44
0.69
1.68
0.68
1.33
0.58
0.63
0.64
1.37
0.78
1.28
1.31
1.63
2.08
1.76
1.40
1.29
2.26
1.41
1.33
0.78
2.28
0.67
0.78
1.41
2.16
1.30
0.70
2.22
0.46
0.69
0.61
1.30
1.74
0.76
0.78
2.09

-1.09
0.85
-0.39
-0.37
1.16
-0.39
-0.46
1.18
-0.35
1.46
-0.40
0.52
-0.55
0.75
-0.55
0.41
-0.79
-0.67
-0.63
0.45
-0.37
0.36
0.38
0.70
1.05
0.82
0.49
0.37
1.18
0.50
0.41
-0.36
1.19
-0.59
-0.35
0.49
1.11
0.38
-0.52
1.15
-1.13
-0.53
-0.70
0.37
0.80
-0.39
-0.37
1.06

1.83E-02
1.83E-02
1.83E-02
1.84E-02
1.84E-02
1.84E-02
1.84E-02
1.84E-02
1.85E-02
1.85E-02
1.86E-02
1.86E-02
1.86E-02
1.86E-02
1.86E-02
1.86E-02
1.87E-02
1.87E-02
1.87E-02
1.87E-02
1.87E-02
1.88E-02
1.88E-02
1.88E-02
1.88E-02
1.89E-02
1.89E-02
1.89E-02
1.90E-02
1.90E-02
1.90E-02
1.91E-02
1.91E-02
1.91E-02
1.91E-02
1.91E-02
1.91E-02
1.92E-02
1.93E-02
1.93E-02
1.94E-02
1.94E-02
1.94E-02
1.94E-02
1.94E-02
1.95E-02
1.95E-02
1.95E-02

down
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down
down
up
down
down
up
down
up
down
up
down
up
down
up
down
down
down
up
down
up
up
up
up
up
up
up
up
up
up
down
up
down
down
up
up
up
down
up
down
down
down
up
up
down
down

up



HCN3 ENSG0000014363 protein_coding;prc 0.7655 0.4254
LRP6 ENSG0000007001 nonsense_mediate 0.9526 0.6166
EEF1B2P6 ENSG0000021326 processed pseudo, 4.4417 7.2519
RPL26L1 ENSGO0000003724 protein_coding 11.1123  16.2206
KRAS ENSG0000013370 protein_coding 5.2737 6.9006
KIAA1755 ENSG0000014963 protein_coding;ret 0.2824 0.1268
BCLAF1P2 ENSG0000027980 processed pseudo, 1.3651 2.4732
MALTI1 ENSG0000017217 protein_coding;no 3.5264 2.3230
MAP2K5 ENSG0000013776 protein_coding;ret 1.2628 1.9448
MYDGF  ENSG0000007484 protein_coding;ret 62.7469  47.6070
WDRY7 ENSGO0000009115 protein_coding;prc 2.1454 1.5271
RPS6 ENSG0000013715 protein_coding;prc 515.0162  652.2649
SUCNR1  ENSGO0000019882 protein_coding 79.3160  61.5173
TUBAIB ENSG0000012341 protein_coding;ret 677.4952  519.1777
CCL3L1  ENSG0000027608 retained_intron;pri  0.3696 0.7660
VAV2 ENSG0000016029 protein_coding;prc 0.3595 0.6159
PHTF2 ENSG0000000657 protein_coding;prc 1.9835 1.3505
NDRG! ENSG0000010441 retained_intron;pre  7.6267  10.0022
AAMDC  ENSG0000008788 protein_coding;no 4.0033 2.4820
ZNF766 ~ ENSG0000019621 protein_coding;ret 2.6134 4.4485
DCTN5S ENSG0000016684 protein_coding;ret 5.9160 3.4108
SPACA6  ENSG0000018231 retained_intron;prc  0.4339 0.2116
FSCNI1 ENSG0000007561 protein_coding;ret 0.3090 0.6194
CNPY4 ENSG0000016699 processed_transcri  3.8680 2.4569
CwC27 ENSG0000015301 protein_coding;pr¢ 6.4582 8.8364
LAPTM4A ENSGO0000006869 protein_coding;ret 46.7361  36.0584
RF02103  ENSG0000027608 misc RNA 16.4746  27.4568
TRIB2 ENSG0000007157 protein_coding;prc 1.3557 0.8276
EDEM2 ENSG0000008829 protein_coding 22.7557  17.2961
SELPLG  ENSG0000011087 protein_coding 49.2355  38.3332
SIRPB1 ENSG0000010130 protein_coding;no 14.3524  11.1931
MAZ ENSG0000010349 retained_intron;pre 21.0061  28.6315
GSTM3 ENSG0000013420 protein_coding;pr¢ 0.3607 0.6410
AC024293 ENSG0000024431 processed pseudo, 133.2630 175.2268
NRBP1 ENSGO0000011521 protein_coding;ret 18.1377  14.2514
NONO ENSG0000014714 protein_coding;prc 44.5001  58.9162
AL121832 ENSG0000027543 sense_intronic 0.3894 0.1773
TLN1 ENSG0000013707 protein_coding;ret 13.7594  10.4380
OFD1 ENSG0000004665 protein_coding;prc 8.3768  10.9974
GDF11 ENSG0000013541 protein_coding 0.7069 1.0952
DHTKD1 ENSG0000018119 protein_coding;ret 2.2330 1.4736
DMXL2  ENSG0000010409 protein_coding;ret 7.5392 9.6714
RPL3P4  ENSG0000023257 processed_pseudo, 578.3743  733.1482
FAM241A ENSGO0000017474 protein_coding 1.8471 2.6038
MIA3 ENSG0000015430 protein_coding;prc 11.5126 ~ 8.9322
MTHFS ENSG0000013637 protein_coding;no 0.7999 1.5062
INAFM2  ENSG0000025933 protein_coding;pr« 4.9419 7.0687
ZNF496 ENSG0000016271 processed_transcri  2.5088 3.3597

1.80
1.54
0.61
0.69
0.76
2.23
0.55
1.52
0.65
1.32
1.40
0.79
1.29
1.30
0.48
0.58
1.47
0.76
1.61
0.59
1.73
2.05
0.50
1.57
0.73
1.30
0.60
1.64
1.32
1.28
1.28
0.73
0.56
0.76
1.27
0.76
2.20
1.32
0.76
0.65
1.52
0.78
0.79
0.71
1.29
0.53
0.70
0.75

0.85

0.63

-0.71
-0.55
-0.39
1.16
-0.86
0.60
-0.62
0.40
0.49
-0.34
0.37
0.38
-1.05
-0.78
0.55

-0.39
0.69
-0.77
0.79
1.04
-1.00
0.65
-0.45
0.37
-0.74
0.71

0.40
0.36
0.36
-0.45
-0.83
-0.39
0.35
-0.40
1.13

0.40
-0.39
-0.63
0.60
-0.36
-0.34
-0.50
0.37
-0.91
-0.52
-0.42

1.95E-02
1.95E-02
1.95E-02
1.95E-02
1.96E-02
1.97E-02
1.97E-02
1.98E-02
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2.00E-02
2.00E-02
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2.01E-02
2.01E-02
2.02E-02
2.02E-02
2.02E-02
2.02E-02
2.04E-02
2.04E-02
2.05E-02
2.05E-02
2.05E-02
2.05E-02
2.06E-02
2.06E-02
2.06E-02
2.08E-02
2.10E-02
2.10E-02
2.10E-02
2.10E-02
2.10E-02
2.10E-02
2.10E-02
2.11E-02
2.12E-02
2.12E-02
2.12E-02
2.13E-02
2.13E-02
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AC006033
CCDC28B
AC021078
NAPIL1
SPTLC2
G3BP2
NTS5C3A
TRIMA45
CYCS
TMX4
MYPOP
SELL
C9orf85
YARS
DNAIJCI11
MZT1
TFG
PIP5SKI1A
IL18
TMEM9B
FEM1B
ZNF77
IER3
IL3RA
CCNG1
IER3IP1
CEMIP2
ZNF879
EIF2S2P4
AC093525
PGM1
ICMT
SNRNP200
ZCCHCB8
DBNDD2
SNN
MTMR3
ABCEI1

ENSG0000027290 lincRNA
ENSG0000016005 protein_coding;no
ENSGO0000023055 retained_intron
ENSG0000018710 nonsense_mediate
ENSG0000010059 protein_coding;ret
ENSG0000013875 protein_coding;pr¢
ENSG0000012264 protein_coding;no
ENSG0000013425 protein_coding;no
ENSG0000017211 protein_coding
ENSG0000012582 protein_coding;no
ENSG0000017618 protein_coding
ENSG0000018840 protein_coding;pr¢
ENSG0000015562 protein_coding;no
ENSG0000013468 protein_coding;pr¢
ENSG0000000792 protein_coding;pr¢
ENSG0000020489 protein_coding
ENSGO0000011435 protein_coding;pr¢
ENSG0000014339 protein_coding;pr¢
ENSG0000015078 processed_transcri
ENSG0000017534 protein_coding
ENSG0000016901 protein_coding
ENSG0000017569 protein_coding;pr¢
ENSG0000013733 protein_coding
ENSG0000018529 protein_coding
ENSGO0000011332 protein_coding;ret
ENSG0000013404 protein_coding
ENSG0000013504 protein_coding;ret
ENSG0000023428 protein_coding
ENSG0000012869 processed pseudo,
ENSG0000026993 antisense
ENSG0000007973 protein_coding;pr¢
ENSG0000011623 nonsense_mediate
ENSG0000014402 protein_coding;ret
ENSG0000003303 protein_coding;ret
ENSG0000024427 protein_coding
ENSG0000018460 protein_coding
ENSG0000010033 protein_coding;ret
ENSG0000016416 protein_coding;no

1.3131
0.6531
4.2997
37.1441
4.1500
28.2588
12.9839
0.4747
60.8428
13.2225
1.8499
1.1763
2.1677
14.0985
11.5542
17.5970
11.7416
5.5709
7.3460
8.2372
6.4609
7.1577
7.2175
0.1710
9.5154
35.6456
0.1514
0.7654
13.3094
0.5293
17.2952
16.7000
21.3487
4.9010
6.1960
5.4137
5.0613
22.9670

HSD17B7P2ZENSG0000009925 processed_transcri 0.9986

DEFALI
ZNF451
TOP2B
MRRF
SMIM3

ENSG0000020604 protein_coding
ENSG0000011220 retained _intron;pr:
ENSG0000007709 protein_coding;no
ENSG0000014818 nonsense_mediate
ENSG0000025623 protein_coding

TMEM179BENSG0000018547 protein_coding;ret

MTPAP
TPK1
LDLRAD2

ENSG0000010795 protein_coding;pr¢
ENSG0000019651 protein_coding;no
ENSG0000018794 protein_coding;pr¢

2.3182
40.8773
2.8306
25.8318
18.0700
5.6434
0.4828
1.0035

2.1856
0.3211
5.6089
47.3851
3.1139
21.3952
19.1141
0.2188
77.8817
10.3572
1.0333
0.6782
3.1618
18.1707
8.8779
23.3851
15.0224
7.6377
10.3541
11.5181
8.2408
4.8020
4.6340
0.6059
12.6045
27.9565
0.0757
0.4355
19.1581
0.2782
13.3838
11.5294
16.6310
6.4720
4.1915
3.7518
3.8473
29.0624
0.5048

2124.8753 2732.3319

3.0292
51.6448
4.0762
32.9103
13.0323
7.2023
0.7758
0.5266

0.60
2.03
0.77
0.78
1.33
1.32
0.68
2.17
0.78
1.28
1.79
1.73
0.69
0.78
1.30
0.75
0.78
0.73
0.71
0.72
0.78
1.49
1.56
0.28
0.75
1.28
2.00
1.76
0.69
1.90
1.29
1.45
1.28
0.76
1.48
1.44
1.32
0.79
1.98
0.78
0.77
0.79
0.69
0.78
1.39
0.78
0.62
1.91

-0.74
1.02
-0.38
-0.35
0.41
0.40
-0.56
1.12
-0.36
0.35
0.84
0.79
-0.54
-0.37
0.38
-0.41
-0.36
-0.46
-0.50
-0.48
-0.35
0.58
0.64
-1.82
-0.41
0.35
1.00
0.81
-0.53
0.93
0.37
0.53
0.36
-0.40
0.56
0.53
0.40
-0.34
0.98
-0.36
-0.39
-0.34
-0.53
-0.35
0.47
-0.35
-0.68
0.93
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2.22E-02
2.23E-02
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2.24E-02
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2.27E-02
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2.30E-02
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ELOVL3
DIP2A
AC147651
RAB28
BAMBI
MMP15
NUP37
APOC2
DERL3
MARC]1
NUDTI
ZNF428
BOLALI
AP006621
ANKRD28
MRPL53
QTRT2
MVD
TAF10
FAM221A
ASAH2
APOE
ERCC5

ENSG0000011991 protein_coding
ENSG0000016030 retained _intron;pr:
ENSG0000023718 antisense
ENSG0000015786 protein_coding;no
ENSG0000009573 protein_coding;ret
ENSG0000010299 protein_coding
ENSG0000007518 protein_coding;ret
ENSG0000023490 protein_coding
ENSG0000009995 protein_coding;ret
ENSG0000018620 protein_coding;pr¢
ENSG0000010626 protein_coding;pr¢
ENSG0000013111 protein_coding;ret
ENSG0000017809 protein_coding;pr¢
ENSG0000025528 lincRNA
ENSG0000020656 processed_transcri
ENSG0000020482 protein_coding;ret
ENSGO0000015157 retained_intron;pr:
ENSG0000016750 protein_coding;ret
ENSG0000016633 retained _intron;pr:
ENSG0000018873 retained_intron;no
ENSG0000018861 protein_coding;no
ENSG0000013020 protein_coding;ret
ENSG0000013489 protein_coding;ret

SIGLEC17P ENSG0000017110 processed_transcri

PLAGL2
AASDH
CCNQ
CD3EAP
TREML2
KIF13A
AC005076
TRAM2
SERPINE2
AC116533
TRGC2
AC107075
QSOX1
SH3BGR
Co6orf163

ENSG0000012600 protein_coding
ENSG0000015742 protein_coding;no
ENSG0000026291 protein_coding;no
ENSG0000011787 protein_coding
ENSG0000011219 protein_coding
ENSG0000013717 protein_coding;pr¢
ENSG0000022404 antisense
ENSG0000006530 protein_coding
ENSGO0000013591 protein_coding;ret

ENSG0000024439 processed pseudo, 678.8471

ENSG0000022719 TR _C gene
ENSG0000027799 unprocessed pseu
ENSG0000011626 protein_coding;no
ENSG0000018543 protein_coding
ENSG0000020387 protein_coding;pr¢

KREMEN1 ENSG0000018376 protein_coding;pr«
MMP25-AS ENSG0000026197 antisense

VMP1
SSHI1
MTMRI1
PLXNDI1
RHBDD1
UBTD1
RPS15A

ENSG0000006271 retained _intron;pr:
ENSG0000008411 nonsense_mediate
ENSG0000006360 retained_intron;pr:
ENSG0000000439 retained _intron;pr:
ENSG0000014446 protein_coding;ret
ENSG0000016588 protein_coding

ENSG0000013441 protein_coding;no 180.0384 226.9886

2.7412
2.4781
2.0952
8.6491
1.5957
1.1965
10.3390
18.8516
3.7725
1.6341
28.9884
13.6780
3.4323
1.5581
3.7488
6.0270
1.9057
2.1542
7.6252
0.1888
0.2096
0.5324
7.7639
1.4098
5.6508
2.8323
3.4420
3.4959
4.6327
0.4375
1.6095
2.8323
0.2099

58.7835
4.9052
14.3162
0.2927
0.7005
0.1908
0.7018
7.9419
1.7723
5.1545
7.1741
3.2113
2.3921

1.5968
1.7735
3.9210
12.0488
0.9329
0.7399
13.6013
12.4549
2.5080
1.1180
22.2064
9.4394
2.0189
0.8108
5.1437
11.0551
3.1483
1.3811
5.8138
0.0926
0.1036
0.9874
9.9411
2.3568
7.4373
4.0427
5.4674
2.0035
3.1944
0.2627
0.7813
1.9780
0.0897

857.9099

75.4646
8.7567
10.8944
0.7422
0.3611
0.0922
0.4250
10.3255
1.2659
3.7793
5.2522
4.4119
1.4188

1.72
1.40
0.53
0.72
1.71
1.62
0.76
1.51
1.50
1.46
1.31
1.45
1.70
1.92
0.73
0.55
0.61
1.56
1.31
2.04
2.02
0.54
0.78
0.60
0.76
0.70
0.63
1.74
1.45
1.67
2.06
1.43
2.34
0.79
0.78
0.56
1.31
0.39
1.94
2.07
1.65
0.77
1.40
1.36
1.37
0.73
1.69
0.79

0.78
0.48
-0.90
-0.48
0.77
0.69
-0.40
0.60
0.59
0.55
0.38
0.54
0.77
0.94
-0.46
-0.88
-0.72
0.64
0.39
1.03
1.02
-0.89
-0.36
-0.74
-0.40
-0.51
-0.67
0.80
0.54
0.74
1.04
0.52
1.23
-0.34
-0.36
-0.84
0.39
-1.34
0.96
1.05
0.72
-0.38
0.49
0.45
0.45
-0.46
0.75
-0.33

2.30E-02
2.31E-02
2.32E-02
2.32E-02
2.32E-02
2.33E-02
2.33E-02
2.33E-02
2.33E-02
2.33E-02
2.34E-02
2.34E-02
2.34E-02
2.34E-02
2.35E-02
2.35E-02
2.36E-02
2.36E-02
2.36E-02
2.37E-02
2.38E-02
2.38E-02
2.38E-02
2.38E-02
2.38E-02
2.39E-02
2.39E-02
2.39E-02
2.39E-02
2.40E-02
2.40E-02
2.41E-02
2.41E-02
2.41E-02
2.41E-02
2.41E-02
2.41E-02
2.42E-02
2.42E-02
2.43E-02
2.44E-02
2.44E-02
2.44E-02
2.44E-02
2.44E-02
2.44E-02
2.45E-02
2.46E-02

up
up
down
down
up
up
down
up
up
up
up
up
up
up
down
down
down
up
up
up
up
down
down
down
down
down
down
up
up
up
up
up
up
down
down
down
up
down
up
up
up
down
up
up
up
down
up
down



SNHG3 ENSG0000024212 retained _intron;lin
ECMI1 ENSG0000014336 processed_transcri
CFAP58  ENSGO0000012005 protein_coding

AC140134 ENSG0000017997 unprocessed pseu
USBI1 ENSG0000010300 retained _intron;pr:
DNAJA2  ENSG0000006934 protein_coding;no
GALNS ENSG0000014101 protein_coding;ret
ERAPI ENSG0000016430 protein_coding;ret
ZNF410 ENSG0000011972 protein_coding;no
AC093668 ENSG0000028498 protein_coding

FOLR3 ENSG0000011020 nonsense_mediate
RSBNI1 ENSG0000008101 protein_coding;no
INPP1 ENSG0000015168 protein_coding;pr¢
MT-ND1  ENSG0000019888 protein_coding

ZDHHC2 ENSG0000010421 protein_coding;ret
INKA2 ENSG0000019785 protein_coding;pr¢
OSM ENSG0000009998 protein_coding

BATF3 ENSG0000012368 protein_coding;pr«
BCL2L2  ENSG0000012947 protein_coding

CBR3-AS1 ENSGO0000023683 antisense;retained

IFT81 ENSG0000012297 protein_coding;pr¢
CES4A ENSG0000017282 retained_intron;no
CDS2 ENSG0000010129 protein_coding;pr¢

EOGT ENSG0000016337 protein_coding;ret
AC009779 ENSG0000025805 antisense
TMEM199 ENSG0000024404 protein_coding;ret
ARHGAP17ENSG0000014075 protein_coding;ret
RNH1 ENSG0000002319 protein_coding;no
AKAPSL  ENSGO0000001124 retained_intron;no
PIWIL4 ENSG0000013462 protein_coding;no
PMP22 ENSG0000010909 protein_coding;no
GPCPD1  ENSGO0000012577 retained_intron;pr:
MT-ND5  ENSG0000019878 protein_coding
CESI1 ENSG0000019884 protein_coding;no
AGPAT2 ENSGO0000016969 retained_intron;pr
ATF4P3 ENSG0000022821 processed pseudo,
HNRNPA1PENSG0000022457 processed_transcri
PDLIM7  ENSGO0000019692 protein_coding;no
HYPK ENSG0000024202 protein_coding;pr¢
RADS50 ENSG0000011352 protein_coding;no
TNFRSF10CENSG0000017353 protein_coding;ret
ARPC3P5 ENSG0000021402 processed pseudo.
E2F1 ENSG0000010141 protein_coding
ADHS5P4  ENSG0000023385 processed pseudo.
SUSD1 ENSG0000010686 protein_coding;pr¢
VLDLR-AS ENSG0000023640 antisense

TXNLI1 ENSG0000009116 protein_coding;no
ZNF596 ENSG0000017274 protein_coding;ret

16.0430  20.2623
0.1721 0.3624
0.7466 1.2582
0.6070 1.0177
4.6064 3.4662
10.8723  13.7959
2.5440 1.7325
3.3104 2.3689
3.1038 4.6240
10.1815  4.5432
1.9940 1.1231
3.6221 4.8965
2.8636 1.8021
HiHHHAHH 8314.2769
17.0813  21.4765
1.6714 1.0831
0.2273 0.4921
0.3258 0.7127
2.2873 6.8072
0.1551 0.0577
0.1857 0.3432
0.2404 0.0981
4.6634 3.6116
1.6589 1.0237
2.2184 1.2477
2.8528 1.7898
2.5016 3.3524
10.4275  13.0794
8.2085 6.1940
7.7306 10.1017
0.7070 1.2225
13.5848  17.0686
3584.9320 2809.2345
22.1667  17.2706
13.9206  9.7821
1.6116 2.8204
23.5123  30.5918
6.3216 4.5954
2.6410 1.1473
3.7581 5.0176
2.7786 1.6461
0.9497 1.9976
18.1039  13.6715
1.0397 0.5178
4.5192 3.1185
0.1713 0.3492
9.4285 11.8620
0.2296 0.4732

0.79
0.47
0.59
0.60
1.33
0.79
1.47
1.40
0.67
2.24
1.78
0.74
1.59
1.29
0.80
1.54
0.46
0.46
0.34
2.69
0.54
2.45
1.29
1.62
1.78
1.59
0.75
0.80
1.33
0.77
0.58
0.80
1.28
1.28
1.42
0.57
0.77
1.38
2.30
0.75
1.69
0.48
1.32
2.01
1.45
0.49
0.79
0.49

-0.34
-1.07
-0.75
-0.75
0.41
-0.34
0.55
0.48
-0.58
1.16
0.83
-0.43
0.67
0.37
-0.33
0.63
-1.11
-1.13
-1.57
1.43
-0.89
1.29
0.37
0.70
0.83
0.67
-0.42
-0.33
0.41
-0.39
-0.79
-0.33
0.35
0.36
0.51
-0.81
-0.38
0.46
1.20
-0.42
0.76
-1.07
0.41
1.01
0.54
-1.03
-0.33
-1.04

2.46E-02
2.46E-02
2.47E-02
2.47E-02
2.47E-02
2.47E-02
2.48E-02
2.48E-02
2.49E-02
2.49E-02
2.49E-02
2.49E-02
2.50E-02
2.50E-02
2.51E-02
2.51E-02
2.51E-02
2.51E-02
2.52E-02
2.53E-02
2.53E-02
2.53E-02
2.53E-02
2.54E-02
2.54E-02
2.54E-02
2.55E-02
2.55E-02
2.55E-02
2.56E-02
2.56E-02
2.57E-02
2.57E-02
2.58E-02
2.58E-02
2.58E-02
2.59E-02
2.61E-02
2.61E-02
2.62E-02
2.62E-02
2.62E-02
2.62E-02
2.63E-02
2.65E-02
2.65E-02
2.66E-02
2.66E-02

down
down
down
down
up
down
up
up
down
up
up
down
up
up
down
up
down
down
down
up
down
up
up
up
up
up
down
down
up
down
down
down
up
up
up
down
down
up
up
down
up
down
up
up
up
down
down
down



BCAT2
NDUFS7
RNASE3
PSENI
RUBCNL
EP400
PITHD1
ACSL3
FAMO98A

ENSGO0000010555 protein_coding;ret
ENSG0000011528 protein_coding;ret
ENSG0000016939 protein_coding

ENSG0000008081 protein_coding;no
ENSG0000010244 retained _intron;pr:
ENSG0000018349 protein_coding;ret
ENSGO0000005775 protein_coding

ENSG0000012398 protein_coding;ret
ENSGO0000011981 retained _intron;pr:

STXBP5-ASENSG0000023345 antisense

HRH2
TMEM?273
MAGTI1
HNRNPA1
TARBP2
NOP9
PIP5K1C
ACO073111
HILPDA
MTF1

ENSG0000011374 nonsense_mediate
ENSG0000020416 processed_transcri
ENSGO0000010215 protein_coding;ret

ENSG0000013548 protein_coding;ret 333.9275 417.1201

ENSG0000013954 nonsense_mediate
ENSG0000019694 protein_coding;no
ENSG0000018611 protein_coding;pr¢
ENSG0000028469 processed_transcri
ENSG0000013524 protein_coding;pr¢
ENSG0000018878 protein_coding;pr¢

GTF2IRD2EENSG0000017442 protein_coding;ret

DNAIJB9
CLEC4D
DHCR7
PUSI
HSPA1B
CCNIJ
TMEM19
REPS1
SLC26A11
PPP1R26
FAM234A
RCN2
RPA1
RPS12
PVRIG
PAN2
TRAF3IP2
AC104232
FLNA
DEF8

ENSG0000012859 protein_coding;pr¢
ENSG0000016652 protein_coding
ENSG0000017289 retained_intron;pr:
ENSGO0000017719 protein_coding;ret
ENSG0000020438 protein_coding
ENSG0000010744 protein_coding
ENSG0000013929 protein_coding
ENSGO0000013559 protein_coding;no
ENSG0000018104 protein_coding;ret
ENSG0000019642 protein_coding;pr¢
ENSG0000016793 protein_coding;ret
ENSG0000011790 protein_coding;ret
ENSG0000013238 retained _intron;pr:

ENSGO0000011230 retained_intron;pri2195.5031 2751.3218

ENSG0000021341 protein_coding;pr¢
ENSG0000013547 retained_intron;pr:
ENSG0000005697 protein_coding;ret
ENSG0000025400 lincRNA

ENSG0000019692 protein_coding;ret
ENSG0000014099 protein_coding;ret

SLX1A-SUILENSG0000021359 processed _transcri

PIGW

ENSG0000027716 protein_coding

TMEM41A ENSG0000016390 protein_coding;pr«

ALGI1
Cé6orf47
BMPS8B
PTX4

ENSG0000025371 protein_coding;pr¢
ENSG0000020443 protein_coding
ENSG0000011698 protein_coding
ENSG0000025169 protein_coding

6.6176 4.8082
4.6494 3.3860
6.7637 4.0266
5.0936 3.7294
3.0796 2.1479
1.4419 1.0186
429222  33.6841
10.5123  8.2793
8.3436 6.3146
0.7824 1.2262
29154 4.0974
0.1525 0.3106
14.5003  10.6765
2.6882 3.8442
8.3382 6.2453
1.6155 1.0289
0.3817 0.1675
10.8875  7.7426
5.0453 3.8542
1.7975 1.2153
6.7673 9.4795
3.0048 4.5087
9.3548 6.7133
4.1819 5.8859
3.1993 2.0593
7.3716 9.5499
1.2570 2.0823
3.6123 4.7082
0.5174 0.2824
0.3628 0.1964
3.0313 2.0472
3.9077 5.0428
19.0841 15.0761
0.5178 0.1227
6.1098 7.7762
2.5119 3.5747
7.2472 11.0509
30.3545  23.0535
2.7249 1.6518
1.4892 0.8040
3.2303 5.1000
1.2824 1.8434
1.1454 1.9004
7.1063 4.9897
1.0224 1.5564
2.7733 1.6268

1.38
1.37
1.68
1.37
1.43
1.42
1.27
1.27
1.32
0.64
0.71
0.49
1.36
0.80
0.70
1.34
1.57
2.28
1.41
1.31
1.48
0.71
0.67
1.39
0.71
1.55
0.77
0.60
0.77
1.83
1.85
1.48
0.77
1.27
0.80
4.22
0.79
0.70
0.66
1.32
1.65
1.85
0.63
0.70
0.60
1.42
0.66
1.70

0.46
0.46
0.75
0.45
0.52
0.50
0.35
0.34
0.40
-0.65
-0.49
-1.03
0.44
-0.32
-0.52
0.42
0.65
1.19
0.49
0.39
0.56
-0.49
-0.59
0.48
-0.49
0.64
-0.37
-0.73
-0.38
0.87
0.89
0.57
-0.37
0.34
-0.33
2.08
-0.35
-0.51
-0.61
0.40
0.72
0.89
-0.66
-0.52
-0.73
0.51
-0.61
0.77

2.66E-02
2.66E-02
2.66E-02
2.66E-02
2.69E-02
2.69E-02
2.70E-02
2.70E-02
2.70E-02
2.70E-02
2.71E-02
2.71E-02
2.71E-02
2.71E-02
2.71E-02
2.71E-02
2.72E-02
2.72E-02
2.72E-02
2.72E-02
2.73E-02
2.73E-02
2.73E-02
2.73E-02
2.74E-02
2.74E-02
2.74E-02
2.74E-02
2.75E-02
2.76E-02
2.76E-02
2.76E-02
2.76E-02
2.77E-02
2.77E-02
2.77E-02
2.77E-02
2.77E-02
2.78E-02
2.78E-02
2.79E-02
2.79E-02
2.79E-02
2.81E-02
2.82E-02
2.82E-02
2.83E-02
2.83E-02

up
up
up
up
up
up
up
up
up
down
down
down
up
down
down
up
up
up
up
up
up
down
down
up
down
up
down
down
down
up
up
up
down
up
down
up
down
down
down
up
up
up
down
down
down
up
down

up



HKRI1
KDELC2
PROSI
ZNF512
PLCHI
ZNF558
IFI27L1
FAM49A
ORMDLI
STK40
PRPS2
EVL
PTTGI
TUSCI
RPL3
BZW1
SENPI
PGAPI
STARD4
IQGAP2
ACO011462
CALM3
PRRI11
GINS2
INTS3
UBAS
FOXREDI
CLECI1A
RICSB
ZNF418
PPP5C
GRB2
TMPPE
TBC1D4
PLEKHM3
OSBPLIA
SLC25A28
RPS24
ILK

FHIT
NICN1
CHMP2A
RASSF1
AL356414
LIAS
BMPI

ENSG0000018166 retained _intron;pr:
ENSG0000017820 protein_coding;pr¢
ENSG0000018450 protein_coding;no
ENSG0000024394 retained _intron;pr:
ENSG0000011480 protein_coding;ret
ENSG0000016778 protein_coding;ret
ENSG0000016594 protein_coding;ret
ENSG0000019787 protein_coding;ret
ENSG0000012869 protein_coding;pr¢
ENSG0000019618 protein_coding;pr¢
ENSG0000010191 protein_coding

ENSG0000019640 protein_coding;ret
ENSG0000016461 protein_coding;ret
ENSG0000019868 protein_coding

ENSG0000010031 protein_coding;pr« 626.7709  789.9211

ENSG0000008215 protein_coding;ret
ENSG0000007938 protein_coding;no
ENSG0000019712 retained_intron;pr:
ENSG0000016421 protein_coding;no
ENSG0000014570 protein_coding;no
ENSGO0000010532 protein_coding;ret
ENSG0000016001 protein_coding;ret
ENSG0000006848 nonsense_mediate
ENSG0000013115 protein_coding

ENSG0000014362 protein_coding;no
ENSG0000008130 protein_coding;ret
ENSG0000011007 nonsense_mediate
ENSG0000010547 protein_coding

ENSGO0000011178 protein_coding;ret
ENSG0000019672 protein_coding;pr¢
ENSG0000001148 protein_coding;ret
ENSG0000017788 protein_coding;no
ENSG0000018816 protein_coding

ENSG0000013611 protein_coding;pr¢
ENSG0000017838 protein_coding;pr¢
ENSG0000014144 nonsense_mediate
ENSGO0000015528 protein_coding;ret

ENSG0000013832 protein_coding;ret 252.5938  358.2738

ENSG0000016633 protein_coding;pr¢
ENSG0000018928 protein_coding;ret
ENSG0000014502 protein_coding;pr¢
ENSG0000013072 protein_coding;ret
ENSG0000006802 protein_coding;no
ENSG0000020530 lincRNA

ENSG0000012189 retained _intron;pr:
ENSG0000016848 protein_coding;no

RNASEH1-:ENSG0000023417 antisense

P4HA1

ENSG0000012288 protein_coding;ret

3.8473 2.2299
7.9363 6.0736
0.4060 0.2073
19.2963  15.1738
0.6291 0.9799
1.1124 1.6124
4.3560 2.8518
0.4969 0.8718
11.8231 16.8139
5.0249 3.6744
17.7856  12.9570
4.8211 3.7088
16.7896  21.5487
2.2863 1.3562
21.8817  31.5015
4.3127 6.2350
1.7142 1.0070
5.1354 3.7001
5.5643 4.3017
9.5716 6.8159
26.6554  19.8340
7.0209 9.2099
10.5726  7.7650
2.9820 3.8413
6.0242 7.7470
5.2920 3.8913
75.6116  58.3525
1.2963 0.8263
1.9563 1.0109
8.0982 6.1134
16.2961  29.4061
1.1450 0.6495
2.1843 1.5001
1.3195 0.9204
11.5932  14.7244
15.1343  21.1883
17.1757  13.4388
0.6728 1.0302
0.4502 0.8781
29.1864  22.8099
12.3203  15.9001
2.3303 4.1699
1.3737 1.9119
0.8922 0.5638
5.7055 8.4428
27.4383  21.7220

1.73
1.31
1.96
1.27
0.64
0.69
1.53
0.57
0.70
1.37
1.37
1.30
0.78
1.69
0.79
0.69
0.69
1.70
1.39
1.29
1.40
1.34
0.76
1.36
0.78
0.78
1.36
1.30
1.57
1.94
1.32
0.55
1.76
1.46
1.43
0.79
0.71
0.71
1.28
0.65
0.51
1.28
0.77
0.56
0.72
1.58
0.68
1.26

0.79
0.39
0.97
0.35
-0.64
-0.54
0.61
-0.81
-0.51
0.45
0.46
0.38
-0.36
0.75
-0.33
-0.53
-0.53
0.77
0.47
0.37
0.49
0.43
-0.39
0.45
-0.37
-0.36
0.44
0.37
0.65
0.95
0.41
-0.85
0.82
0.54
0.52
-0.34
-0.49
-0.50
0.35
-0.61
-0.96
0.36
-0.37
-0.84
-0.48
0.66
-0.57
0.34

2.85E-02
2.85E-02
2.85E-02
2.85E-02
2.85E-02
2.86E-02
2.86E-02
2.87E-02
2.87E-02
2.88E-02
2.88E-02
2.88E-02
2.90E-02
2.90E-02
2.91E-02
2.91E-02
2.92E-02
2.92E-02
2.92E-02
2.93E-02
2.93E-02
2.94E-02
2.94E-02
2.96E-02
2.96E-02
2.96E-02
2.97E-02
2.97E-02
2.98E-02
2.98E-02
2.98E-02
2.98E-02
2.99E-02
2.99E-02
3.00E-02
3.01E-02
3.02E-02
3.02E-02
3.02E-02
3.02E-02
3.02E-02
3.02E-02
3.02E-02
3.03E-02
3.03E-02
3.04E-02
3.06E-02
3.07E-02

up
up
up
up
down
down
up
down
down
up
up
up
down
up
down
down
down
up
up
up
up
up
down
up
down
down
up
up
up
up
up
down
up
up
up
down
down
down
up
down
down
up
down
down
down
up
down

up



BBS12
RNF165
AC093591
SLCY9A3RI1
SVIL-AS1
NFYA
FAMI111B

ENSG0000018100 protein_coding

ENSG0000014162 protein_coding;no
ENSG0000024402 processed_pseudo,
ENSG0000010906 protein_coding;ret
ENSG0000022459 processed_transcri
ENSG0000000116 protein_coding

ENSG0000018905 protein_coding;ret

RADS1AP1 ENSG0000011124 protein_coding;ret

RPL12
HDLBP
NUDT3
VPS37C
MELTF
LGALSI1
KLHL22
UBE3C
PDXDC1
RPP21
NTS5DC2
GON?7
SPINT?2
PCGF3
CLASP2
TRPV1
CPNE2
SPECC1
GBA
SLC2A3
TMEDG6
SOBP
ZC3H12D
CDg4
AC133552
CD38
MRFAPI1
COPS6
USP31
IFIT2
USP45
POLR2M
ATP2A2
EIF3L
ITGAS
RASGRP4
FHLI
VDR
IRF5
VPS13D

ENSG0000019795 protein_coding;prc 907.6036 1138.9803

ENSG0000011567 protein_coding;ret
ENSG0000027232 protein_coding

ENSG0000016798 protein_coding;ret
ENSG0000016397 retained_intron;pr:
ENSG0000010009 protein_coding;ret
ENSG0000009991 protein_coding;pr«
ENSG0000000933 retained_intron;pr:
ENSG0000017988 protein_coding;ret
ENSG0000024137 processed_transcri
ENSG0000016826 protein_coding;ret
ENSG0000017027 protein_coding

ENSG0000016764 retained _intron;pr:
ENSG0000018561 protein_coding;no
ENSGO0000016353 protein_coding;ret
ENSG0000019668 nonsense_mediate
ENSG0000014084 retained _intron;pr:
ENSG0000012848 protein_coding;pr¢
ENSGO0000017762 processed_transcri
ENSG0000005980 retained _intron;pr:
ENSGO0000015731 protein_coding;ret
ENSG0000011232 protein_coding;pr¢
ENSG0000017819 protein_coding;pr¢
ENSG0000006629 protein_coding;ret
ENSG0000026258 processed_transcri
ENSG0000000446 protein_coding;ret
ENSG0000017901 protein_coding;ret
ENSG0000016809 nonsense _mediate
ENSG0000010340 protein_coding

ENSG0000011992 protein_coding

ENSGO0000012355 protein_coding;ret
ENSG0000025552 protein_coding;no
ENSGO0000017443 protein_coding;ret
ENSG0000010012 protein_coding;no
ENSG0000016163 retained_intron;pr:
ENSG0000017177 retained_intron;pr:
ENSG0000002226 protein_coding;pr¢
ENSG0000011142 protein_coding;no
ENSG0000012860 retained _intron;pr:
ENSG0000004870 protein_coding;no

0.7633 0.4290
0.8058 0.5306
82.4649 106.6321
11.0431 6.0871
0.4528 0.9703
17.0003  13.3801
0.3139 0.1541
19.2922  14.5019
18.7910  14.8990
20.0353  13.1348
3.3139 4.7131
0.1792 0.0942
72.6981  57.3017
1.4920 0.9501
7.5994 9.5177
11.1713  8.9307
11.1814  7.9307
5.4383 3.8768
143175  19.9675
0.2180 0.0660
5.5841 4.2050
4.2658 5.3857
0.3757 0.1930
6.2838 4.7833
0.6188 0.3911
13.2645 10.1729
9.1058 7.0661
0.3011 0.6357
0.1495 0.2698
0.4790 0.7614
5.7723 4.5224
0.9122 0.4506
5.3048 6.8496
38.2807  67.2557
23.1410  18.0079
0.9768 0.5085
0.1884 0.0829
1.7596 2.6020
4.0955 5.5093
5.4595 7.3449
143.1234 179.4755
6.4159 8.2226
0.6391 0.3511
0.3183 0.1702
1.5749 2.5929
1.3559 2.0737
1.7346 1.3155

1.78
1.52
0.77
1.81
0.47
1.27
2.04
1.33
0.80
1.26
1.53
0.70
1.90
1.27
1.57
0.80
1.25
1.41
1.40
0.72
3.30
1.33
0.79
1.95
1.31
1.58
1.30
1.29
0.47
0.55
0.63
1.28
2.02
0.77
0.57
1.29
1.92
2.27
0.68
0.74
0.74
0.80
0.78
1.82
1.87
0.61
0.65
1.32

0.83
0.60
-0.37
0.86
-1.10
0.35
1.03
0.41
-0.33
0.33
0.61
-0.51
0.93
0.34
0.65
-0.32
0.32
0.50
0.49
-0.48
1.72
0.41
-0.34
0.96
0.39
0.66
0.38
0.37
-1.08
-0.85
-0.67
0.35
1.02
-0.37
-0.81
0.36
0.94
1.18
-0.56
-0.43
-0.43
-0.33
-0.36
0.86
0.90
-0.72
-0.61
0.40

3.08E-02
3.09E-02
3.09E-02
3.09E-02
3.09E-02
3.10E-02
3.10E-02
3.11E-02
3.11E-02
3.11E-02
3.11E-02
3.13E-02
3.13E-02
3.13E-02
3.14E-02
3.14E-02
3.14E-02
3.15E-02
3.15E-02
3.15E-02
3.15E-02
3.15E-02
3.15E-02
3.16E-02
3.16E-02
3.16E-02
3.17E-02
3.17E-02
3.17E-02
3.17E-02
3.18E-02
3.18E-02
3.18E-02
3.18E-02
3.19E-02
3.20E-02
3.20E-02
3.20E-02
3.21E-02
3.22E-02
3.25E-02
3.25E-02
3.27E-02
3.27E-02
3.28E-02
3.28E-02
3.28E-02
3.28E-02

up
up
down
up
down
up
up
up
down
up
up
down
up
up
up
down
up
up
up
down
up
up
down
up
up
up
up
up
down
down
down
up
up
down
down
up
up
up
down
down
down
down
down
up
up
down
down

up



HPS4
SNX3

ENSG0000010009 nonsense_mediate
ENSG0000011233 nonsense_mediate

LINC00205 ENSG0000022376 bidirectional pron

SNX10
CHD7
RN7SK
FAM204A
SETD6
OPALl
RABIB
ACVR2A
JOSD2
PLTP
MOGS
AC009302
ZNF22
COPRS
STBD1
PHF14
NXF1
MAPI1S
AP000781
ACLY
SMGI1P5
FGD5-AS1
PTPRS
GLUDI1P3
BMP2K
AL138759
ARPCI1A
SLC40A1
KCNE1
Clorfl62
ADM

ENSG0000008630 protein_coding;pr¢
ENSG0000017131 protein_coding;ret
ENSG0000028329 snRNA
ENSG0000016566 processed_transcri
ENSG0000010303 protein_coding;ret
ENSG0000019883 protein_coding;no
ENSG0000017490 protein_coding
ENSG0000012198 protein_coding;pr¢
ENSG0000016167 protein_coding;ret
ENSG0000010097 protein_coding
ENSG0000011527 retained_intron;no
ENSG0000023386 processed_pseudo,
ENSG0000016551 protein_coding
ENSG0000017230 protein_coding;no
ENSG0000011880 protein_coding
ENSG0000010644 retained _intron;pr:
ENSG0000016223 retained _intron;pr:
ENSG0000013047 protein_coding;no
ENSG0000025497 protein_coding;ret
ENSG0000013147 protein_coding;pr¢
ENSG0000018360 processed_transcri
ENSG0000022573 antisense
ENSG0000010542 protein_coding;ret
ENSG0000025095 processed_transcri
ENSG0000013875 protein_coding;no
ENSG0000024433 sense_overlapping
ENSG0000024168 protein_coding;pr¢
ENSG0000013844 protein_coding;ret
ENSG0000018050 processed_transcri
ENSG0000014311 protein_coding;pr¢
ENSG0000014892 protein_coding

MIR497HG ENSG0000026753 antisense

RASA3
SLC25A3
RBMXL1
IGF2R
LMNB2
NMT2
INSIG1
NMNAT3
MGST1
MONIB
ATF3

ENSG0000018598 protein_coding;pr¢
ENSG0000007541 protein_coding;no
ENSG0000021351 protein_coding

ENSG0000019708 protein_coding;ret
ENSG0000017661 processed_transcri
ENSGO0000015246 protein_coding;pr¢
ENSG0000018648 protein_coding;ret
ENSG0000016386 nonsense_mediate
ENSG0000000839 protein_coding; TE
ENSGO0000010311 protein_coding;ret
ENSG0000016277 protein_coding;ret

PCDHGA10ENSG0000025384 protein_coding

CPLANE2

ENSG0000013288 protein_coding

4.1688
80.1888
0.5262
8.2609
2.4088
8.3301
2.9127
6.3981
9.3449
61.9774
0.2780
2.7168
3.7180
4.2385
15.7493
28.4092
16.6352
6.5812
2.6338
12.0601
1.7648
13.1407
26.5445
2.4429
24.2038
0.1322
1.1605
7.1356
4.9798
16.6723
1.7278
0.4464
48.4732
1.8811
0.4672
7.6419
30.6887
8.4653
5.4674
11.1338
0.0682
12.8793
0.2880
15.8660
4.6030
1.0067
0.0696
0.6343

5.2594
103.3088
0.1632
13.4392
1.8134
4.6929
3.6782
3.7140
11.7716
49.1354
0.1475
1.6254
5.3317
6.3913
10.1027
35.9772
11.8959
4.7720
3.3776
9.4703
1.1108
1.4744
20.8049
3.5320
19.2709
0.2405
0.5354
5.5754
2.9588
12.5780
1.1350
0.2498
38.7408
1.1658
0.1711
9.8344
38.6947
6.5362
4.3478
14.1125
0.1455
17.3172
0.4438
19.7095
6.0127
1.5546
0.1460
0.3214

0.79
0.78
3.22
0.61
1.33
1.78
0.79
1.72
0.79
1.26
1.89
1.67
0.70
0.66
1.56
0.79
1.40
1.38
0.78
1.27
1.59
8.91
1.28
0.69
1.26
0.55
2.17
1.28
1.68
1.33
1.52
1.79
1.25
1.61
2.73
0.78
0.79
1.30
1.26
0.79
0.47
0.74
0.65
0.80
0.77
0.65
0.48
1.97

-0.34
-0.37
1.69
-0.70
0.41
0.83
-0.34
0.78
-0.33
0.33
0.91
0.74
-0.52
-0.59
0.64
-0.34
0.48
0.46
-0.36
0.35
0.67
3.16
0.35
-0.53
0.33
-0.86
1.12
0.36
0.75
0.41
0.61
0.84
0.32
0.69
1.45
-0.36
-0.33
0.37
0.33
-0.34
-1.09
-0.43
-0.62
-0.31
-0.39
-0.63
-1.07
0.98

3.29E-02
3.29E-02
3.29E-02
3.29E-02
3.30E-02
3.30E-02
3.30E-02
3.31E-02
3.31E-02
3.31E-02
3.32E-02
3.32E-02
3.32E-02
3.32E-02
3.33E-02
3.33E-02
3.33E-02
3.34E-02
3.35E-02
3.35E-02
3.35E-02
3.36E-02
3.36E-02
3.36E-02
3.36E-02
3.37E-02
3.38E-02
3.39E-02
3.39E-02
3.39E-02
3.41E-02
3.41E-02
3.41E-02
3.41E-02
3.42E-02
3.42E-02
3.42E-02
3.42E-02
3.42E-02
3.43E-02
3.44E-02
3.44E-02
3.44E-02
3.45E-02
3.46E-02
3.47E-02
3.47E-02
3.47E-02

down
down
up
down
up
up
down
up
down
up
up
up
down
down
up
down
up
up
down
up
up
up
up
down
up
down
up
up
up
up
up
up
up
up
up
down
down
up
up
down
down
down
down
down
down
down
down

up



FYTTD!l  ENSG0000012206 protein_coding;no 6.7108
AKT3 ENSG0000011702 protein_coding;pr¢ 0.5732
RAB3IP  ENSG0000012732 protein_coding;ret 0.8910
RTEL1-TNFENSG0000002603 retained intron;no 0.6193
LPAR2 ENSG0000006454 retained_intron;prc  3.8099
PIGG ENSG0000017422 protein_coding;no 3.2101
DPH6 ENSG0000013414 protein_coding;prc 0.7404
BROX ENSG0000016281 protein_coding;prc 7.5165
AGPATS  ENSG0000015518 protein_coding;prc 16.7968
AC020915 ENSG0000026851 antisense 1.3541
TMEM30A ENSG0000011269 protein_coding 39.7387
PITPNC1 ENSGO0000015421 protein_coding;ret 2.8579
PAM ENSG0000014573 protein_coding;no 2.2042
HIST1H2BLENSGO0000015837 protein_coding 2.2503
MAGI3 ENSG0000008102 protein_coding;pr¢ 0.2129
NAA20 ENSG0000017341 processed_transcri 18.7423
RPS20 ENSG0000000898 protein_coding;ret 217.4617
EMILIN2 ENSG0000013220 protein_coding;ret 6.1764
GFOD2 ENSG0000014109 retained_intron;prc  1.9135
AL049634 ENSG0000026086 protein_coding 1.2376
CYB5B ENSG0000010301 retained_intron;prc 12.3838
WBPIL ENSG0000016627 protein_coding;pr¢ 6.1973
ZNF528-AS ENSG0000026983 lincRNA;retained  1.8920
RPS7P11  ENSG0000021332 processed pseudo, 102.1535
FCAR ENSG0000018643 protein_coding;prc 15.2372
LIN7C ENSG0000014894 protein_coding 4.5868
SLC50A1 ENSG0000016924 nonsense_mediate 13.0456
RNASEK-C ENSG0000016193 retained_intron;prc 10.9944
ZDHHC7 ENSG0000015378 protein_coding;no 14.2432
PGD ENSG0000014265 protein_coding;no 119.0223
ANKLE1 ENSG0000016011 nonsense_mediate 4.9903
SPDL1 ENSG0000004027 protein_coding;prc 4.6272
ANKRDI18CENSG0000022643 processed_transcri  0.2061
AL671277 ENSG0000023766 unprocessed_psew 1.7020
RPS3AP25 ENSG0000023238 processed_pseudo, 2.3210
ABCA5 ENSG0000015426 nonsense_mediate 0.8664
CTH ENSG0000011676 protein_coding;prc 1.8876
ARMCI ENSG0000010444 protein_coding;no 16.2849
RCC2 ENSG0000017905 protein_coding;prc 27.9750
CHPF ENSG0000012398 protein_coding 0.1973

4.4168
0.8619
0.5999
0.3293
2.5222
2.4386
1.0794
9.5947
24.4196
0.7683
31.0763
3.8648
1.5815
1.2212
0.1158
23.5966
271.8058
4.7904
1.3550
0.6230
16.6822
4.8058
1.1736
127.6178
11.8452
6.4891
9.5258
7.2610
11.1761
95.2759
3.2566
6.1808
0.4217
0.6033
3.8165
0.5877
2.8516
11.5124
35.3107
0.3708

EEF1Al ENSG0000015650 protein_coding;ret3152.1325 3902.6746

DUSP5P1  ENSGO0000018392 processed pseudo, 1.6568
ATP5ME  ENSGO0000016902 retained_intron;pr 107.4871
THOC7 ENSG0000016363 protein_coding;ret 33.2901
GPR34 ENSGO0000017165 protein_coding 1.3677
CMTR2 ENSG0000018091 protein_coding;ret 4.8158
AP001324 ENSG0000022761 processed_pseudo, 120.3472
OCRL ENSG0000012212 protein_coding;no 2.9603

0.9018
85.6145
41.5678

0.7974

6.1570
151.8570

4.0376

1.52
0.67
1.49
1.88
1.51
1.32
0.69
0.78
0.69
1.76
1.28
0.74
1.39
1.84
1.84
0.79
0.80
1.29
1.41
1.99
0.74
1.29
1.61
0.80
1.29
0.71
1.37
1.51
1.27
1.25
1.53
0.75
0.49
2.82
0.61
1.47
0.66
1.41
0.79
0.53
0.81
1.84
1.26
0.80
1.72
0.78
0.79
0.73

0.60
-0.59
0.57
0.91
0.60
0.40
-0.54
-0.35
-0.54
0.82
0.35
-0.44
0.48
0.88
0.88
-0.33
-0.32
0.37
0.50
0.99
-0.43
0.37
0.69
-0.32
0.36
-0.50
0.45
0.60
0.35
0.32
0.62
-0.42
-1.03
1.50
-0.72
0.56
-0.60
0.50
-0.34
-0.91
-0.31
0.88
0.33
-0.32
0.78
-0.35
-0.34
-0.45

3.49E-02
3.50E-02
3.50E-02
3.50E-02
3.50E-02
3.52E-02
3.53E-02
3.53E-02
3.53E-02
3.53E-02
3.54E-02
3.54E-02
3.54E-02
3.55E-02
3.56E-02
3.57E-02
3.58E-02
3.58E-02
3.59E-02
3.59E-02
3.60E-02
3.61E-02
3.61E-02
3.62E-02
3.62E-02
3.63E-02
3.64E-02
3.65E-02
3.65E-02
3.65E-02
3.66E-02
3.66E-02
3.66E-02
3.66E-02
3.66E-02
3.67E-02
3.67E-02
3.68E-02
3.69E-02
3.69E-02
3.70E-02
3.70E-02
3.70E-02
3.71E-02
3.72E-02
3.72E-02
3.72E-02
3.72E-02

up
down
up
up
up
up
down
down
down
up
up
down
up
up
up
down
down
up
up
up
down
up
up
down
up
down
up
up
up
up
up
down
down
up
down
up
down
up
down
down
down
up
up
down
up
down
down
down



LYL1
RFC5
SH2B3
AC026401
TAF6
CHAF1B
CcwC22
PPFIBP2
FGR
KMT2D
MZT2A
PDPR
TREM1
EGR3
NDUFV2
SLC7AS
GPR&2
NCSTN
RSRC2
AL162458
IKZF5
PCF11

ENSG0000010490 protein_coding;ret
ENSG0000011144 protein_coding;pr«
ENSG0000011125 protein_coding
ENSG0000028020 lincRNA
ENSG0000010629 protein_coding;ret
ENSG0000015925 protein_coding;pr¢
ENSG0000016351 protein_coding
ENSG0000016638 protein_coding;ret
ENSG0000000093 protein_coding;pr¢
ENSG0000016754 protein_coding;pr¢
ENSGO0000017327 protein_coding;ret
ENSG0000009085 retained _intron;pr:
ENSG0000012473 protein_coding;ret
ENSG0000017938 protein_coding;pr¢
ENSG0000017812 processed_transcri
ENSG0000010325 protein_coding;ret
ENSGO0000017165 protein_coding;pr¢
ENSG0000016273 nonsense_mediate
ENSG0000011101 nonsense_mediate
ENSG0000028579 antisense
ENSG0000009557 protein_coding;pr¢
ENSG0000016549 protein_coding; TE

ADAMTSI1CENSG0000014230 protein_coding;ret

EPDRI
AL049697
PRSS57
MERTK
NOC3L
AL441992
PSMC4
UBASH3B
PIBF1
AL391832
SLC38A9
MIS18BP1
PROK2
RRN3P1
TSPAN14
WDR17
TEX15
BCL2
LPL
GPX4
GPSM3
PPP1R10
OSBPL3
NAA38
AP006222

ENSG0000008628 protein_coding
ENSG0000021320 processed_transcri
ENSG0000018519 protein_coding
ENSGO0000015320 protein_coding;ret
ENSG0000017314 processed_transcri
ENSG0000022347 antisense
ENSG0000001327 protein_coding;ret
ENSGO0000015412 protein_coding;ret
ENSG0000008353 protein_coding;pr¢
ENSG0000025808 lincRNA
ENSG0000017705 protein_coding;ret
ENSG0000012953 nonsense_mediate
ENSG0000016342 protein_coding
ENSG0000024812 processed_transcri
ENSG0000010821 processed_transcri
ENSG0000015062 protein_coding;pr¢
ENSG0000013386 protein_coding;pr¢
ENSG0000017179 protein_coding;pr¢
ENSG0000017544 protein_coding;pr«
ENSG0000016746 protein_coding;ret
ENSG0000021365 nonsense_mediate
ENSG0000020456 protein_coding;pr¢
ENSG0000007088 protein_coding;no
ENSG0000018301 protein_coding;pr¢
ENSG0000022846 processed_transcri

21.7485
20.0455
3.7688
4.3396
5.9486
6.2547
13.4963
0.3950
24.6128
1.8655
11.6168
8.8350
1.6038
0.3191
48.9763
10.8303
1.2602
25.6812
4.5595
0.0896
5.5670
8.6604
0.4175
4.4276
0.4826
1.7669
1.3715
7.5403
3.2745
30.5883
1.7845
4.2889
3.0512
1.2940
26.3108
16.7157
1.8908
3.1361
0.2149
4.6640
3.9681
28.3320
40.3717
35.8716
2.5917
1.4727
7.3933
0.3899

27.3865
15.7874
5.0444
6.6866
4.2821
4.6706
17.0219
0.5985
19.5344
1.3801
8.9166
5.6148
1.0433
0.1716
60.6743
13.8723
0.7656
20.4767
6.1643
0.0426
7.5775
10.7250
0.2371
2.2109
0.2006
0.9720
2.0217
9.6816
1.7210
24.2781
2.4446
5.8240
1.7470
1.7992
32.6189
21.8789
2.6535
4.2014
0.0970
3.6105
5.2955
35.0724
31.5757
22.9302
3.6002
1.0215
5.1809
0.1960

0.79
1.27
0.75
0.65
1.39
1.34
0.79
0.66
1.26
1.35
1.30
1.57
1.54
1.86
0.81
0.78
1.65
1.25
0.74
2.10
0.73
0.81
1.76
2.00
241
1.82
0.68
0.78
1.90
1.26
0.73
0.74
1.75
0.72
0.81
0.76
0.71
0.75
2.22
1.29
0.75
0.81
1.28
1.56
0.72
1.44
1.43
1.99

-0.33
0.34
-0.42
-0.62
0.47
0.42
-0.33
-0.60
0.33
0.43
0.38
0.65
0.62
0.89
-0.31
-0.36
0.72
0.33
-0.44
1.07
-0.44
-0.31
0.82
1.00
1.27
0.86
-0.56
-0.36
0.93
0.33
-0.45
-0.44
0.80
-0.48
-0.31
-0.39
-0.49
-0.42
1.15
0.37
-0.42
-0.31
0.35
0.65
-0.47
0.53
0.51
0.99

3.73E-02
3.73E-02
3.73E-02
3.73E-02
3.74E-02
3.74E-02
3.74E-02
3.74E-02
3.74E-02
3.75E-02
3.76E-02
3.76E-02
3.76E-02
3.77E-02
3.77E-02
3.78E-02
3.78E-02
3.78E-02
3.78E-02
3.79E-02
3.80E-02
3.81E-02
3.83E-02
3.83E-02
3.84E-02
3.85E-02
3.85E-02
3.85E-02
3.85E-02
3.85E-02
3.86E-02
3.86E-02
3.86E-02
3.87E-02
3.87E-02
3.88E-02
3.88E-02
3.88E-02
3.89E-02
3.90E-02
3.90E-02
3.91E-02
3.91E-02
3.92E-02
3.93E-02
3.93E-02
3.94E-02
3.95E-02

down
up
down
down
up
up
down
down
up
up
up
up
up
up
down
down
up
up
down
up
down
down
up
up
up
up
down
down
up
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down
down
up
down
down
down
down
down
up
up
down
down
up
up
down
up
up
up



BZW1P2
WDTC1

ENSG0000019840 processed pseudo,
ENSG0000014278 protein_coding;no

TMEM63A ENSG0000019618 protein_coding;pr«

CBFA2T3
FOXN3
AC005332
ELP4
HMGN3
SIDT1
KCTDI12
ZNF548
CSTA

ENSG0000012999 retained _intron;pr:
ENSG0000005325 protein_coding;pr¢
ENSG0000027747 lincRNA
ENSG0000010991 protein_coding;no
ENSG0000011841 protein_coding
ENSG0000007285 protein_coding;ret
ENSG0000017869 protein_coding
ENSG0000018878 protein_coding;no
ENSG0000012155 protein_coding

TBCID10A ENSG0000009999 protein_coding;no
PLA2G12A ENSG0000012373 protein_coding;pr«

GNPNATI
LRRC39
U2SURP
AGAP4
NFATS5
SLC25A39
ING3
GAS6-AS1
1ZUMO4
AC005261
ACO073957
ECE1
SLC7A7
RN7SL4P
TEX10
C150rf39
USP16
ZBTB40

ENSGO0000010052 protein_coding;ret
ENSG0000012247 protein_coding
ENSG0000016371 retained _intron;pr:
ENSG0000018823 processed_transcri
ENSG0000010290 nonsense_mediate
ENSG0000001330 retained _intron;pr:
ENSG0000007124 protein_coding;no
ENSG0000023369 antisense
ENSG0000009984 retained _intron;pr:
ENSG0000026820 lincRNA
ENSG0000027315 antisense
ENSG0000011729 protein_coding;ret
ENSGO0000015546 protein_coding;ret
ENSG0000026374 misc RNA
ENSG0000013689 protein_coding;pr¢
ENSG0000016717 protein_coding
ENSGO0000015625 protein_coding;ret
ENSG0000018467 protein_coding

SEPSECS-AENSG0000028150 antisense

AC126323
GGPS1
TYMS
HSD17B6
NDUFAI1
HESI
ENO1P4
FKBPL
ZNF7
SPATCIL
CDK2
BTBDG6P1
CHD2
STAT2
APOM

ENSG0000016610 transcribed_unpro
ENSG0000015290 protein_coding;pr¢
ENSG0000017689 protein_coding;ret
ENSG0000002542 protein_coding;pr¢
ENSG0000017488 protein_coding;ret
ENSG0000011431 protein_coding;ret
ENSG0000024179 processed pseudo,
ENSG0000020431 protein_coding

ENSG0000014778 protein_coding;ret
ENSG0000016028 protein_coding

ENSG0000012337 processed_transcri
ENSG0000022910 processed_pseudo,
ENSG0000017357 protein_coding;no
ENSG0000017058 retained _intron;pr:
ENSG0000020444 protein_coding

1.0050
8.4530
1.8258
1.0339
3.3418
0.3676
0.5443
82.0192
0.0617
3.1028
1.1528
116.2882
0.2646
3.4664
14.1372
0.5959
13.4276
0.9774
0.9351
16.3427
3.5919
0.3553
0.2807
3.3426
0.5562
0.4679
0.9071
9.8063
7.5809
2.1649
11.3418
4.9251
1.9378
0.4776
4.2794
113.8608
0.4677
19.5722
0.5870
1.2396
4.1824
2.5799
3.9934
14.4769
0.8076
3.5512
6.4578
0.7276

1.8149
6.5529
1.3074
0.6817
4.2564
0.1916
0.7489
65.6213
0.1523
2.2083
0.7237
144.6606
0.1394
2.4577
11.2184
1.0740
16.7046
2.0482
1.5616
12.1617
4.8675
0.5720
0.1386
4.6686
0.3138
0.2872
1.3978
4.0031
9.4884
3.1528
14.0519
3.8295
1.2133
0.7856
6.0027
91.5580
0.2462
15.5375
0.1946
0.5256
2.6479
1.2996
2.6997
11.4095
0.4034
4.8209
4.9491
1.3571

0.55
1.29
1.40
1.52
0.79
1.92
0.73
1.25
0.41
1.41
1.59
0.80
1.90
1.41
1.26
0.55
0.80
0.48
0.60
1.34
0.74
0.62
2.02
0.72
1.77
1.63
0.65
2.45
0.80
0.69
0.81
1.29
1.60
0.61
0.71
1.24
1.90
1.26
3.02
2.36
1.58
1.99
1.48
1.27
2.00
0.74
1.30
0.54

-0.85
0.37
0.48
0.60
-0.35
0.94
-0.46
0.32
-1.30
0.49
0.67
-0.31
0.92
0.50
0.33
-0.85
-0.32
-1.07
-0.74
0.43
-0.44
-0.69
1.02
-0.48
0.83
0.70
-0.62
1.29
-0.32
-0.54
-0.31
0.36
0.68
-0.72
-0.49
0.31
0.93
0.33
1.59
1.24
0.66
0.99
0.56
0.34
1.00
-0.44
0.38
-0.90

3.95E-02
3.96E-02
3.96E-02
3.99E-02
4.00E-02
4.00E-02
4.03E-02
4.04E-02
4.04E-02
4.04E-02
4.05E-02
4.05E-02
4.05E-02
4.06E-02
4.06E-02
4.08E-02
4.08E-02
4.08E-02
4.08E-02
4.09E-02
4.09E-02
4.09E-02
4.09E-02
4.09E-02
4.10E-02
4.11E-02
4.11E-02
4.11E-02
4.12E-02
4.12E-02
4.12E-02
4.12E-02
4.12E-02
4.13E-02
4.13E-02
4.14E-02
4.14E-02
4.15E-02
4.15E-02
4.16E-02
4.16E-02
4.16E-02
4.17E-02
4.17E-02
4.17E-02
4.19E-02
4.19E-02
4.21E-02

down
up
up
up
down
up
down
up
down
up
up
down
up
up
up
down
down
down
down
up
down
down
up
down
up
up
down
up
down
down
down
up
up
down
down
up
up
up
up
up
up
up
up
up
up
down
up
down



MINDY 1
TONSL
COG2
H2AFVPI
UBAP2L
H3F3B
HDAC6
NQOI
AC092171
CDKN2C
RPL7AP6
SLC28A3
ACAT2
NPASI

ENSG0000014340 protein_coding;pr¢
ENSG0000016094 protein_coding;ret
ENSGO0000013577 protein_coding;ret
ENSG0000025874 transcribed proces
ENSG0000014356 protein_coding;pr¢
ENSG0000013247 retained_intron;pr:
ENSG0000009463 protein_coding;no
ENSG0000018101 protein_coding;ret
ENSG0000027308 lincRNA
ENSG0000012308 protein_coding
ENSG0000024207 processed_pseudo,
ENSG0000019750 protein_coding;pr¢
ENSG0000012043 processed_transcri
ENSG0000013075 protein_coding;ret

MIR4435-2F ENSG0000017296 lincRNA;retained

AC022415
UFL1
TTC7A
DHX33
RAB37
PLLP
EEF2
ANAPCI15
POLR3GL
NBPF10
AC110285
RTN4RL2
ERCC6L2
ABCF2
ERCC6L
HDACI1
COG8
CCDC142
C12o0rf45
PLK1
ADAR
ADGREA4P
MIR22HG
SGPLI1
ACO087477
CYBS5RL
RPL10P9
TGFBRI1
ZNF696
KIF1BP
NUDT7
NDUFB7

ENSG0000028613 nonsense_mediate
ENSG0000001412 protein_coding;pr¢
ENSG0000006872 retained_intron;pr:
ENSG0000000510 protein_coding;no
ENSG0000017279 protein_coding;ret
ENSG0000010293 processed_transcri

2.0512
4.3961
3.5334
4.2659
18.0132
41.9616
4.1847
1.2182
0.9984
14.0162
90.3271
7.9983
31.4501
0.8276
0.8440
0.8039
12.6204
2.4936
3.7316
4.5376
0.1266

1.3660
3.2316
4.4720
2.6078
14.4456
56.4308
3.2558
1.9884

1.8404
10.8838

112.4274

6.2694
24.6544
0.4727

1.2190
0.3884
15.8005
3.6265
4.9979
3.2236
0.2753

ENSG0000016765 protein_coding;ret 455.1860 561.6015

ENSG0000011020 protein_coding;pr¢
ENSG0000012185 retained _intron;pr:
ENSG0000027142 protein_coding
ENSG0000026287 lincRNA
ENSG0000018690 protein_coding
ENSG0000018215 nonsense_mediate
ENSG0000028529 protein_coding
ENSG0000018687 protein_coding
ENSGO0000011647 protein_coding;pr¢
ENSG0000021338 protein_coding;pr¢
ENSG0000013563 nonsense_mediate
ENSG0000015113 protein_coding;no
ENSGO0000016685 retained _intron;pr:
ENSG0000016071 protein_coding;ret
ENSGO0000026875 retained _intron;pr:
ENSG0000018659 lincRNA
ENSG0000016622 protein_coding;pr¢
ENSG0000025927 lincRNA
ENSG0000021588 nonsense_mediate
ENSG0000023391 processed pseudo,
ENSG0000010679 protein_coding;no
ENSG0000018573 protein_coding
ENSG0000019895 protein_coding;ret
ENSG0000014087 processed_transcri
ENSG0000009979 protein_coding;no

LAMTORI1 ENSGO0000014935 protein_coding;ret

10.2123
18.2714
0.4654
0.9098
1.0089
1.2386
1.8439
5.5500
41.0151
3.3317
3.3448
0.4604
4.6971
13.1335
7.7619
0.2949
3.1144
0.0759
2.0324

7.2029
13.8817
0.7088
0.4708
0.5631
1.6960
3.3544
4.1042
33.0491
4.3700
1.6913
0.6843
6.2970
9.8027
5.7062
0.1316
2.2915
0.1490
1.3411

229.7073 283.0081

6.9087
0.4735
3.4082
2.9482

11.6939
0.2452
24610
4.4133

123.4390 97.1170

16.4788

12.5063

1.50
1.36
0.79
1.64
1.25
0.74
1.29
0.61
0.54
1.29
0.80
1.28
1.28
1.75
0.69
2.07
0.80
0.69
0.75
1.41
0.46
0.81
1.42
1.32
0.66
1.93
1.79
0.73
0.55
1.35
1.24
0.76
1.98
0.67
0.75
1.34
1.36
2.24
1.36
0.51
1.52
0.81
0.59
1.93
1.38
0.67
1.27
1.32

0.59
0.44
-0.34
0.71
0.32
-0.43
0.36
-0.71
-0.88
0.36
-0.32
0.35
0.35
0.81
-0.53
1.05
-0.32
-0.54
-0.42
0.49
-1.12
-0.30
0.50
0.40
-0.61
0.95
0.84
-0.45
-0.86
0.44
0.31
-0.39
0.98
-0.57
-0.42
0.42
0.44
1.16
0.44
-0.97
0.60
-0.30
-0.76
0.95
0.47
-0.58
0.35
0.40

4.21E-02
4.22E-02
4.22E-02
4.23E-02
4.23E-02
4.23E-02
4.24E-02
4.25E-02
4.25E-02
4.26E-02
4.26E-02
4.26E-02
4.26E-02
4.28E-02
4.29E-02
4.29E-02
4.31E-02
4.32E-02
4.33E-02
4.33E-02
4.34E-02
4.35E-02
4.35E-02
4.35E-02
4.36E-02
4.36E-02
4.37E-02
4.37E-02
4.38E-02
4.38E-02
4.40E-02
4.40E-02
4.40E-02
4.41E-02
4.41E-02
4.42E-02
4.42E-02
4.43E-02
4.44E-02
4.45E-02
4.45E-02
4.45E-02
4.45E-02
4.45E-02
4.46E-02
4.46E-02
4.47E-02
4.47E-02

up
up
down
up
up
down
up
down
down
up
down
up
up
up
down
up
down
down
down
up
down
down
up
up
down
up
up
down
down
up
up
down
up
down
down
up
up
up
up
down
up
down
down
up
up
down
up
up



HECA
HYOU1
ADHS5
XYLT1
RESF1
GTF2F2
NCF4
INSIG2
ACSS3
CHDS
UTP6
SDHAP1

ENSG0000011240 protein_coding

ENSG0000014942 protein_coding;no
ENSG0000019789 protein_coding;no
ENSG0000010348 protein_coding;ret
ENSG0000017471 processed_transcri
ENSG0000018834 protein_coding;pr¢
ENSG0000010036 protein_coding;pr¢
ENSG0000012562 processed_transcri
ENSGO0000011105 processed_transcri
ENSG0000010088 protein_coding;ret
ENSG0000010865 retained _intron;pr:
ENSG0000018548 processed_transcri

PPAN-P2RYENSG0000024320 protein_coding

PTP4A1
ADCY9
RASALI
AC027020
NR4Al
TFDP1
MYO9B
IRF7

ENSG0000011224 protein_coding;pr¢
ENSG0000016210 protein_coding;pr¢
ENSG0000011134 processed_transcri
ENSG0000027012 lincRNA

ENSG0000012335 retained _intron;pr:
ENSG0000019817 nonsense_mediate
ENSG0000009933 protein_coding;ret
ENSG0000018550 protein_coding;ret

VASHI1-ASIENSG0000025830 lincRNA

ITGA9
PUDP
GOLGA2
AL671277
TKFC
LSM4
TP53TG1
AL080250
SPN
GTF2IRD2
DEFAI1B
KDM6B
CD55
CICP14
PFDN4
HPGDS
PPPIR1B
C8orf59
GPD2

ENSG0000014466 protein_coding;ret
ENSG0000013002 protein_coding;pr¢
ENSG0000016711 protein_coding;ret
ENSG0000022776 unprocessed _pseu
ENSG0000014947 retained_intron;pr:
ENSG0000013052 protein_coding;ret
ENSG0000018216 lincRNA
ENSG0000022579 lincRNA
ENSG0000019747 protein_coding;no
ENSG0000019627 protein_coding;ret
ENSG0000024024 protein_coding
ENSG0000013251 protein_coding;pr¢
ENSG0000019635 protein_coding;ret
ENSG0000028149 processed pseudo,
ENSG0000010113 protein_coding;no
ENSG0000016310 protein_coding;ret
ENSGO0000013177 protein_coding;ret
ENSG0000017673 protein_coding;ret
ENSGO0000011515 protein_coding;no

ANKRDI18AENSG0000018007 protein_coding;pr«

SHMT1
SFI1
AMFR
SUN1
BISPR
IQSECI

ENSG0000017697 retained_intron;pr:
ENSG0000019808 protein_coding;ret
ENSGO0000015946 protein_coding;ret
ENSG0000016482 retained _intron;pr:
ENSG0000028285 lincRNA

ENSG0000014471 protein_coding;pr«

4.7222 6.1724
11.3637  9.0704
18.3940  14.7822
2.2559 2.9935
9.6829 7.0842
11.9136 14.8614
136.5790 110.0311
2.7255 1.5746
0.4143 0.2707
2.8597 2.2918
13.7148  16.7931
29214 2.0085
1.2317 0.4339
11.7998  14.5377
0.5565 0.8087
2.9348 2.0990
0.3701 0.1742
0.1213 0.2173
58.7336  47.3898
5.4476 4.2378
0.5774 0.3130
0.4580 0.8822
0.4356 0.2647
5.0704 3.6418
5.2650 4.0688
1.9443 1.1137
0.7882 1.1556
21.6637  31.5861
1.2225 0.6394
1.4297 2.2518
19.2249  27.4346
0.7737 0.4771
1536.4421 1909.6260
1.3061 0.8735
16.6409  13.3792
1.4436 0.8955
12.0674 159518
1.7956 1.1216
1.0320 0.6619
18.5365  23.1081
11.7060  9.4135
1.8024 2.5207
2.2322 1.6010
1.8520 1.3548
5.1325 3.6983
3.5077 2.7646
1.0945 1.8641
0.3055 0.1794

0.77
1.25
1.24
0.75
1.37
0.80
1.24
1.73
1.53
1.25
0.82
1.45
2.84
0.81
0.69
1.40
2.12
0.56
1.24
1.29
1.84
0.52
1.65
1.39
1.29
1.75
0.68
0.69
1.91
0.63
0.70
1.62
0.80
1.50
1.24
1.61
0.76
1.60
1.56
0.80
1.24
0.72
1.39
1.37
1.39
1.27
0.59
1.70

-0.39
0.33
0.32
-0.41
0.45
-0.32
0.31
0.79
0.61
0.32
-0.29
0.54
1.51
-0.30
-0.54
0.48
1.09
-0.84
0.31
0.36
0.88
-0.95
0.72
0.48
0.37
0.80
-0.55
-0.54
0.93
-0.66
-0.51
0.70
-0.31
0.58
0.31
0.69
-0.40
0.68
0.64
-0.32
0.31
-0.48
0.48
0.45
0.47
0.34
-0.77
0.77

4.48E-02
4.48E-02
4.48E-02
4.49E-02
4.49E-02
4.49E-02
4.50E-02
4.50E-02
4.51E-02
4.52E-02
4.52E-02
4.52E-02
4.52E-02
4.53E-02
4.53E-02
4.54E-02
4.54E-02
4.55E-02
4.55E-02
4.55E-02
4.55E-02
4.55E-02
4.56E-02
4.56E-02
4.56E-02
4.58E-02
4.58E-02
4.58E-02
4.59E-02
4.60E-02
4.60E-02
4.61E-02
4.61E-02
4.62E-02
4.62E-02
4.62E-02
4.64E-02
4.64E-02
4.64E-02
4.65E-02
4.65E-02
4.66E-02
4.66E-02
4.67E-02
4.67E-02
4.68E-02
4.69E-02
4.69E-02

down
up
up
down
up
down
up
up
up
up
down
up
up
down
down
up
up
down
up
up
up
down
up
up
up
up
down
down
up
down
down
up
down
up
up
up
down
up
up
down
up
down
up
up
up
up
down
up



NUP43
ZSCANI18
LAT2
PSME3
WDR12
RPSAPI12
ZNF517
STAP1
ACTA2
CNTF
STK38
AC008554
SLC27A2
STATSB
SPRTN

ENSG0000012025 protein_coding;pr¢
ENSG0000012141 protein_coding;ret
ENSG0000008673 protein_coding;ret
ENSG0000013146 protein_coding;ret
ENSG0000013844 protein_coding;ret
ENSG0000024008 processed pseudo,
ENSG0000019736 protein_coding;no
ENSG0000003572 protein_coding

ENSG0000010779 protein_coding;pr¢
ENSG0000024268 protein_coding

ENSG0000011207 protein_coding

ENSG0000023744 protein_coding;no
ENSG0000014028 protein_coding;ret
ENSG0000017375 protein_coding;ret
ENSG0000001007 protein_coding;pr¢

GOLGA2P5 ENSG0000023810 retained_intron;pr:

PELO
SERINCS

ENSG0000015268 protein_coding;pr¢
ENSG0000016430 protein_coding;no

RPS27AP16 ENSG0000022463 transcribed_proces

VEGFA
PARP14
TSC22D3
SLC39A1
Cl70rf49
CCDC88B
NCOA7
CCNG2
FBXO06
AC080038
LIX1L

ENSG0000011271 retained_intron;pr:
ENSG0000017319 retained _intron;pr:
ENSG0000015751 protein_coding

ENSG0000014357 protein_coding;pr¢
ENSG0000025831 retained _intron;pr:
ENSG0000016807 processed_transcri
ENSG0000011191 protein_coding;pr¢
ENSG0000013876 protein_coding;pr¢
ENSG0000011666 protein_coding;ret
ENSG0000001102 retained_intron;pr:
ENSG0000027160 protein_coding

LINC00665 ENSG0000023267 lincRNA
MRPL20-ASENSG0000022487 antisense;retained

H2AFZ
PLCBI
AC000120
CC2D1A
CIB1
TPRKB
CCDC78
QSERI1
TRERF1
DIAPH2
DENNDSB
CELSRI1
FBXL4
AC104794
EIF2S3
TBX19

ENSG0000016403 processed transcri 225.0063

ENSG0000018262 protein_coding;pr¢
ENSG0000028595 protein_coding
ENSG0000013202 protein_coding;ret
ENSG0000018504 protein_coding
ENSG0000014403 protein_coding;ret
ENSG0000016200 retained _intron;pr:
ENSG0000006074 protein_coding;ret
ENSG0000012449 protein_coding
ENSG0000014720 protein_coding
ENSG0000017045 protein_coding;no
ENSG0000007527 protein_coding;pr¢
ENSG0000011223 protein_coding
ENSG0000026007 lincRNA
ENSG0000013074 processed_transcri
ENSG0000014317 processed_transcri

13.2802
1.0504
34.4541
15.9027
10.1064
28.3471
0.4804
3.6362
0.2845
0.3868
11.8464
1.3979
13.7138
6.8119
1.2901
1.2646
6.2198
1.6452
68.5635
4.9139
1.1773
6.6621
16.3267
0.7095
4.8295
4.0947
2.3859
6.2114
6.1317
3.2553
3.6281
1.4639

0.1419
0.2290
3.1248
36.7635
14.3122
0.2420
2.2728
5.3501
3.2759
0.4161
0.0519
3.9171
3.0571
77.4946
0.3925

16.5114
0.6344
43.5657
9.9602
12.3409
16.3410
0.2437
2.3233
0.1493
0.6976
9.3564
0.8250
10.7003
8.4771
0.7412
0.8491
4.6770
2.2216
90.2022
6.0544
1.6213
8.4535
12.5310
1.1801
3.7923
5.1949
1.7167
4.3320
4.8157
4.4486
2.7268
2.8126
170.8914
0.2411
0.9998
2.2616
45.7966
18.2375
0.4241
3.0047
6.6905
4.2689
0.2725
0.0969
4.9459
2.0049
95.9711
0.6856

0.80
1.66
0.79
1.60
0.82
1.73
1.97
1.57
1.91
0.55
1.27
1.69
1.28
0.80
1.74
1.49
1.33
0.74
0.76
0.81
0.73
0.79
1.30
0.60
1.27
0.79
1.39
1.43
1.27
0.73
1.33
0.52
1.32
0.59
0.23
1.38
0.80
0.78
0.57
0.76
0.80
0.77
1.53
0.54
0.79
1.52
0.81
0.57

-0.31
0.73
-0.34
0.68
-0.29
0.79
0.98
0.65
0.93

-0.85
0.34
0.76
0.36
-0.32
0.80
0.57
0.41

-0.43
-0.40
-0.30
-0.46
-0.34
0.38
-0.73
0.35

-0.34
0.47

0.52

0.35

-0.45
0.41

-0.94
0.40
-0.76
-2.13
0.47

-0.32
-0.35
-0.81
-0.40
-0.32
-0.38
0.61

-0.90
-0.34
0.61

-0.31
-0.80

4.69E-02
4.70E-02
4.70E-02
4.71E-02
4.72E-02
4.73E-02
4.73E-02
4.73E-02
4.75E-02
4.75E-02
4.76E-02
4.76E-02
4.76E-02
4.77E-02
4.77E-02
4.78E-02
4.79E-02
4.80E-02
4.80E-02
4.80E-02
4.81E-02
4.82E-02
4.82E-02
4.82E-02
4.83E-02
4.83E-02
4.83E-02
4.85E-02
4.86E-02
4.89E-02
4.89E-02
4.89E-02
4.90E-02
4.91E-02
4.91E-02
4.91E-02
4.91E-02
4.91E-02
4.91E-02
4.92E-02
4.92E-02
4.92E-02
4.92E-02
4.92E-02
4.93E-02
4.93E-02
4.94E-02
4.94E-02

down
up
down
up
down
up
up
up
up
down
up
up
up
down
up
up
up
down
down
down
down
down
up
down
up
down
up
up
up
down
up
down
up
down
down
up
down
down
down
down
down
down
up
down
down
up
down
down



IPO7 ENSG0000020533 nonsense_mediate
TSN ENSG0000021146 nonsense_mediate
MIR222HG ENSG0000027006 lincRNA
GOLGA4 ENSG0000014467 protein_coding;pr¢
SSR3 ENSG0000011485 retained_intron;pr
CREB3 ENSG0000010717 protein_coding;pr«
FAM219B ENSGO0000017876 retained_intron;pr
PIM2 ENSG0000010209 protein_coding;pr«
SLC35F1 ENSGO0000019637 protein_coding
EXOC2 ENSG0000011268 protein_coding;pr«
QARS ENSG0000017205 retained_intron;no
BTBD6 ENSG0000018488 retained_intron;prt
FAM110A ENSG0000012589 protein_coding
LINCO00115 ENSG0000022588 lincRNA
MPHOSPHIENSG0000012438 protein_coding;ret
DOTIL ENSG0000010488 protein_coding;pr«

44.6892
9.5255
3.1147
2.8785

30.8785
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5.0137
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1.1011
1.9529
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3.0193

54.8809
14.3725
4.3513
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37.8332
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2.9021
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4.7467
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6.0189
0.6821
1.1554
13.5756
2.2851
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1.37
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0.71
0.51
1.32
0.81
1.37
1.61
1.69
0.79
1.32

-0.30
-0.59
-0.48
-0.53
-0.29
0.46
0.79
-0.49
-0.98
0.40
-0.30
0.45
0.69
0.76
-0.35
0.40
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4.94E-02
4.95E-02
4.95E-02
4.95E-02
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Supplementary Table 4. GO enrichment analysis of differentially expressed genes.

S.gene. TS.gen B.gene TB.gen

GO_ID GO_Term GO._fu GO_el numbe e.num .numb e.numb pvalue
nction  ass
r ber er er

GO:0019221 cytokine-mediated signaling pi BP 6 27 562 295 19809 9.91E-08
G0:0009986  cell surface CcC 4 42 562 623 19809 2.17E-07
GO:0006955 immune response BP 4 36 562 494 19809 2.57E-07
GO0:0050729 positive regulation of inflamm BP 9 13 562 85 19809 7.66E-07
GO:0009897 external side of plasma membr CC 5 28 562 357 19809 1.35E-06
GO0:0006954 inflammatory response BP 6 28 562 382 19809 5.00E-06
GO:0071276 cellular response to cadmiumi BP 8 8 562 37 19809 7.46E-06
GO:0007155 cell adhesion BP 4 38 562 631 19809 1.17E-05
GO:0030198 extracellular matrix organizatic BP 6 20 562 235 19809 1.34E-05
GO:0097191 extrinsic apoptotic signaling p; BP 6 8 562 45 19809 3.41E-05
GO0:0062023  collagen-containing extracellu CC 5 25 562 361 19809 4.11E-05
GO:0005886 plasma membrane CC 4 182 562 5001 19809 7.01E-05
GO0:0036018 cellular response to erythropoi BP 8 3 562 4 19809 8.89E-05
GO:2000391 positive regulation of neutropt BP 9 3 562 4 19809 8.89E-05
GO:0050901 leukocyte tethering or rolling ~ BP 8 5 562 18 19809 1.14E-04
GO0:0043068 positive regulation of program BP 8 4 562 10 19809 1.17E-04
GO:0000790 nuclear chromatin ccC 7 18 562 235 19809 1.39E-04
GO0:0004896 cytokine receptor activity MF 6 8 562 55 19809 1.50E-04
GO:0001525 angiogenesis BP 5 19 562 258 19809 1.53E-04
G0O:0002376 immune system process BP 3 39 562 740 19809 1.64E-04
GO0:0030728 ovulation BP 5 4 562 11 19809 1.80E-04
GO0:0002576 platelet degranulation BP 9 12 562 122 19809 1.84E-04
GO:0019955  cytokine binding MF 5 7 562 43 19809 1.89E-04
G0:0043235 receptor complex CC 4 16 562 204 19809 2.46E-04
GO:0071711 basement membrane organizat BP 7 4 562 12 19809 2.65E-04
GO0:0043312 neutrophil degranulation BP 9 28 562 481 19809 2.87E-04
GO0:0007267 cell-cell signaling BP 5 17 562 231 19809 3.38E-04
GO:0005887 integral component of plasma: CC 6 61 562 1378 19809 3.63E-04
GO:0070374 positive regulation of ERK1 a1 BP 12 16 562 213 19809 4.00E-04
GO:1901166 neural crest cell migration invc BP 9 3 562 6 19809 4.26E-04
GO:0061312 BMP signaling pathway involy BP 11 3 562 6 19809 4.26E-04
GO0:0010273 detoxification of copper ion BP 5 4 562 14 19809 5.11E-04
GO:0010955 negative regulation of protein; BP 10 4 562 14 19809 5.11E-04
GO:0071773  cellular response to BMP stim BP 8 6 562 37 19809 5.58E-04
GO:0005615 extracellular space ccC 4 75 562 1812 19809 5.64E-04
GO0:0030667 secretory granule membrane CC 7 10 562 101 19809 5.93E-04
GO0:0043394  proteoglycan binding MF 5 4 562 15 19809 6.82E-04
GO0:0033540 fatty acid beta-oxidation using BP 12 4 562 15 19809 6.82E-04
GO:0016021 integral component of membra CC 5 192 562 5545 19809 6.82E-04
GO:0071280 cellular response to copper ion BP 8 5 562 26 19809 7.25E-04
GO:0004908 interleukin-1 receptor activity MF 7 3 562 7 19809 7.30E-04
GO0:0090210 regulation of establishment of BP 8 2 562 2 19809 8.04E-04
GO:0047017 prostaglandin-F synthase activ. MF 7 2 562 2 19809 8.04E-04
GO:0010725 regulation of primitive erythro BP 9 2 562 2 19809 8.04E-04
GO:0070488 neutrophil aggregation BP 8 2 562 2 19809 8.04E-04
GO0:0035854  eosinophil fate commitment BP 6 2 562 2 19809 8.04E-04
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phosphorylation

negative regulation of G1/S trz
integral component of presyna
methylated histone binding
regulation of cyclin-dependent
response to toxic substance
microtubule

focal adhesion assembly
protein tyrosine kinase binding
gamma-tubulin binding
telomeric DNA binding
chondroitin sulfate biosyntheti
inactivation of MAPK activity
chemorepellent activity
negative regulation of blood v«
skeletal muscle tissue regenere
nuclear euchromatin

nuclear hormone receptor bind
histone deacetylase activity
phosphatidylinositol phosphol:
regulation of ERK1 and ERK2
oxidoreductase activity, acting
endocrine pancreas developme
chromosome condensation
eating behavior

regulation of DNA-binding tra
negative regulation of proteoly
regulation of rhodopsin mediat
cellular response to virus
clathrin-coated endocytic vesic
positive regulation of signal tr:
specific granule lumen

PML body

kinase binding

late endosome

transport vesicle

COPII vesicle coating
microvillus

negative regulation of catalytic
bile acid and bile salt transport
negative regulation of MAPK
neuronal cell body membrane
extrinsic component of plasma
DNA-dependent DNA replicat
ATP-dependent RNA helicase
PcG protein complex

ERK1 and ERK2 cascade
3'.5'-cyclic-nucleotide phosphc
fibronectin binding

regulation of cell morphogene:
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phosphatidylcholine binding
hyaluronic acid binding
negative regulation of interferc
positive regulation of sproutin;
ribosomal large subunit assem/
negative regulation of peptidyl
synaptic vesicle

I-kappaB kinase/NF-kappaB si
regulation of MAPK cascade
apoptotic signaling pathway
single-stranded DNA binding
neuropeptide signaling pathwa
mitotic cell cycle

response to gamma radiation
phagosome acidification
blastocyst hatching

peripheral nervous system dev
spectrin binding

positive regulation of interleuk
axonal growth cone
metallocarboxypeptidase activ
leukocyte cell-cell adhesion
negative regulation of blood pi
positive regulation of G2/M tr:
regulation of axonogenesis
smooth endoplasmic reticulum
clathrin-coated vesicle
learning

negative regulation of epithelic
ATP binding

protein stabilization

protein autoubiquitination
autophagosome

endosome

structural molecule activity
blood vessel morphogenesis
brown fat cell differentiation
Golgi to plasma membrane prc
channel activity

protein serine/threonine/tyrosi
cytochrome-c oxidase activity
metal ion transport

cell aging

neuron fate commitment
dynein light intermediate chair
regulation of tumor necrosis fa
synapsis

chaperone cofactor-dependent
synaptic transmission, glutama
protein localization to cilium
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66
66
645
249
29
29
29
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5.54E-01
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5.54E-01
5.54E-01
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5.62E-01
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GO:0019933
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GO:0021537
G0:0043539
GO:0006378
G0:0031016
GO:0035198
G0:0030449
GO:0008565
G0:0001932
GO:0043565
G0O:0003676
GO:0000287
G0:0004386
GO:0009952
G0O:0006362
GO:0005774
G0:0045505
GO:0015991
G0O:0070979
GO:0090314
G0:0090200
GO:0015698
G0O:0051276
GO0:0007202
GO:0038111
GO:0033116
G0:0005741
GO:0009267
G0O:0031398
GO:0003725
G0O:0001558
GO:0006417
G0:0004003
GO:0038128
G0:0098664
G0O:2000145
GO0:0005771
GO:0060076
G0O:0017080
GO:0017156
G0:0044853
GO:0007586
G0:0045664
GO:0006363
G0O:2000310
GO:0097193
G0:0098609
GO:0030900
G0:0006633

cAMP-mediated signaling
cation channel activity
telencephalon development
protein serine/threonine kinase
mRNA polyadenylation
pancreas development
miRNA binding

regulation of complement acti
protein transporter activity
regulation of protein phosphor
sequence-specific DNA bindin
nucleic acid binding
magnesium ion binding
helicase activity
anterior/posterior pattern speci
transcription elongation from I
vacuolar membrane

dynein intermediate chain binc
ATP hydrolysis coupled protor
protein K11-linked ubiquitinat
positive regulation of protein t
positive regulation of release c
inorganic anion transport
chromosome organization
activation of phospholipase C
interleukin-7-mediated signalii
endoplasmic reticulum-Golgi i
mitochondrial outer membrane
cellular response to starvation
positive regulation of protein t
double-stranded RNA binding
regulation of cell growth
regulation of translation
ATP-dependent DNA helicase
ERBB?2 signaling pathway

G protein-coupled serotonin re
regulation of cell motility
multivesicular body

excitatory synapse

sodium channel regulator activ
calcium ion regulated exocytos
plasma membrane raft
digestion

regulation of neuron differenti
termination of RNA polymeras
regulation of NMDA receptor
intrinsic apoptotic signaling pe
cell-cell adhesion

forebrain development

fatty acid biosynthetic process
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MF
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MF
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BP
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BP
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68
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5.76E-01
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5.79E-01
5.79E-01
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5.79E-01
5.79E-01
5.79E-01
5.79E-01
5.79E-01
5.87E-01
5.87E-01
5.87E-01
5.87E-01
5.87E-01
5.87E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.91E-01
5.92E-01
5.95E-01
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GO:0015078
G0:0048863
GO:0034612
G0:0046540
GO:0045736
G0:0016239
GO:0006361
G0:0045907
GO:0097192
G0:0043552
GO:0071108
G0O:0016788
GO:0008089
G0:0004993
GO:0044344
G0:0000123
G0:0032480
G0:0030117
GO:0016616
G0:0030670
GO:0043154
G0O:0006464
GO:0010506
G0:0032436
GO:0005251
G0:0048678
GO:0030073
G0:0030513
GO:0071949
G0:0008625
GO:0043967
G0O:0006370
GO:0018279
G0:0070059
GO:0045815
G0O:0006904
GO:0033574
G0:0032839
GO:0043928
G0:0007264
GO:0070268
G0O:0043197
GO0:0042391
G0:0004721
GO:0008236
G0:0032148
GO:0032212
G0:0070830
GO:0003281
G0:0030594

proton transmembrane transpo
stem cell differentiation
response to tumor necrosis fac
U4/U6 x US tri-snRNP comple
negative regulation of cyclin-d
positive regulation of macroau
transcription initiation from R]
positive regulation of vasocon:
extrinsic apoptotic signaling p:
positive regulation of phospha
protein K48-linked deubiquitir
hydrolase activity, acting on e
anterograde axonal transport
G protein-coupled serotonin re
cellular response to fibroblast
histone acetyltransferase comg
negative regulation of type I in
membrane coat
oxidoreductase activity, acting
phagocytic vesicle membrane
negative regulation of cysteine
cellular protein modification p
regulation of autophagy
positive regulation of proteaso
delayed rectifier potassium ch
response to axon injury
insulin secretion

positive regulation of BMP sig
FAD binding

extrinsic apoptotic signaling p:
histone H4 acetylation
7-methylguanosine mRNA car
protein N-linked glycosylation
intrinsic apoptotic signaling pe
positive regulation of gene exy
vesicle docking involved in ex
response to testosterone
dendrite cytoplasm
exonucleolytic nuclear-transcr
small GTPase mediated signal
cornification

dendritic spine

regulation of membrane potent
phosphoprotein phosphatase a
serine-type peptidase activity
activation of protein kinase B :
positive regulation of telomere
bicellular tight junction assem!
ventricular septum developmes
neurotransmitter receptor activ
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6.20E-01
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GO:1903671
G0:0002027
GO:0006479
G0O:0000077
GO:0098686
G0O:0007616
GO:0030879
G0:0007281
GO:0030855
G0:0002479
GO:0045444
G0O:0003677
GO:0070373
G0:0045727
GO:0006661
G0:0051291
GO:0006811
G0:0019731
GO0:0030521
GO:0005875
GO:0005319
G0O:0098656
GO:0042169
GO:0000118
GO:0048568
G0O:0046627
GO:0071479
G0O:0006099
GO:0031305
G0:0006259
GO:0033017
GO:0016358
GO:0004860
G0O:0006897
GO:0009653
GO:0015171
GO:0006641
G0:0048477
G0O:2000272
G0O:0043198
GO:0050772
G0:0030010
GO:0033572
G0:0042026
GO:0007093
G0:0001540
GO:0003777
G0:0005216
GO:0003730
G0O:0051259

negative regulation of sproutin
regulation of heart rate
protein methylation

DNA damage checkpoint
hippocampal mossy fiber to C.
long-term memory

mammary gland development
germ cell development
epithelial cell differentiation
antigen processing and present
fat cell differentiation

DNA binding

negative regulation of ERK1 a
positive regulation of translati
phosphatidylinositol biosynthe
protein heterooligomerization
ion transport

antibacterial humoral response
androgen receptor signaling pe
microtubule associated comple
lipid transporter activity

anion transmembrane transpor
SH2 domain binding

histone deacetylase complex
embryonic organ development
negative regulation of insulin 1
cellular response to ionizing ra
tricarboxylic acid cycle
integral component of mitochc
DNA metabolic process
sarcoplasmic reticulum membu
dendrite development

protein kinase inhibitor activit
endocytosis

anatomical structure morphoge
amino acid transmembrane tra:
triglyceride metabolic process
oogenesis

negative regulation of signalin
dendritic shaft

positive regulation of axonoge
establishment of cell polarity
transferrin transport

protein refolding

mitotic cell cycle checkpoint
amyloid-beta binding
microtubule motor activity
ion channel activity

mRNA 3'-UTR binding
protein complex oligomerizatis

BP
BP
BP
BP
CC
BP
BP
BP
BP
BP
BP
MF
BP
BP
BP
BP
BP
BP
BP
CC
MF
BP
MF
CC
BP
BP
BP
BP
CC
BP
CC
BP
MF
BP
BP
MF
BP
BP
BP
CC
BP
BP
BP
BP
BP
MF
MF
MF
MF
BP

—
o © ©

AN N 0O N L 1 N

_
S O N

N O AN O 99 A Q9 Q90N 10 WUV QOISO P P 3

i p— p—
S v wn D v g

~N 00 N

NNNN%[\)NNF—‘P—‘HP—‘»—‘P—‘»—‘»—A

—_
o]

[\ T O I, T NS I N R e e e Y L 4 T S e e S N R R N e e e e T

562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562

34
34
34
34
34
34
34
34
74
74
74
2294
75
75
75
75
672
35
35
35
35
35
35
35
35
35
35
35
35
35
35
35
35
193
116
36
36
36
36
36
36
36
36
36
36
77
77
194
78
78

19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809

6.24E-01
6.24E-01
6.24E-01
6.24E-01
6.24E-01
6.24E-01
6.24E-01
6.24E-01
6.25E-01
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G0O:0001654
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GO:0042307
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G0O:0010468
GO:0007613
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G0O:0007032
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GO:0030307
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cell

positive regulation of Wnt sigr
presynaptic active zone
excretion

odontogenesis

eye development

lung alveolus development
protein-containing complex
lysosome

lipid droplet

glycolytic process

Cul3-RING ubiquitin ligase cc
lipid homeostasis

Rab guanyl-nucleotide exchan
glycosaminoglycan biosynthet
positive regulation of cardiac 1
NAD binding

cellular response to nerve grov
regulation of heart rate by carc
negative regulation of protein |
protein polyubiquitination
negative regulation of cell gron
presynaptic membrane

protein import into nucleus
lysosome organization
activation of JUN kinase activ:
carboxypeptidase activity
transmitter-gated ion channel ¢
dendrite morphogenesis
negative regulation of blood vt
phosphatidylinositol-3-phosph
DNA-dependent ATPase activ
positive regulation of protein i
positive regulation of protein t
negative regulation of vasculai
glycosphingolipid metabolic p
response to cold

regulation of gene expression
memory

phagocytosis, recognition
biological process

intraciliary transport involved
microtubule-based process
histone deacetylation

killing of cells of other organis
phosphotyrosine residue bindii
endosome organization
potassium channel activity
positive regulation of cell grov
lipid catabolic process

CC
BP
CcC
BP
BP
BP
BP
CC
CC
CC
BP
CC
BP
MF
BP
BP
MF
BP
BP
BP
BP
BP
CcC
BP
BP
BP
MF
MF
BP
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BP
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BP
MF
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37
37
37
37
37
37

682

386
79
38
38
38
38
38
38
38
38
38
80

237
121
81
81
39
39
39
39
39
39
39
39
39
39
39
39
39

240
82
82

581
40
40
40
40
40
40
83
83
124

19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809

6.55E-01
6.56E-01
6.56E-01
6.56E-01
6.56E-01
6.56E-01
6.56E-01
6.57E-01
6.59E-01
6.60E-01
6.65E-01
6.65E-01
6.65E-01
6.65E-01
6.65E-01
6.65E-01
6.65E-01
6.65E-01
6.65E-01
6.67E-01
6.67E-01
6.71E-01
6.74E-01
6.74E-01
6.75E-01
6.75E-01
6.75E-01
6.75E-01
6.75E-01
6.75E-01
6.75E-01
6.75E-01
6.75E-01
6.75E-01
6.75E-01
6.75E-01
6.75E-01
6.79E-01
6.80E-01
6.80E-01
6.82E-01
6.84E-01
6.84E-01
6.84E-01
6.84E-01
6.84E-01
6.84E-01
6.87E-01
6.87E-01
6.87E-01



GO:0006260
G0:0000932
GO:0071277
G0:0030276
GO:0006749
G0:0070317
GO:0043407
G0:0030286
GO:0030018
G0:0005923
GO:0016779
G0O:0007059
GO:0042220
G0:0050909
GO0:0030331
G0:0035097
GO0:0032391
G0:0006654
GO:0007098
G0:0045214
GO:0051539
G0:0003713
GO:0044325
G0:0046330
GO:0006956
G0:0014070
GO:0019894
G0:0005245
G0:0034332
G0:0016235
GO:0003899
GO:0016798
GO0:0032580
G0:0034220
GO:0035264
G0:0004519
GO:0001658
G0:0007043
GO:0006665
G0O:0071005
GO:0050681
G0:0042645
GO:0006814
G0:0008333
GO:0030199
G0:0030658
GO0:0032024
G0:0015914
G0O:0014823
G0O:0048156

DNA replication

P-body

cellular response to calcium io
clathrin binding

glutathione metabolic process
negative regulation of GO to G
negative regulation of MAP ki
dynein complex

Z disc

bicellular tight junction
nucleotidyltransferase activity
chromosome segregation
response to cocaine

sensory perception of taste
estrogen receptor binding
histone methyltransferase com
photoreceptor connecting ciliu
phosphatidic acid biosynthetic
centrosome cycle

sarcomere organization

4 iron, 4 sulfur cluster binding
transcription coactivator activi
ion channel binding

positive regulation of JNK cas
complement activation
response to organic cyclic corr
kinesin binding

voltage-gated calcium channel
adherens junction organizatior
aggresome

DNA-directed 5'-3' RNA polyr
hydrolase activity, acting on gl
Golgi cisterna membrane

ion transmembrane transport
multicellular organism growth
endonuclease activity
branching involved in ureteric
cell-cell junction assembly
sphingolipid metabolic proces:
U2-type precatalytic spliceoso
androgen receptor binding
mitochondrial nucleoid
sodium ion transport
endosome to lysosome transpo
collagen fibril organization
transport vesicle membrane
positive regulation of insulin s
phospholipid transport
response to activity

tau protein binding

BP
CC
BP
MF
BP
BP
BP
CC
CC
CC
MF
BP
BP
BP
MF
CC
CcC
BP
BP
BP
MF
MF
MF
BP
BP
BP
MF
MF
BP
CC
MF
MF
CcC
BP
BP
MF
BP
BP
BP
CC
MF
CC
BP
BP
BP
CC
BP
BP
BP
MF

NN NS OO 0RO 00 L 00 00 0

—_
w

N Q9 0 O B~ O 00 I QAN P00 N N

—_—

0 —
e i Y B e B e T e e e e S I N JEENE [ NG T NS B S U T NG I NG R U8 B B e N i e e e e ® I O IR S I US B e S O R NG I AN

562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
562
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562

165
84
84
41
41
41
41
41
126
126
85
85
42
42
42
42
42
42
42
42
42
285
127
86
86
128
43
43
43
43
43
87
87
289
88
88
44
44
44
44
44
44
131
45
45
45
45
45
45
45

19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809

6.92E-01
6.93E-01
6.93E-01
6.93E-01
6.93E-01
6.93E-01
6.93E-01
6.93E-01
6.98E-01
6.98E-01
6.99E-01
6.99E-01
7.02E-01
7.02E-01
7.02E-01
7.02E-01
7.02E-01
7.02E-01
7.02E-01
7.02E-01
7.02E-01
7.02E-01
7.03E-01
7.05E-01
7.05E-01
7.08E-01
7.10E-01
7.10E-01
7.10E-01
7.10E-01
7.10E-01
7.11E-01
7.11E-01
7.16E-01
7.17E-01
7.17E-01
7.19E-01
7.19E-01
7.19E-01
7.19E-01
7.19E-01
7.19E-01
7.22E-01
7.27E-01
7.27E-01
7.27E-01
7.27E-01
7.27E-01
7.27E-01
7.27E-01



GO:0090051
G0:0097542
GO:0030315
G0:0005829
GO:0004715
G0O:0001890
GO:0022627
G0:0010212
GO:0031100
G0:0005262
GO:0032147
G0O:0001669
GO:0006605
G0:0120163
GO:0030864
G0:0003727
GO:0004879
G0:0043124
GO:0051781
G0O:0004175
GO:1905515
G0:0000723
GO:0071902
G0O:0006612
GO:0031175
G0:0042127
GO:0019886
G0O:0061337
GO:0050885
G0O:0009411
GO:0045747
G0:0008542
GO:0045597
G0O:0006508
GO:0005769
GO0:0055085
GO:0034613
G0:0010507
GO:0005637
GO:0075733
GO:0008146
G0:0001917
GO:0046854
G0:0036297
GO0:0000281
G0:0004527
GO:0051603
G0:0070498
GO:0006911
G0O:0006958

negative regulation of cell mig
ciliary tip

T-tubule

cytosol

non-membrane spanning prote
placenta development
cytosolic small ribosomal subt
response to ionizing radiation
animal organ regeneration
calcium channel activity
activation of protein kinase act
acrosomal vesicle

protein targeting

negative regulation of cold-ind
cortical actin cytoskeleton
single-stranded RNA binding
nuclear receptor activity
negative regulation of I-kappal
positive regulation of cell divis
endopeptidase activity
non-motile cilium assembly
telomere maintenance

positive regulation of protein s
protein targeting to membrane
neuron projection developmen
regulation of cell population p:
antigen processing and present
cardiac conduction
neuromuscular process control
response to UV

positive regulation of Notch si
visual learning

positive regulation of cell diffe
proteolysis

early endosome
transmembrane transport
cellular protein localization
negative regulation of autopha
nuclear inner membrane
intracellular transport of virus
sulfotransferase activity
photoreceptor inner segment
phosphatidylinositol phosphor
interstrand cross-link repair
mitotic cytokinesis
exonuclease activity
proteolysis involved in cellulas
interleukin-1-mediated signalii
phagocytosis, engulfment
complement activation, classic

BP
CC
CcC
CC
MF
BP
CcC
BP
BP
MF
BP
CC
BP
BP
CC
MF
MF
BP
BP
MF
BP
BP
BP
BP
BP
BP
BP
BP
BP
BP
BP
BP
BP
BP
CC
BP
BP
BP
CC
BP
MF
CC
BP
BP
BP
MF
BP
BP
BP
BP
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562
562
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562
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45
45
45
5029
46
46
46
46
46
92
92
92
47
47
47
47
47
47
47
93
48
48
48
48
138
180
95
49
49
49
49
49
49
651
262
653
50
50
50
50
50
50
50
50
51
51
51
98
98
142

19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809

7.27E-01
7.27E-01
7.27E-01
7.27E-01
7.34E-01
7.34E-01
7.34E-01
7.34E-01
7.34E-01
7.40E-01
7.40E-01
7.40E-01
7.42E-01
7.42E-01
7.42E-01
7.42E-01
7.42E-01
7.42E-01
7.42E-01
7.45E-01
7.49E-01
7.49E-01
7.49E-01
7.49E-01
7.54E-01
7.55E-01
7.56E-01
7.56E-01
7.56E-01
7.56E-01
7.56E-01
7.56E-01
7.56E-01
7.57E-01
7.57E-01
7.61E-01
7.63E-01
7.63E-01
7.63E-01
7.63E-01
7.63E-01
7.63E-01
7.63E-01
7.63E-01
7.70E-01
7.70E-01
7.70E-01
7.71E-01
7.71E-01
7.71E-01



GO:0045095
G0:0030163
GO:0030178
G0:0032760
GO:0005544
G0O:0009306
GO:0019901
G0:0005913
GO:0000980
G0O:0005635
GO:0016887
G0O:0051290
GO:0005881
GO:0006888
GO:0030030
G0O:0019904
GO:1903508
G0:0005975
GO:0001227
G0:0003707
GO:0048704
G0:0042277
GO:0008152
G0:0045814
GO:1904115
G0:0043401
GO:0005871
G0:0043657
GO:0016459
G0O:0003674
GO:0005654
G0:0048365
GO:0030665
G0:0045787
GO:0043022
G0:0031492
GO:0006366
G0:0043621
GO:0030326
G0:0006338
GO:0006470
G0O:0031966
GO:0030176
G0:0008654
GO:0000166
G0:0000045
G0O:0019003
G0:0045860
GO:0005759
G0:0008544

keratin filament

protein catabolic process
negative regulation of Wnt sig
positive regulation of tumor ne
calcium-dependent phospholip
protein secretion

protein kinase binding
cell-cell adherens junction
RNA polymerase II distal enhe
nuclear envelope

ATPase activity

protein heterotetramerization
cytoplasmic microtubule
endoplasmic reticulum to Golg
cell projection organization
protein domain specific bindin
positive regulation of nucleic ¢
carbohydrate metabolic proces
DNA-binding transcription ref
steroid hormone receptor activ
embryonic skeletal system mor
peptide binding

metabolic process

negative regulation of gene ex]
axon cytoplasm

steroid hormone mediated sign
kinesin complex

host cell

myosin complex

MF

nucleoplasm

Rac GTPase binding
clathrin-coated vesicle membr:
positive regulation of cell cycl
ribosome binding
nucleosomal DNA binding
transcription by RNA polymer
protein self-association
embryonic limb morphogenesi
chromatin remodeling

protein dephosphorylation
mitochondrial membrane
integral component of endopla
phospholipid biosynthetic proc
nucleotide binding
autophagosome assembly
GDP binding

positive regulation of protein k
mitochondrial matrix
epidermis development

CC
BP
BP
BP
MF
BP
MF
CC
MF
CC
MF
BP
CcC
BP
BP
MF
BP
BP
MF
MF
BP
MF
BP
BP
CC
BP
CcC
CC
CC
MF
CC
MF
CcC
BP
MF
MF
BP
MF
BP
BP
BP
CC
CcC
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BP
MF
BP
CC
BP
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99
52
52
52
52
52
468
100
100
187
229
53
53
188
188
271
101
231
231
54
54
54
190
55
55
55
55
55
55
711
3200
56
56
56
56
56
277
57
57
106
195
152
107
58
1817
59
59
59
366
109

19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809

7.76E-01
7.77E-01
7.77E-01
7.77E-01
7.77E-01
7.77E-01
7.78E-01
7.80E-01
7.80E-01
7.81E-01
7.82E-01
7.83E-01
7.83E-01
7.84E-01
7.84E-01
7.84E-01
7.85E-01
7.88E-01
7.88E-01
7.89E-01
7.89E-01
7.89E-01
7.91E-01
7.95E-01
7.95E-01
7.95E-01
7.95E-01
7.95E-01
7.95E-01
7.98E-01
8.01E-01
8.01E-01
8.01E-01
8.01E-01
8.01E-01
8.01E-01
8.01E-01
8.07E-01
8.07E-01
8.07E-01
8.07E-01
8.09E-01
8.11E-01
8.12E-01
8.14E-01
8.17E-01
8.17E-01
8.17E-01
8.19E-01
8.19E-01



GO:0050853
G0O:0001568
GO:0016328
G0:0002223
GO:0016740
G0:0001570
GO:0030139
GO0:0000151
GO:0031072
G0O:0051898
GO:0007601
G0O:0005819
GO:0003774
G0O:0051536
GO:0007187
G0:0048666
GO:0006694
G0:0045665
GO0:0032259
G0O:0004722
GO:0031667
G0:0030433
GO:0007416
G0:0005905
GO:0003682
G0:0007268
GO:0005765
G0:0002250
GO:0003684
G0:0050660
GO:0008217
G0:0030017
GO:0006281
G0:0007283
GO:0043010
G0:0002039
GO:0000381
G0:0008233
GO:0051321
G0O:0005789
GO:0003729
GO0:0010977
GO:0000149
G0:0005249
GO:0006887
G0:0022857
GO:0000784
G0:0060041
GO:0016241
G0:0045335

B cell receptor signaling pathw
blood vessel development
lateral plasma membrane
stimulatory C-type lectin recer
transferase activity
vasculogenesis

endocytic vesicle

ubiquitin ligase complex

heat shock protein binding
negative regulation of protein |
visual perception

spindle

motor activity

iron-sulfur cluster binding

G protein-coupled receptor sig
neuron development

steroid biosynthetic process
negative regulation of neuron «
methylation

protein serine/threonine phosp
response to nutrient levels
ubiquitin-dependent ERAD pa
synapse assembly
clathrin-coated pit

chromatin binding

chemical synaptic transmissiot
lysosomal membrane

adaptive immune response
damaged DNA binding

flavin adenine dinucleotide bir
regulation of blood pressure
sarcomere

DNA repair

spermatogenesis

camera-type eye development
p53 binding

regulation of alternative mRN.
peptidase activity

meiotic cell cycle
endoplasmic reticulum membr
mRNA binding

negative regulation of neuron |
SNARE binding
voltage-gated potassium chann
exocytosis

transmembrane transporter act
nuclear chromosome, telomeri
retina development in camera-
regulation of macroautophagy
phagocytic vesicle

BP
BP
CcC
BP
MF
BP
CcC
CC
MF
BP
BP
CC
MF
MF
BP
BP
BP
BP
BP
MF
BP
BP
BP
CC
MF
BP
CcC
BP
MF
MF
BP
CC
BP
BP
BP
MF
BP
MF
BP
CC
MF
BP
MF
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MF
CcC
BP
BP
CC
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60
60
110
1826
61
61
112
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204
204
113
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63
206
64
64
64
64
64
418
251
294
379
65
65
65
65
380
463
66
66
66
545
118
979
166
67
67
68
121
170
122
70
71
71

19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
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19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809
19809

8.19E-01
8.23E-01
8.23E-01
8.23E-01
8.24E-01
8.28E-01
8.28E-01
8.31E-01
8.33E-01
8.33E-01
8.34E-01
8.34E-01
8.34E-01
8.37E-01
8.37E-01
8.37E-01
8.37E-01
8.37E-01
8.40E-01
8.42E-01
8.42E-01
8.42E-01
8.42E-01
8.42E-01
8.42E-01
8.43E-01
8.44E-01
8.46E-01
8.46E-01
8.46E-01
8.46E-01
8.46E-01
8.48E-01
8.50E-01
8.51E-01
8.51E-01
8.51E-01
8.51E-01
8.52E-01
8.52E-01
8.54E-01
8.55E-01
8.55E-01
8.59E-01
8.62E-01
8.65E-01
8.65E-01
8.67E-01
8.71E-01
8.71E-01



GO0:0032482
G0:0007265
GO:0061418
G0:0090575
GO:0005546
G0:0042393
GO:0009749
G0:0045732
G0O:0060548
G0:0036064
G0:0004930
GO:0000785
GO:0038096
G0:0021987
GO:0072686
G0O:0006644
GO:0016567
G0:0043130
GO:0000086
GO:1901796
GO:0051301
G0:0030216
G0O:0004842
G0O:0005884
GO:0050790
GO0:0016705
GO:0001650
G0:0045892
GO:0008543
G0O:0007338
GO:0071260
G0O:0030672
GO:0061024
G0O:0007018
GO:0005758
G0:0000922
GO:0060964
G0:0008104
GO:0031647
G0:0008286
GO:0008168
G0:0072562
GO:0003712
GO:0016874
GO:0030674
G0:0031625
GO:0050829
G0:0019903
GO:0004497
G0O:0008076

Rab protein signal transductior
Ras protein signal transductior
regulation of transcription fror
RNA polymerase II transcripti
phosphatidylinositol-4,5-bisph
histone binding

response to glucose

positive regulation of protein ¢
negative regulation of cell dea
ciliary basal body

G protein-coupled receptor act
chromatin

Fc-gamma receptor signaling t
cerebral cortex development
mitotic spindle

phospholipid metabolic proces
protein ubiquitination
ubiquitin binding

G2/M transition of mitotic cell
regulation of signal transductic
cell division

keratinocyte differentiation
ubiquitin-protein transferase a
actin filament

regulation of catalytic activity
oxidoreductase activity, acting
fibrillar center

negative regulation of transcrij
fibroblast growth factor recept
single fertilization

cellular response to mechanica
synaptic vesicle membrane
membrane organization
microtubule-based movement
mitochondrial intermembrane -
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regulation of gene silencing by
protein localization

regulation of protein stability
insulin receptor signaling path
methyltransferase activity
blood microparticle
transcription coregulator activi
ligase activity

protein binding, bridging
ubiquitin protein ligase bindin;
defense response to Gram-neg;
protein phosphatase binding
monooxygenase activity
voltage-gated potassium chann
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77
274
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9.19E-01
9.19E-01
9.23E-01



GO:0006898
G0:0003714
GO:0005739
G0:0035278
GO:0035578
G0:0005694
GO:0007049
G0:0005244
GO:0006805
G0:0090630
GO0:0005930
G0:0008203
GO:0042632
G0:0034765
GO:0006886
G0:0005681
GO:0008234
GO:1990904
G0:0005200
G0:0003823
GO:0006325
G0:0031090
GO:0006310
GO:0005575
GO:0031982
G0:0038095
GO:0002377
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GO:0007015
G0:0004843
GO:0005815
G0:0005543
GO:0036459
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GO:0000184
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GO:0045296
G0:0031424
GO:0005882
G0:0005929
GO:0031514
GO0:0005506
GO:0016579
G0O:0051726
GO:0016607
G0:0030496

receptor-mediated endocytosis
transcription corepressor activ
mitochondrion

miRNA mediated inhibition of
azurophil granule lumen
chromosome

cell cycle

voltage-gated ion channel acti
xenobiotic metabolic process
activation of GTPase activity
axoneme

cholesterol metabolic process
cholesterol homeostasis
regulation of ion transmembra:
intracellular protein transport
spliceosomal complex
cysteine-type peptidase activit
ribonucleoprotein complex
structural constituent of cytosk
antigen binding

chromatin organization
organelle membrane
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vesicle

Fc-epsilon receptor signaling ¢
immunoglobulin production
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thiol-dependent ubiquitin-spec
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transcription initiation from R]
glucose homeostasis
nuclear-transcribed mRNA cat
steroid metabolic process
cellular response to DNA dam
nucleus

cadherin binding
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intermediate filament
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iron ion binding

protein deubiquitination
regulation of cell cycle
nuclear speck

midbody
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Supplementary Table 5. KEGG enrichment analysis of differentially expressed genes.

S.gene.n TS.gene. B.gene.n TB.gene.

pathway_id pathway_name umber  number umber  number pvalue

ko04640 Hematopoietic cell lineage 15 259 94 7612 5.29E-07
ko04060 Cytokine-cytokine receptor interaction 24 259 292 7612 5.16E-05
ko04350 TGF-beta signaling pathway 10 259 91 7612 9.91E-04
ko04512 ECM-receptor interaction 8 259 82 7612 6.53E-03
ko05418 Fluid shear stress and atherosclerosis 11 259 137 7612 6.87E-03
ko04371 Apelin signaling pathway 11 259 137 7612 6.87E-03
ko04978 Mineral absorption 6 259 51 7612 7.30E-03
ko04510 Focal adhesion 14 259 199 7612 7.82E-03
ko04151 PI3K-Akt signaling pathway 21 259 353 7612 8.79E-03
ko04380 Osteoclast differentiation 10 259 125 7612 1.00E-02
ko05310 Asthma 4 259 28 7612 1.41E-02
ko00512 Mucin type O-glycan biosynthesis 4 259 31 7612 2.00E-02
ko00052 Galactose metabolism 4 259 31 7612 2.00E-02
ko04750 Inflammatory mediator regulation of TRP chai 8 259 100 7612 2.03E-02
ko05144 Malaria 5 259 48 7612 2.28E-02
ko00770 Pantothenate and CoA biosynthesis 3 259 19 7612 2.52E-02
ko04062 Chemokine signaling pathway 12 259 188 7612 2.65E-02
ko00740 Riboflavin metabolism 2 259 8 7612 2.82E-02
ko05323 Rheumatoid arthritis 7 259 87 7612 2.82E-02
ko04145 Phagosome 10 259 148 7612 2.92E-02
ko05206 MicroRNAs in cancer 10 259 150 7612 3.17E-02
ko05166 Human T-cell leukemia virus 1 infection 13 259 217 7612 3.37E-02
ko05146 Amoebiasis 7 259 95 7612  4.26E-02
ko04360 Axon guidance 11 259 181 7612 4.45E-02
ko05202 Transcriptional misregulation in cancer 11 259 185 7612 5.06E-02
ko04610 Complement and coagulation cascades 6 259 79 7612 5.17E-02
ko04933 AGE-RAGE signaling pathway in diabetic cor 7 259 100 7612 5.36E-02
ko04514 Cell adhesion molecules (CAMs) 9 259 144 7612  5.67E-02
ko05200 Pathways in cancer 25 259 528 7612 5.70E-02
ko00380 Tryptophan metabolism 4 259 43 7612 5.73E-02
ko04022 c¢GMP-PKG signaling pathway 10 259 167 7612 5.84E-02
ko04611 Platelet activation 8 259 124 7612 6.04E-02
ko04926 Relaxin signaling pathway 8 259 130 7612 7.51E-02
ko05205 Proteoglycans in cancer 11 259 199 7612 7.68E-02
ko05163 Human cytomegalovirus infection 12 259 223 7612 7.78E-02
ko00330 Arginine and proline metabolism 4 259 49 7612  8.43E-02
ko05414 Dilated cardiomyopathy (DCM) 6 259 90 7612 8.56E-02
ko04725 Cholinergic synapse 7 259 112 7612 8.68E-02
ko00410 beta-Alanine metabolism 3 259 31 7612 8.70E-02
ko05140 Leishmaniasis 5 259 70 7612 8.92E-02
ko04218 Cellular senescence 9 259 158 7612 8.96E-02
ko04657 IL-17 signaling pathway 6 259 93 7612 9.65E-02
ko04550 Signaling pathways regulating pluripotency of 8 259 139 7612 1.01E-01
ko04071 Sphingolipid signaling pathway 7 259 119 7612 1.11E-01
ko04971 Gastric acid secretion 5 259 75 7612 1.11E-01
ko05330 Allograft rejection 3 259 35 7612 1.15E-01
ko05134 Legionellosis 4 259 55 7612 1.16E-01



ko05416
ko05340
ko00500
ko05143
ko05216
ko05332
ko04621
ko04928
ko05165
ko05132
ko05219
ko04940
ko04270
ko05410
ko04015
ko04911
ko04310
ko05150
ko05167
ko00340
ko04614
ko04210
ko05230
ko04020
ko00750
ko04973
ko04974
ko04724
ko05222
ko04612
ko04064
ko00790
ko05412
ko04913
ko05169
ko00601
ko01040
ko00062
ko04713
ko04972
ko04925
ko04918
ko00650
ko05133
ko05142
ko05322
ko05130
ko04742
ko04810
ko04931

Viral myocarditis

Primary immunodeficiency

Starch and sucrose metabolism

African trypanosomiasis

Thyroid cancer

Graft-versus-host disease

NOD-like receptor signaling pathway
Parathyroid hormone synthesis, secretion and :
Human papillomavirus infection
Salmonella infection

Bladder cancer

Type 1 diabetes mellitus

Vascular smooth muscle contraction
Hypertrophic cardiomyopathy (HCM)

Rapl1 signaling pathway

Insulin secretion

Whnt signaling pathway

Staphylococcus aureus infection

Kaposi sarcoma-associated herpesvirus infecti
Histidine metabolism

Renin-angiotensin system

Apoptosis

Central carbon metabolism in cancer
Calcium signaling pathway

Vitamin B6 metabolism

Carbohydrate digestion and absorption
Protein digestion and absorption
Glutamatergic synapse

Small cell lung cancer

Antigen processing and presentation
NF-kappa B signaling pathway

Folate biosynthesis

Arrhythmogenic right ventricular cardiomyops
Ovarian steroidogenesis

Epstein-Barr virus infection
Glycosphingolipid biosynthesis - lacto and nec
Biosynthesis of unsaturated fatty acids
Fatty acid elongation

Circadian entrainment

Pancreatic secretion

Aldosterone synthesis and secretion
Thyroid hormone synthesis

Butanoate metabolism

Pertussis

Chagas disease (American trypanosomiasis)
Systemic lupus erythematosus

Pathogenic Escherichia coli infection

Taste transduction

Regulation of actin cytoskeleton

Insulin resistance
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36
36
36
37
37
177
106
330
84
41
41
132
85
206
86
158
64
186
23
23
137
66
187

44
90
114
92
69
93
26
72
49
198
27
27
27
97
98
98
74
28
76
102
130
55
82
214
108

7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612

1.22E-01
1.23E-01
1.23E-01
1.23E-01
1.30E-01
1.30E-01
1.49E-01
1.52E-01
1.55E-01
1.57E-01
1.62E-01
1.62E-01
1.63E-01
1.63E-01
1.64E-01
1.68E-01
1.70E-01
1.73E-01
1.83E-01
1.83E-01
1.83E-01
1.85E-01
1.86E-01
1.87E-01
1.88E-01
1.88E-01
1.91E-01
1.92E-01
2.03E-01
2.07E-01
2.10E-01
2.21E-01
2.29E-01
2.32E-01
2.32E-01
2.34E-01
2.34E-01
2.34E-01
2.34E-01
2.41E-01
2.41E-01
2.44E-01
2.46E-01
2.59E-01
2.67E-01
2.81E-01
2.88E-01
3.05E-01
3.05E-01
3.06E-01



ko05145
ko04915
ko04670
ko00250
ko04146
ko04726
ko05225
ko04540
ko04960
ko04919
ko05321
ko04666
ko04970
ko00533
ko05032
ko04723
ko05226
ko04927
ko04720
ko04664
ko00604
ko00603
ko04110
ko04924
ko05211
ko04114
ko04390
ko04662
ko05170
ko04914
ko00071
ko04976
ko04520
ko04934
ko04660
ko04916
ko02010
ko04620
ko03320
ko00450
ko04672
ko04625
ko04630
ko04217
ko04930
ko00600
ko04659
ko04961
ko04330
ko00270

Toxoplasmosis

Estrogen signaling pathway

Leukocyte transendothelial migration
Alanine, aspartate and glutamate metabolism
Peroxisome

Serotonergic synapse

Hepatocellular carcinoma

Gap junction

Aldosterone-regulated sodium reabsorption
Thyroid hormone signaling pathway
Inflammatory bowel disease (IBD)

Fc gamma R-mediated phagocytosis

Salivary secretion

Glycosaminoglycan biosynthesis - keratan sulf
Morphine addiction

Retrograde endocannabinoid signaling
Gastric cancer

Cortisol synthesis and secretion

Long-term potentiation

Fc epsilon RI signaling pathway
Glycosphingolipid biosynthesis - ganglio serie
Glycosphingolipid biosynthesis - globo and isc
Cell cycle

Renin secretion

Renal cell carcinoma

Oocyte meiosis

Hippo signaling pathway

B cell receptor signaling pathway

Human immunodeficiency virus 1 infection
Progesterone-mediated oocyte maturation
Fatty acid degradation

Bile secretion

Adherens junction

Cushing syndrome

T cell receptor signaling pathway
Melanogenesis

ABC transporters

Toll-like receptor signaling pathway

PPAR signaling pathway

Selenocompound metabolism

Intestinal immune network for IgA production
C-type lectin receptor signaling pathway
Jak-STAT signaling pathway

Necroptosis

Type II diabetes mellitus

Sphingolipid metabolism

Th17 cell differentiation

Endocrine and other factor-regulated calcium
Notch signaling pathway

Cysteine and methionine metabolism
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110
137
112
35
86
113
167
88
37
116
63
90
91
14
93
148
148
66
67
67
15
15
124
69
69
125
154
70
211
99
44
72
72
158
101
101
45
102
74
18
46
104
162
162
47
47
105
48
48
48

7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612

3.20E-01
3.23E-01
3.33E-01
3.35E-01
3.36E-01
3.40E-01
3.41E-01
3.51E-01
3.60E-01
3.60E-01
3.63E-01
3.67E-01
3.75E-01
3.84E-01
3.90E-01
3.90E-01
3.90E-01
3.91E-01
4.00E-01
4.00E-01
4.05E-01
4.05E-01
4.15E-01
4.19E-01
4.19E-01
4.22E-01
4.27E-01
4.28E-01
4.29E-01
4.37E-01
4.45E-01
4.46E-01
4.46E-01
4.51E-01
4.52E-01
4.52E-01
4.56E-01
4.59E-01
4.64E-01
4.64E-01
4.67E-01
4.74E-01
4.76E-01
4.76E-01
4.79E-01
4.79E-01
4.82E-01
4.90E-01
4.90E-01
4.90E-01



ko00280
ko00532
ko00670
k005320
ko05164
ko00220
ko04668
ko05014
ko05010
ko04014
ko03430
ko04964
ko00515
ko05152
ko05224
k005210
ko05034
k000240
ko04727
ko05213
ko04950
ko04150
ko04921
ko04966
ko04080
ko04912
ko00561
ko04730
ko04650
ko05217
ko00590
ko00760
ko05215
ko04728
ko01523
k003020
ko00230
k004068
ko00640
ko00830
ko00051
ko04010
ko00010
ko04922
ko00040
k004920
ko05168
k005020
ko01524
ko04115

Valine, leucine and isoleucine degradation

Glycosaminoglycan biosynthesis - chondroitin

One carbon pool by folate
Autoimmune thyroid disease

Influenza A

Arginine biosynthesis

TNF signaling pathway

Amyotrophic lateral sclerosis (ALS)
Alzheimer disease

Ras signaling pathway

Mismatch repair

Proximal tubule bicarbonate reclamation
Mannose type O-glycan biosynthesis
Tuberculosis

Breast cancer

Colorectal cancer

Alcoholism

Pyrimidine metabolism

GABAergic synapse

Endometrial cancer

Maturity onset diabetes of the young
mTOR signaling pathway

Oxytocin signaling pathway

Collecting duct acid secretion
Neuroactive ligand-receptor interaction
GnRH signaling pathway

Glycerolipid metabolism

Long-term depression

Natural killer cell mediated cytotoxicity
Basal cell carcinoma

Arachidonic acid metabolism
Nicotinate and nicotinamide metabolism
Prostate cancer

Dopaminergic synapse

Antifolate resistance

RNA polymerase

Purine metabolism

FoxO signaling pathway

Propanoate metabolism

Retinol metabolism

Fructose and mannose metabolism
MAPK signaling pathway

Glycolysis / Gluconeogenesis
Glucagon signaling pathway

Pentose and glucuronate interconversions
Adipocytokine signaling pathway
Herpes simplex virus 1 infection

Prion diseases

Platinum drug resistance

p53 signaling pathway
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20
20
50
169
21
110
51
171
233
23
23
23
175
147
86
180
57
89
58
26
152
153
27
340
93
61
61
126
63
64
30
97
131
31
31
132
133
32
68
33
296
69
103
34
70
489
35
72
72

7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
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7612
7612
7612
7612
7612
7612
7612
7612
7612
7612
7612

4.90E-01
5.00E-01
5.00E-01
5.12E-01
5.17E-01
5.17E-01
5.18E-01
5.22E-01
5.29E-01
5.41E-01
5.49E-01
5.49E-01
5.49E-01
5.51E-01
5.65E-01
5.65E-01
5.79E-01
5.83E-01
5.88E-01
5.92E-01
5.94E-01
5.95E-01
6.00E-01
6.08E-01
6.13E-01
6.18E-01
6.20E-01
6.20E-01
6.26E-01
6.38E-01
6.46E-01
6.47E-01
6.47E-01
6.57E-01
6.59E-01
6.59E-01
6.63E-01
6.69E-01
6.70E-01
6.79E-01
6.82E-01
6.84E-01
6.87E-01
6.87E-01
6.93E-01
6.94E-01
7.01E-01
7.03E-01
7.09E-01
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Lysine degradation

Steroid hormone biosynthesis
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Shigellosis
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Hepeatitis C
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Supplementary Table 6. GSEA plots showing the pathways of DEGs altered by IGF2BP3 were involved in acute myeloid leukemia cells.

ID setSize iltl;iccol:_:le NES pvalue p-adjust qvalues rank leading_edge
KBGG._ALLOGRAFT REJECTION 30 -0.8316 -1.8057  0.0001  0.0049  0.0024 3429 3::1327;2’;“%%’
KEGG_GLYOXYLATE_AND DICARBOXYLATE METABOLISM 10~ 0:6313 23934 00003 0.0049 00024 7757 Z?ﬁi?ff;ﬁm:l T
KEGG_STEROID BIOSYNTHESIS 17 07294 27401  0.0003  0.0049  0.0024 5646 2?::17: lgg’;/im:l 1%,
KEGG_MISMATCE. REPAIR 23 0.6863  2.8717  0.0003  0.0049  0.0024 7417 Zﬁi’gg’;“ﬂ“%’
KEGG GLYCOSYLPHOSPHATIDYLINOSITOL_GPI ANCHOR BIC 2 0.6466 27761 0.0004 0.0049  0.0024 7931 ts?gri:lsjgé/iiSt:lS%’
KEGG_HOMOLOGOUS RECOMBINATION 28 0.6119  2.7337  0.0004  0.0049  0.0024 8033 Z?gzj::g’;/im:” %,
KEGG RNA POLYMERASE 28 0.6471  2.8911  0.0004  0.0049  0.0024 7381 2?::1529;{;’;)/3“?14%’
KEGG_CITRATE. CYCLE. TCA CYCLE 29 0.5994 27114  0.0004  0.0049  0.0024 8542 Z?g;fj;g’;/f“:m%’
KEGG_PROPANOATE METABOLISM 29 0.5847  2.6452  0.0004  0.0049  0.0024 8370 2?::15 j:/g;/im:m%
KEGG AUTOIMMUNE THYROID DISEASE 43 -07697 -1.7677  0.0005  0.0049 00024 2378 Z?g;:fj;g’;/f“% %,
KEGG_TERPENOID BACKBONE_BIOSYNTHESIS M4 06786 2.3818 = 00005 0.00490.0024 3840 2?::1:153:/60;“:7%’
KEGG BASAL TRANSCRIPTION FACTORS 35 04965  2.3958  0.0005  0.0049  0.0024 8381 ZE:S;?;SFM%’
KEGG_BASE, EXCISION REPAIR 35 0.7240  3.4934  0.0005  0.0049  0.0024 7577 Z?SZ:S;E’QEFM%’
KEGG DNA REPLICATION 36 07687 37527 00005  0.0049  0.0024 7566 Z?gzzggg’;/f“:l“%’
KEGG_SNARE_INTERACTIONS_IN_VESICULAR TRANSPORT 36 05471 26708 0.0005  0.0049  0.0024 7973 Z?ﬁi:f;ﬁé/f“:ls(%’
KEGG_FATTY _ACID METABOLISM 38 0.5604  2.7884  0.0006  0.0049  0.0024 7222 Z?g;ﬁ;g’;“:“‘%’
KEGG_PYRUVATE METABOLISM 38 04529 22534  0.0006  0.0049  0.0024 8370 ts?::f;g’;/im:m%
39 0.6041  3.0359 00006 00049 00024 542 \385=39%. list=16%,

KEGG LYSINE DEGRADATION

signal=49%
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KEGG_AMINO SUGAR_AND NUCLEOTIDE_SUGAR_METABOLI
KEGG_SULFUR_METABOLISM
KEGG_NUCLEOTIDE_EXCISION_REPAIR

KEGG_PROTEASOME

KEGG_GALACTOSE_METABOLISM
KEGG_ENDOMETRIAL_CANCER
KEGG_GLUTATHIONE_METABOLISM
KEGG_N_GLYCAN_BIOSYNTHESIS
KEGG_ARACHIDONIC_ACID METABOLISM
KEGG_PATHOGENIC_ESCHERICHIA_COLI_INFECTION
KEGG_VIBRIO_CHOLERAE_INFECTION

KEGG_INOSITOL PHOSPHATE METABOLISM
KEGG_NON_SMALL CELL LUNG_CANCER
KEGG_GLYCOSAMINOGLYCAN_DEGRADATION
KEGG_ACUTE_MYELOID LEUKEMIA

KEGG_INTESTINAL IMMUNE_NETWORK_FOR_IGA_PRODUCTI
KEGG_BLADDER_CANCER

KEGG_COLORECTAL CANCER
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45
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0.5465

0.5741
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-0.7817
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0.5533
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2.9668
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2.6376
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0.0006
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0.0007
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0.0025

0.0025

0.0025

0.0025

0.0025

0.0025

0.0025

7925
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8439

7744
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8247
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KEGG_NOD_LIKE_RECEPTOR_SIGNALING PATHWAY
KEGG_RNA DEGRADATION
KEGG_ADHERENS_JUNCTION
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KEGG_VEGF_SIGNALING PATHWAY
KEGG_CIRCADIAN RHYTHM MAMMAL

KEGG_ASTHMA

58

59
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0.0027
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