Report for Wild-type 1193695653387 [GSEA]

Table: Gene sets enriched in phenotype Wild-type (10 samples) [plain text for mat]

GS GS 97E | ES INES NOM |[FDR |[FWER Rﬁ_ll\_”( LEADING
follow link toMSigDB  |DETAILS p-val [g-val | p-val MAX EDGE

tags=36%,
1 |GABAPATHWAY Details... |11  |0.68 |1.59 (0.047 |0.147 [0.179 [1904 |list=9%,
signal=40%

tags=30%,
2 |AGPCRPATHWAY Details... |10 |0.67 |1.45 |0.019 [0.244 [0.379 (2908 |list=13%,
signal=35%

tags=33%,
3 [ILI2PATHWAY Details... (18 |0.37 |1.22 |0.148 |1.000 (0.919 |2760 |list=13%,
signal=38%

tags=11%,
4 |IMPRPATHWAY Details... (19 0.46 (1.11 |0.355 (1.000 (0.991 |951 list=4%,
signal=11%

tags=20%,
5 |CHREBPPATHWAY Details... |15 |0.42 |1.08 |0.393 [1.000 [0.993 (2908 |list=13%,
signal=23%

tags=25%,
6 |GCRPATHWAY Details... |16  |0.46 |1.08 |0.397 |1.000 (0.993 |3535 |list=16%,
signal=30%

tags=30%,
7 |EDGIPATHWAY Details... (23 0.48 |1.01 |0.626 |1.000 |0.998 |3535 |list=16%,
signal=36%

tags=29%,
8 |[IL3BPATHWAY Detalls... (14 0.30 |0.98 (0.434 |1.000 |0.999 |3750 |list=17%,
signal=34%

tags=5%,
9 |CCR3PATHWAY Details... |20 |0.34 [0.94 (0.677 (1.000 (1.000 (30 list=0%,
signal=5%

tags—=38%,
10 INO2IL12PATHWAY Details... |13  |0.39 |0.93 |0.621 |1.000 [1.000 |3797 |[list=17%,
signa=47%

tags=18%,
11 RBPATHWAY Details... (11 0.44 |0.93 (0.691 (1.000 (1.000 (1457 |list=7%,
signal=19%

tags=32%,
12 BIOPEPTIDESPATHWAY |Details... |37 |0.30 (0.89 |0.673 |1.000 [1.000 (5454 |list=25%,
signal=43%
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13

NOS1IPATHWAY

Details ...

19

0.38

0.88

0.726

1.000

1.000

2542

tags=16%,
list=12%,
signal=18%

14

PARIPATHWAY

Details ...

18

0.38

0.88

0.687

1.000

1.000

3535

tags=22%,
list=16%,
signal=26%

15

ACHPATHWAY

Details ...

13

041

0.88

0.715

1.000

1.000

1083

tags=15%,
list=5%,
signal=16%

16

CACAMPATHWAY

Details ...

13

0.49

0.88

0.788

1.000

1.000

5454

tags=38%,
list=25%,
signa=51%

17

ATRBRCAPATHWAY

Details ...

19

0.36

0.85

0.704

1.000

1.000

3631

tags=32%,
list=17%,
signal=38%

18

DREAMPATHWAY

Details ...

11

0.41

0.83

0.729

1.000

1.000

1783

tags=18%,
list=8%,
signal=20%

19

ACTINYPATHWAY

Details ...

16

0.34

0.80

0.752

1.000

1.000

2693

tags=19%,
list=12%,
signal=21%

20

SPPAPATHWAY

21

HCMVPATHWAY

22

PS3HY POXIAPATHWAY

23

CD40PATHWAY

24

TALLIPATHWAY

25

INSULINPATHWAY

Details ...

19

0.32

0.74

0.762

1.000

1.000

30

tags=5%,
list=0%,
signal=5%

14

0.38

0.72

0.780

1.000

1.000

13530

tags=100%,
list=62%,
signal=262%

18

0.29

0.68

0.902

1.000

1.000

2752

tags=22%,
list=13%,
signal=25%

12

0.32

0.64

0.883

1.000

1.000

6302

tags=50%,
list=29%,
signal=70%

12

0.24

0.60

0.953

1.000

1.000

2173

tags=17%,
list=10%,
signal=18%

19

0.27

0.60

0.900

1.000

1.000

3750

tags—=32%,
list=17%,
signal=38%
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tags=12%,
26 |GPCRPATHWAY 33 |0.25|0.60 (0.894 |1.000 [1.000 (2908 |list=13%,
signa=14%

tags=29%,
27 |GLEEVECPATHWAY 21 0.27 |0.59 [0.912 [1.000 |1.000 (4318 [list=20%,
signal=36%

tags=21%,
28 BADPATHWAY 19 0.26 |0.58 |0.944 |1.000 |1.000 (3535 |list=16%,
signal=25%

tags=42%,
29 |ARFPATHWAY 12 |0.26 |0.56 |0.937 |1.000 |1.000 (5152 |list=24%,
signal=54%

tags=35%,
30 |[CELLCYCLEPATHWAY 20 ]0.28 |0.56 (0.851 (1.000 [1.000 (4418 |list=20%,
signal=44%

tags=100%,
31 [CARM1PATHWAY 11 0.27 |0.55 [0.955 |1.000 |1.000 |15950 |list=73%,
signal=368%

tags=100%,
32 [SALMONELLAPATHWAY 10 |0.26 |0.54 [0.983 |1.000 (1.000 (16257 |list=74%,
signal=388%

tags=100%,
33 |IL7TPATHWAY 15 |0.21 |0.53 [0.977 |1.000 (1.000 (17396 |list=79%,
signal=487%

tags=100%,
34 |RASPATHWAY 21 0.19 (0.48 |0.904 |1.000 (1.000 (17710 |list=81%,
signal=523%

tags=7%,
35 |RARRXRPATHWAY 14 |0.19 |0.45 |0.965 |1.000 [1.000 (1009 |list=5%,
signal=7%

tags=19%,
36 |G2PATHWAY 21  |0.21 |0.44 |0.980 (1.000 1.000 |3462 |list=16%,
signal=23%

tags—=38%,
37 VEGFPATHWAY 24 0.19 |0.44 |0.939 |1.000 |1.000 5843 |list=27%,
signal=51%

tags=96%,
38 |ICREBPATHWAY 25 |0.18 [0.40 |0.971 [1.000 (1.000 |15488 |list=71%,
signal=328%
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39

CHEMICALPATHWAY

20

0.17

0.38

0.981

1.000

1.000

6002

tags=35%,
list=27%,
signal=48%

IGFIRPATHWAY

14

0.18

0.37

0.982

1.000

1.000

3750

tags=21%,
list=17%,
signal=26%

41

RACCYCDPATHWAY

42

PTENPATHWAY

20

0.17

0.36

0.975

1.000

1.000

18204

tags=100%,
list=83%,
signal=593%

43

PYK2PATHWAY

16

0.15

0.29

0.998

1.000

1.000

3750

tags=19%,
list=17%,
signal=23%

27

0.11

0.27

1.000

1.000

1.000

6055

tags=26%,
list=28%,
signal=36%
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Report for KO 1193695653387 [GSEA]

Table: Gene sets enriched in phenotype KO (10 samples) [plain text format]

GS

follow link to M SigDB

GS
DETAILS

SIZE

ES

NES

NOM
p-val

FDR
g-val

FWER
p-val

RANK
AT
MAX

LEADING
EDGE

NKCELLSPATHWAY

Detalls ...

15

0.50

-1.70

0.025

0.139

0.084

4461

tags=33%,
list=20%,
signal=42%

EXTRINSICPATHWAY

Detalls ...

12

0.71

-1.69

0.015

0.082

0.097

5458

tags=75%,
list=25%,
signal=100%

TOB1IPATHWAY

Detalls ...

14

0.73

-1.63

0.004

0.087

0.134

1018

tags=36%,
list=5%,
signal=37%

CTLA4PATHWAY

Detalls ...

12

0.60

-1.50

0.056

0.234

0.304

322

tags=17%,
list=1%,
signal=17%

PLCEPATHWAY

Detalls ...

10

0.64

-1.47

0.054

0.242

0.352

297

tags=10%,
list=1%,
signal=10%

VITCBPATHWAY

Detalls ...

10

0.51

-1.45

0.039

0.228

0.377

3392

tags=30%,
list=15%,
signal=35%

LAIRPATHWAY

Detalls ...

10

0.67

-1.45

0.046

0.198

0.380

2902

tags=50%,
list=13%,
signal=58%

INTRINSICPATHWAY

Detalls ...

20

0.58

-1.45

0.021

0.178

0.390

5458

tags=55%,
list=25%,
signa=73%

MCALPAINPATHWAY

Details ...

22

0.53

-1.44

0.006

0.179

0.426

595

tags=14%,
list=3%,
signa=14%

10

ACE2PATHWAY

Details ...

10

0.56

-1.43

0.097

0.171

0.443

3945

tags=50%,
list=18%,
signal=61%

11

TGFBPATHWAY

Details ...

13

0.67

-1.42

0.010

0.164

0.458

2520

tags=38%,
list=12%,
signal=43%

12

ERYTHPATHWAY

Details ...

12

0.48

-1.36

0.061

0.304

0.667

1018

tags=25%,
list=5%,
signal=26%

13

ILIOPATHWAY

Details ...

12

0.55

-1.35

0.066

0.311

0.685

1988
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14

NTHIPATHWAY

Details ...

19

0.61

-1.35

0.041

0.291

0.689

217

tags=16%,
list=1%,
signal=16%

15

ALKPATHWAY

Details ...

32

0.55

-1.34

0.014

0.299

0.711

1993

tags=22%,
list=9%,
signal=24%

16

DAGDIPATHWAY

Details ...

10

0.68

-1.31

0.043

0.397

0.780

5136

tags=70%,
list=23%,
signal=91%

17

RACIPATHWAY

Details ...

21

0.59

-1.30

0.020

0.419

0.806

643

tags=19%,
list=3%,
signal=20%

18

DCPATHWAY

Details ...

20

0.65

-1.29

0.162

0.484

0.838

192

tags=15%,
list=1%,
signal=15%

19

CCR5PATHWAY

Details ...

16

0.63

-1.27

0.078

0.579

0.870

1534

tags=25%,
list=7%,
signal=27%

20

AMIPATHWAY

21

CSKPATHWAY

22

PMLPATHWAY

23

ECMPATHWAY

24

NKTPATHWAY

25

RHOPATHWAY

26

FIBRINOLY SISPATHWAY

27

CASPASEPATHWAY

Details ...

17

0.57

-1.27

0.069

0.569

0.873

322

tags=12%,
list=1%,
signal=12%

17

0.57

-1.27

0.069

0.541

0.873

322

tags=12%,
list=1%,
signal=12%

11

0.57

-1.22

0.212

0.819

0.940

4764

tags=45%,
list=22%,
signal=58%

19

0.52

-1.20

0.274

0.974

0.959

4035

tags=26%,
list=18%,
signal=32%

24

0.43

-1.14

0.218

1.000

0.980

1018

tags=13%,
list=5%,
signa=13%

27

0.44

-1.14

0.351

1.000

0.981

2473

tags=19%,
list=11%,
signa=21%

11

0.52

-1.12

0.294

1.000

0.988

7458

tags=64%,
list=34%,
signal=96%

20

0.47

-1.07

0.429

1.000

0.996

5136
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28

FCER1IPATHWAY

36

0.42

-1.07

0.573

1.000

0.996

4461

tags=25%,
list=20%,
signal=31%

29

ILAPATHWAY

30

GSK3PATHWAY

10

0.38

-1.06

0.387

1.000

0.996

9813

tags=80%,
list=45%,
signal=145%

31

TELPATHWAY

25

0.44

-1.03

0.556

1.000

0.998

728

tags=8%,
list=3%,
signal=8%

32

CDMACPATHWAY

14

0.46

-1.03

0.617

1.000

0.998

4764

tags—=36%,
list=22%,
signal=46%

33

ILEBPATHWAY

15

041

-1.02

0.544

1.000

0.999

2099

tags=20%,
list=10%,
signal=22%

ILIRPATHWAY

20

031

-0.99

0.546

1.000

1.000

4968

tags=30%,
list=23%,
signal=39%

35

RELAPATHWAY

30

0.38

-0.99

0.587

1.000

1.000

2520

tags=20%,
list=12%,
signal=23%

36

LONGEVITYPATHWAY

15

0.40

-0.99

0.600

1.000

1.000

7667

tags=60%,
list=35%,
signal=92%

37

MEF2DPATHWAY

11

0.55

-0.98

0.659

1.000

1.000

4149

tags=55%,
list=19%,
signal=67%

38

NFKBPATHWAY

18

0.41

-0.97

0.669

1.000

1.000

634

tags=11%,
list=3%,
signa=11%

22

0.36

-0.95

0.654

1.000

1.000

8441

tags=59%,
[ist=39%,
signal=96%

39

TOLLPATHWAY

31

0.36

-0.95

0.637

1.000

1.000

6343

tags=32%,
list=29%,
signal=45%

40

P35ALZHEIMERSPATHWAY

10

0.40

-0.92

0.704

1.000

1.000

563

tags=10%,
list=3%,
signal=10%

41

BCRPATHWAY

33

0.35

-0.92

0.692

1.000

1.000

4461

file:/l/V|/Active Projects/Ps1Ps2K O/Kishor/Processed datal GSEA to print/gseareport_for_ KO_1193695653387.html (3 of 9)10/30/2007 4:37:42 PM

tags=24%,
list=20%,
signal=30%




Report for KO 1193695653387 [GSEA]

42

MTASPATHWAY

13

-0.92

0.679

1.000

1.000

2228

tags=15%,
list=10%,
signal=17%

HIFPATHWAY

11

-0.89

0.717

1.000

1.000

8908

tags=73%,
list=41%,
signal=123%

HSP27TPATHWAY

14

-0.89

0.656

1.000

1.000

4634

tags=43%,
list=21%,
signal=54%

45

PPARAPATHWAY

48

-0.89

0.694

1.000

1.000

2814

tags=17%,
list=13%,
signa=19%

46

UCALPAINPATHWAY

14

-0.89

0.699

1.000

1.000

6204

tags=29%,
list=28%,
signal=40%

47

TIDPATHWAY

17

-0.88

0.648

1.000

1.000

7535

tags=53%,
list=34%,
signal=81%

48

P3SBMAPKPATHWAY

36

-0.86

0.701

1.000

1.000

4745

tags=25%,
list=22%,
signal=32%

49

ERKPATHWAY

28

-0.86

0.732

1.000

1.000

4182

tags—=36%,
list=19%,
signal=44%

50

TNFRIPATHWAY

51

ARAPPATHWAY

26

-0.85

0.689

1.000

1.000

6904

tags=46%,
list=32%,
signal=67%

52

THITH2PATHWAY

19

0.733

1.000

1.000

866

tags=11%,
list=4%,
signal=11%

53

INFLAMPATHWAY

13

0.715

1.000

1.000

103

tags=8%,
list=0%,
signal=8%

TCRPATHWAY

24

0.745

1.000

1.000

3891

tags=33%,
list=18%,
signal=40%

55

CARDIACEGFPATHWAY

41

0.700

1.000

1.000

1534

tags=10%,
list=7%,
signal=10%

16

-0.83

0.770

1.000

1.000

2981
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56

INTEGRINPATHWAY

33

0.33

-0.81

0.713

1.000

1.000

4298

tags=21%,
list=20%,
signal=26%

57

PROTEASOMEPATHWAY

20

0.33

-0.80

0.753

1.000

1.000

10640

tags=55%,
list=49%,
signa=107%

58

IL2ZPATHWAY

20

0.27

-0.78

0.828

1.000

1.000

4496

tags=25%,
list=21%,
signa=31%

59

CDKS5PATHWAY

11

0.34

-0.77

0.790

1.000

1.000

1024

tags=9%,
list=5%,
signal=10%

60

VIPPATHWAY

25

0.38

-0.77

0.836

1.000

1.000

2099

tags=12%,
list=10%,
signa=13%

61

CBLPATHWAY

12

0.36

-0.77

0.804

1.000

1.000

2981

tags=25%,
list=14%,
signal=29%

62

GATA3PATHWAY

13

0.30

-0.77

0.835

1.000

1.000

5751

tags=31%,
list=26%,
signal=42%

63

HIVNEFPATHWAY

51

0.32

-0.76

0.683

1.000

1.000

5451

tags=31%,
list=25%,
signal=42%

KERATINOCY TEPATHWAY

40

0.30

-0.76

0.755

1.000

1.000

6184

tags=28%,
list=28%,
signal=38%

65

NDKDYNAMINPATHWAY

17

0.33

-0.76

0.792

1.000

1.000

634

tags=6%,
list=3%,
signal=6%

66

PS3PATHWAY

14

0.37

-0.76

0.827

1.000

1.000

4764

tags=29%,
list=22%,
signal=36%

67

ILI7/PATHWAY

10

0.33

-0.75

0.905

1.000

1.000

322

tags=10%,
list=1%,
signal=10%

68

CFTRPATHWAY

10

0.33

-0.74

0.812

1.000

1.000

1844

tags=10%,
list=8%,
signal=11%

69

MAPKPATHWAY

81

0.29

-0.74

0.764

1.000

1.000

2408
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Report for KO 1193695653387 [GSEA]

70

EIFAPATHWAY

71

STRESSPATHWAY

23

0.33

-0.73

0.729

1.000

1.000

1027

tags=9%,
list=5%,
signa=9%

72

41BBPATHWAY

23

0.31

-0.73

0.786

1.000

1.000

2125

tags=17%,
list=10%,
signal=19%

73

MITOCHONDRIAPATHWAY

14

0.29

-0.72

0.861

1.000

1.000

10066

tags=71%,
list=46%,
signal=132%

74

NGFPATHWAY

19

0.32

-0.71

0.785

1.000

1.000

5472

tags=32%,
list=25%,
signal=42%

75

FASPATHWAY

17

0.32

-0.70

0.810

1.000

1.000

4182

tags=24%,
list=19%,
signal=29%

76

MY OSINPATHWAY

24

0.32

-0.70

0.789

1.000

1.000

6761

tags=33%,
list=31%,
signal=48%

13

0.33

-0.69

0.830

1.000

1.000

595

tags=15%,
list=3%,
signal=16%

77

GHPATHWAY

25

0.29

-0.69

0.834

1.000

1.000

3173

tags=20%,
list=14%,
signal=23%

78

ILZRBPATHWAY

33

0.27

-0.68

0.863

1.000

1.000

5793

tags=30%,
list=26%,
signal=41%

79

CXCR4PATHWAY

23

0.31

-0.67

0.859

1.000

1.000

75

tags=4%,
list=0%,
signa=4%

80

IGFIPATHWAY

19

031

-0.67

0.834

1.000

1.000

4182

tags=26%,
list=19%,
signal=33%

81

ARENRF2PATHWAY

13

0.32

-0.66

0.877

1.000

1.000

1534

tags=15%,
list=7%,
signa=17%

82

EPOPATHWAY

17

0.26

-0.66

0.907

1.000

1.000

4182

tags=24%,
list=19%,
signal=29%

83

ERKS5PATHWAY

16

-0.66

0.901

1.000

1.000

9281
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Report for KO 1193695653387 [GSEA]

84

P27/PATHWAY

11

0.35

-0.65

0.860

1.000

1.000

1466

tags=9%,
list=7%,
signal=10%

85

FMLPPATHWAY

0.25

-0.65

0.849

1.000

1.000

634

tags=6%,
list=3%,
signal=6%

86

PSIPATHWAY

13

0.28

-0.63

0.858

1.000

1.000

2231

tags=15%,
list=10%,
signal=17%

87

WNTPATHWAY

24

0.22

-0.61

0.844

1.000

1.000

6438

tags=29%,
list=29%,
signal=41%

88

STEMPATHWAY

11

0.35

-0.61

0.893

1.000

1.000

4224

tags=36%,
list=19%,
signal=45%

89

GIPATHWAY

22

031

-0.61

0.860

1.000

1.000

4764

tags=27%,
list=22%,
signal=35%

90

RANKLPATHWAY

12

0.20

-0.58

0.966

1.000

1.000

3472

tags=17%,
list=16%,
signal=20%

91

ETSPATHWAY

92

HDACPATHWAY

16

0.27

-0.58

0.920

1.000

1.000

1534

tags=13%,
list=7%,
signal=13%

93

PGCIAPATHWAY

28

0.27

-0.57

0.933

1.000

1.000

783

tags=7%,
list=4%,
signa=7%

94

CERAMIDEPATHWAY

22

0.27

-0.57

0.940

1.000

1.000

1984

tags=9%,
list=9%,
signal=10%

95

CK1IPATHWAY

21

0.24

-0.56

0.840

1.000

1.000

10471

tags=67%,
list=48%,
signal=128%

96

ATMPATHWAY

15

0.30

-0.56

0.865

1.000

1.000

3425

tags=13%,
list=16%,
signal=16%

97

TRKAPATHWAY

17

0.26

-0.55

0.924

1.000

1.000

6457

tags=41%,
list=29%,
signal=58%

12

0.26

0.944

1.000

1.000

7536
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Report for KO 1193695653387 [GSEA]

98

NFATPATHWAY

49

0.20

0.957

1.000

1.000

1290

tags=6%,
list=6%,
signal=6%

99

EGFPATHWAY

26

0.22

-0.53

0.934

1.000

1.000

4182

tags=19%,
list=19%,
signal=24%

100

MTORPATHWAY

22

0.22

-0.53

0.846

1.000

1.000

651

tags=5%,
list=3%,
signal=5%

101

PITX2PATHWAY

15

0.23

-0.52

0.950

1.000

1.000

tags=7%,
list=4%,
signa=7%

102

TPOPATHWAY

22

0.22

-0.51

0.936

1.000

1.000

3173

tags=14%,
list=14%,
signal=16%

103

CELL2CELLPATHWAY

104

PDGFPATHWAY

12

0.25

-0.51

0.954

1.000

1.000

3864

tags=17%,
list=18%,
signal=20%

105

IGFIMTORPATHWAY

26

021

-0.50

0.923

1.000

1.000

4182

tags=19%,
list=19%,
signal=24%

106

PTDINSPATHWAY

18

0.24

-0.50

0.899

1.000

1.000

4334

tags=17%,
list=20%,
signal=21%

107

DEATHPATHWAY

20

0.22

-0.50

0.892

1.000

1.000

10061

tags=55%,
list=46%,
signal=102%

108

METPATHWAY

28

021

-0.49

0.953

1.000

1.000

6904

tags=39%,
list=32%,
signal=57%

109

CALCINEURINPATHWAY

35

0.19

-0.47

0.965

1.000

1.000

2674

tags=11%,
list=12%,
signa=13%

110

NO1PATHWAY

18

0.23

-0.46

0.920

1.000

1.000

634

tags=6%,
list=3%,
signa=6%

111

AKTPATHWAY

27

0.19

-0.45

0.953

1.000

1.000

4429

tags=15%,
list=20%,
signal=19%

15

0.22

0.950

1.000

1.000

6184
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112

CYTOKINEPATHWAY

16

0.25

-0.44

0.984

1.000

1.000

7535

tags=56%,
list=34%,
signal=86%

113

SHHPATHWAY

12

0.24

-0.43

0.955

1.000

1.000

5480

tags=25%,
list=25%,
signal=33%

114

SPRY PATHWAY

18

0.20

-0.43

0.959

1.000

1.000

4127

tags=17%,
list=19%,
signal=21%

115

CARM_ERPATHWAY

24

0.20

0.973

1.000

1.000

6682

tags=38%,
list=31%,
signal=54%

116

TNFR2PATHWAY

17

0.18

-0.43

0.996

0.997

1.000

7434

tags=41%,
list=34%,
signal=62%

117

ATIRPATHWAY

33

0.15

-0.39

0.967

0.998

1.000

4182

tags=12%,
list=19%,
signal=15%

118

CDC42RACPATHWAY

12

0.16

-0.37

0.998

0.994

1.000

18357

tags=100%,
list=84%,

signal=619%
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Details for gene set GABAPATHWAY [GSEA]

Table: GSEA Results Summary

[Dataset ||wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO |
[Phenotype |lwt vs ko cls file.cls#Wild-type_versus_KO |
|Upregulated in class ||wild-type |
|GeneSet ||GABAPATHWAY |
[Enrichment Score (ES) ||0.67899907 |
[Normalized Enrichment Score (NES) {[1.5901968 |
INominal p-value ||0.046747968 |
[FDR g-value ||0.14741753 |
[FWER p-Value l|0.179 |

file://IV)/Active Projects/Ps1Ps2K O/Kishor/Processed data/ GSEA to print/my_analysis.Gsea 1193695653387/GABAPATHWAY .html (1 of 5)10/30/2007 4:32:17 PM




Detailsfor gene set GABAPATHWAY [GSEA]

Enrichment plot: GAEAPATHWAY
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Fig 1: Enrichment plot: GABAPATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA details [plain text format]
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Details for gene set GABAPATHWAY [GSEA]

GABRA3 inob . id

1 ||cABRA3 ||Entrez, Source, gamma-aminobutyric aci 44 0.162 0.3879 Yes
GeneCards (GABA) A receptor, alpha 3
GABRA2 inob . id

2 |lcABRA2 |[Entrez, Source, gamma-aminobutyric aci 942 0.060 0.4907 Yes
GeneCards (GABA) A receptor, alpha 2
GABRAG6 inob . id

3 ||[cABRA6 ||[Entrez, Source, gamma-aminobutyric acl 1118 0.055 0.6155 Yes
GeneCards (GABA) A receptor, alpha 6
GABRA1 inob . id

4 |lcaBRAL ||Entrez, Source, gamma-aminobutyric aci 1904 0.041 0.6790 Yes
GeneCards (GABA) A receptor, alpha 1
UBQLN1

5 UBOQLN1 Entrez, Source, ubiquilin 1 6736 0.010 0.4816 No
GeneCards
NSF N-ethylmaleimid iti

6 |[NSF Entrez, Source, oo ACITICESENSINE  Hlgg76 -0.002 0.3373 No
GeneCards
SRC v-src sarcoma (Schmidt-

7 |[SRC Entrez, Source, Ruppin A-2) viral oncogene 10238 -0.002 0.3311 No
GeneCards homolog (avian)
GABRA4 inob . id

8 |lcaBRA4 |[Entrez, Source, gamma-aminobutyric aci 11897 -0.008 0.2739 No
GeneCards (GABA) A receptor, alpha 4
GPHN

9 |(|[GPHN Entrez, Source, gephyrin 12050 -0.008 0.2867 No
GeneCards
GABARAP ABA(A iated

10 ||GABARAP ||Entrez, Source, Grotein( ) receptor-associated |, 5645 -0.014 0.2467 No
GeneCards P
GABRAS inob . id

11 ||GABRA5  |[Entrez, Source, gamma-aminobutyric aci 19772 -0.054 0.0968 No
GeneCards (GABA) A receptor, alpha 5
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https://www.affymetrix.com/LinkServlet?probeset=GABRA3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=GABRA3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=GABRA3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?GABRA3
https://www.affymetrix.com/LinkServlet?probeset=GABRA2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=GABRA2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=GABRA2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?GABRA2
https://www.affymetrix.com/LinkServlet?probeset=GABRA6
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=GABRA6[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=GABRA6
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?GABRA6
https://www.affymetrix.com/LinkServlet?probeset=GABRA1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=GABRA1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=GABRA1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?GABRA1
https://www.affymetrix.com/LinkServlet?probeset=UBQLN1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=UBQLN1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=UBQLN1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?UBQLN1
https://www.affymetrix.com/LinkServlet?probeset=NSF
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=NSF[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=NSF
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?NSF
https://www.affymetrix.com/LinkServlet?probeset=SRC
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=SRC[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=SRC
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?SRC
https://www.affymetrix.com/LinkServlet?probeset=GABRA4
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=GABRA4[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=GABRA4
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?GABRA4
https://www.affymetrix.com/LinkServlet?probeset=GPHN
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=GPHN[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=GPHN
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?GPHN
https://www.affymetrix.com/LinkServlet?probeset=GABARAP
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=GABARAP[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=GABARAP
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?GABARAP
https://www.affymetrix.com/LinkServlet?probeset=GABRA5
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=GABRA5[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=GABRA5
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?GABRA5

Details for gene set GABAPATHWAY [GSEA]

Tmos-—HTW

Tmos-HTEND
Tmos-FCEN
Bmos-HTEND
Amo=s-FCHEO

Samplellame

GARPAS GARBAR gamma-aminobutyric acid [(GARAY) A receptor, alpha 3
FAREAT  GARBEAT gamma-aminobutyric acid (GARAY A receptor, alpha =
FARPAR  GARBEAR gamma-aminobutyric acid (GARAY A receptor, alpha £
FAREA] GARRA] fgamma-aminobutyric acid (GARA) A receptor, alpha |1
TTBROLI ITEOLIT ubicuilin 1

NaF HSF H-ethylmaleimide-sensitive factor

SEC SBEC V-—8re =Sarcoma (Schmi = i =

GABEALA GARE AL gamma-aminohutyrice acid (GABAY) 4 recentor, alpha 4
GPHI GPHIT gephyrin

CARAPAP GARARAP GARA(A) receptor-associated protein

GABRAL GABEALAS mamma—aminobutaric acid (GABAY) A recentor. alnha 5

Fig 2: GABAPATHWAY

Blue-Pink O' Gram in the Space of the Analyzed GeneSet
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Details for gene set GABAPATHWAY [GSEA]

P(ES)
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GABAPATHWAY: Random ES distribution

Fig 3: GABAPATHWAY: Random ES distribution
Gene set null distribution of ES for GABAPATHWAY
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Details for gene set AGPCRPATHWAY[GSEA]

Table: GSEA Results Summary

[Dataset |[wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO |
[Phenotype |[wt vs ko cls file.cls#Wild-type_versus_KO |
|Upregulated in class ||wild-type |
|GeneSet ||AGPCRPATHWAY |
[Enrichment Score (ES) ||l0.6687819 |
[Normalized Enrichment Score (NES) |[1.4474283 |
[Nominal p-value ||0.019067796 |
[FDR g-value ||0.24359956 |
[FWER p-Value |[0.379 |

Enrichment plot: AGPCRPATHWAY
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Details for gene set AGPCRPATHWAY[GSEA]

Fig 1: Enrichment plot: AGPCRPATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA detalils [plain text format]
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GNB1 guanine nucleotide binding protein (G
GNB1 . . . .
1 |eNBd Entrez, Source, GeneCards ||protein), beta polypeptide 1 30 0.175 0.5824 Yes
PRKCA -
2 |[PRKCA Entrez, Source, GeneCards protein kinase C, alpha 2542 0.034 0.5821 Yes
GNGT1 guanine nucleotide binding protein (G
3 |[GNGT1 Entrez, Source, GeneCards proteln),_gamma transducing activity 2908 0.031 0.6688 Yes
polypeptide 1
PRKCB1 Lo
4 |[PRKCB1 Entrez, Source, GeneCards protein kinase C, beta 1 5268 0.016 0.6149 No
PRKAR2A protein kinase, cCAMP-dependent,
5 |PRKAR2A Entrez, Source, GeneCards |[regulatory, type I, alpha 5932 0.013 0.6279 No
6 |[GNAS GNAS GNAS lex | 6980 0.009 0.6093 N
- Entrez, Source, GeneCards compiex focus ’ ' °
PRKAR1A protein kinase, CAMP-dependent,
7 |[PRKAR1A Entrez, Source, GeneCards reg_ulatqry, type |, alpha (tissue specific  ||7609 0.006 0.6020 No
extinguisher 1)
PRKACB protein kinase, cCAMP-dependent,
8 |[PRKACB Entrez, Source, GeneCards |[catalytic, beta 8091 0.005 0.5957 No
PRKAR1B protein kinase, CAMP-dependent,
9 |PRKARIB Entrez, Source, GeneCards |[regulatory, type I, beta 10288 ~0.003 0.5039 No
PRKAR2B protein kinase, cCAMP-dependent,
10 ||PRKAR2B Entrez, Source, GeneCards |[regulatory, type Il, beta 11944 -0.008 0.4545 No
Samplellame
GHE] GHE] quanine nucleotide hinding proftein (G protein) , bheta polypeptide |
PEECE PEECA protein kinase C, alpha
i manine n entide indin ntein ntein AT A AN S ing 4 itri [ =
PEECE] PEECEH] protein kinase C, heta |
PEEAE"L PREALARSA protein Kinase, cAdMP-dependent, remqulatory, type 1T, alpha
GIAS GIAS GHAS complex lorns
F'T-"II"FH F'T-"II"FH nrotein 'i'l"l"lF"l_ FH'F':I']F'I‘lF"I"lI']F"I"lTI_ r*.=|1'.=|11'1' o, heta - -
PEEARIE PREAPIE protein kinage, cdMP-dependent., remqmlatory, type T, hets
PEEAERTE PEEAERTE nrotein kinase. cdMP-denendent. remilatore. tvne TT. heta
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Details for gene set AGPCRPATHWAY[GSEA]

Fig 2: AGPCRPATHWAY
Blue-Pink O' Gram in the Space of the Analyzed GeneSet

AGPCRPATHWAY: Random ES distribution
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Fig 3: AGPCRPATHWAY: Random ES distribution
Gene set null distribution of ES for AGPCRPATHWAY
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Details for gene set CTLAAPATHWAY [GSEA]

Table: GSEA Results Summary

[Dataset |lwt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO |
[Phenotype |lwt vs ko cls file.cls#Wild-type_versus_KO |
|Upregulated in class I[Xe) |
|GeneSet ||CTLAAPATHWAY |
[Enrichment Score (ES) ||-0.5992027 |
[Normalized Enrichment Score (NES) ||-1.4970473 |
[Nominal p-value ||0.056112226 |
|FDR g-value 023367235 |
[FWER p-Value 1|0.304 |
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Details for gene set CTLA4PATHWAY [GSEA]

Enrichment plot: CTLA4APATHWAY
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Fig 1. Enrichment plot: CTLA4APATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA details [plain text format]
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Details for gene set CTLAAPATHWAY [GSEA]

CTLA4 . .

1 llcTLag Entrez, Source, C)r/é?é?:lz T-lymphocyte-associated 797 0.067 01027 NoO
GeneCards P
PIK3CA h hoi itide-3-ki

2 ||PIK3CA |[Entrez, Source, phosphoinositide-3-kinase, 3535 0.026 0.0270 No
GeneCards catalytic, alpha polypeptide
PTPN11 protein tyrosine phosphatase, non-

3 ||[PTPN11 ||Entrez, Source, receptor type 11 (Noonan 10021 -0.002 -0.2660 No
GeneCards syndrome 1)
ICOS

4 |[ICOS Entrez, Source, inducible T-cell co-stimulator 10454 -0.003 -0.2794 No
GeneCards
CD3E CD3 | [ il CD3

5 |[cp3e  ||Entrez, Source, e molecule, epsilon (CD3- 10980 -0.005 -0.2937 No
GeneCards TCR complex)
PIK3R1 h hoi itide-3-Ki

6 |[PIK3R1 ||Entrez, Source, phosphoinositide-3-kinase, 12611 -0.010 -0.3475 No
GeneCards regulatory subunit 1 (p85 alpha)
LCK I hocyt ifi tei

7 |lck Entrez, Source, ymphocyte-specific protein 12662 -0.010 -0.3287 No
GeneCards tyrosine kinase
GRB2 th fact tor-bound

8 |lcrB2 ||[Entrez, Source, gigl’;m Zac or receptor-boun 14356 -0.016 -0.3728 No
GeneCards P
ITK

9 |[|ITK Entrez, Source, IL2-inducible T-cell kinase 16254 -0.025 -0.4092 Yes
GeneCards
cD3D CD3d | le, delta (CD3-TCR

10 |lcD3D  ||Entrez, Source, o Ie”)‘(‘)’ecue’ elta (CD3- 16474 -0.026 -0.3663 Yes
GeneCards P
CD3G CD3 | [ CD3

11 ||[cD3G  ||Entrez, Source, g molecule, gamma (CD3- |15, 57 -0.116 -0.3645 Yes
GeneCards TCR complex)
CD86

12 ||CD86 Entrez, Source, CD86 molecule 21789 -0.187 0.0046 Yes
GeneCards
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Details for gene set CTLAAPATHWAY [GSEA]

“mog-HTEN
mog-BCHN
dmog-HTEN
dmog-BCHN

SamplelName

[ | CTLAA CTLAg eytotowic T-lymphocyte-associated protein 4
. PTESCAE PTESCE phosphoinasitide-S-kinase, catalytic, alpha polypentide
PTPMI11 PTPHI11 protein tyrosine phosphatase, non-receptor tiype 11 (Hoonan syndrome 1)
. TcOs TCOs indicihle T-rell co-stimnlator
Ch3E CTi3E Ch3e moleepnle, epsjlon (CDS-TCE complex)
. PTESR] PTESP] phosphoinasitide-S3-kinase, requlatory subunit 1 (pAS alphal)
LCE LCE Iymphocyte-specific protein ftyrosine kinase
GEES GEEZ growth factor receptor-hound protein =
ITE ITE ILZ2—induecihkle T-cell kinase

ChaEn Ch3EN CD3d moleenle, delts (CDS-TCE complew)

ChAG CO3G Ch3g moleenle, gamma (CDS-TCE complew)

Chan ChLan CLAF molecule

Fig 2: CTLAAPATHWAY
Blue-Pink O' Gram in the Space of the Analyzed GeneSet
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Details for gene set CTLAAPATHWAY [GSEA]
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Fig 3: CTLAAPATHWAY: Random ES distribution
Gene set null distribution of ES for CTLA4APATHWAY
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Details for gene set EXTRINSICPATHWAY [GSEA]

Table: GSEA Results Summary

[Dataset |[wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO |
[Phenotype [[wt vs ko cls file.cls#Wild-type_versus_KO |
|Upregulated in class |[Xe) |
|GeneSet |[EXTRINSICPATHWAY |
[Enrichment Score (ES) ||l-0.7107476 |
[Normalized Enrichment Score (NES) |[-1.6888533 |
[Nominal p-value ||l0.014613778 |
[FDR g-value ||0.08240235 |
[FWER p-Value ||0.097 |

Enrichment plot: EXTRINSICPATHWAY
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Details for gene set EXTRINSICPATHWAY [GSEA]

== Hank in Qrodered Dataset

Enrichment profile — Hits Ranking metric scores

Fig 1. Enrichment plot: EXTRINSICPATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA details [plain text format]

F3 coagulation factor Il
F o -
LR Entrez, Source, GeneCards ((thromboplastin, tissue factor) 6324 0.011 0.2728 No
TEPI tissue factor pathway inhibitor
2 |[TEPI Entrez, Source, GeneCards _(Ilppprotem-assomated coagulation |[9514 -0.000 -0.4184 No
inhibitor)
3 ||F2 F2 lation factor Il (thrombi 14434 0.017 0.6194 N
— Entrez, Source, GeneCards coagulation factor Il {thrombin) e e 0
SERPINC1 serpin peptidase inhibitor, clade C
4 ||SERPINCI Entrez, Source, GeneCards||(antithrombin), member 1 16434 -0.026 06739 ves
5 ||[EGA FGA fibri Ipha chai 16525 0.026 0.6404 Y
— Entrez, Source, GeneCards forinogen aipha chain e e es
F2R coagulation factor Il (thrombin)
6 |[F2R Entrez, Source, GeneCards|receptor 16759 -0.028 -0.6117 Yes
F7 coagulation factor VII (serum
F7 : . -0. -0.
T Entrez, Source, GeneCards ([prothrombin conversion accelerator) 17115 0.030 0.5854 Yes
8 |[FGG FGG fibri hai 17540 0.032 0.5584 Y
— Entrez, Source, GeneCards iorinogen gamma chain e e es
PROC protein C (inactivator of coagulation
9 |[PROC Entrez, Source, GeneCards||factors Va and Vilia) 17997 -0.036 -0.5281 Yes
10 ||EGB FGB fibri beta chai 19231 0.048 0.5163 Y
— Entrez, Source, GeneCards forinogen beta chain e he es
PROS1 .
11 ||PROS1 Entrez, Source, GeneCards protein S (alpha) 21641 -0.128 -0.4434 Yes
F5 coagulation factor V (proaccelerin,
12 \FS Entrez, Source, GeneCards ||labile factor) 21865 -0.318 0.0011 Ve
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http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?FGA
https://www.affymetrix.com/LinkServlet?probeset=F2R
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F2R[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F2R
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F2R
https://www.affymetrix.com/LinkServlet?probeset=F7
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F7[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F7
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F7
https://www.affymetrix.com/LinkServlet?probeset=FGG
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=FGG[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=FGG
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?FGG
https://www.affymetrix.com/LinkServlet?probeset=PROC
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PROC[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PROC
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PROC
https://www.affymetrix.com/LinkServlet?probeset=FGB
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=FGB[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=FGB
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?FGB
https://www.affymetrix.com/LinkServlet?probeset=PROS1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PROS1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PROS1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PROS1
https://www.affymetrix.com/LinkServlet?probeset=F5
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F5[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F5
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F5

Details for gene set EXTRINSICPATHWAY [GSEA]
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Fig 2: EXTRINSICPATHWAY

Blue-Pink O' Gram in the Space of the Analyzed GeneSet
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Details for gene set EXTRINSICPATHWAY [GSEA]
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Fig 3: EXTRINSICPATHWAY: Random ES distribution
Gene set null distribution of ES for EXTRINSICPATHWAY
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Details for gene set ACE2PATHWAY [GSEA]

Table: GSEA Results Summary

|Dataset ||vvt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO
[Phenotype ||wt vs ko cls file.cls#Wild-type_versus_KO

[Upregulated in class I[Xe)

[GeneSet ||ACE2PATHWAY

[Enrichment Score (ES) ||-0.5622675

[Normalized Enrichment Score (NES) |[-1.428982

[Nominal p-value ||0.09670782

[FDR g-value ||0.1712118

[FWER p-Value ||0.443

Enrichment plot: ACE2PATHWAY
0.0 NP -
01
02
03

0.4 -

Enrichment score (ES)

-0.5

|"Wild-type' (positively correlated)
0.25

o0.00
025 Zero cross at 8478

-0.50

"K' (negatively comrelated)
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Fank in Ordered Dataset

-0.75

Ranked list metric (Signal2Moise)

Enrichment profile — Hits Ranking metric scores

Fig 1: Enrichment plot: ACE2PATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA details [plain text format]

AGTR2

AGTR2 |[Entrez, Source, angiotensin Il receptor, type 2 |[2165 0.038 0.0057 No
GeneCards
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https://www.affymetrix.com/LinkServlet?probeset=AGTR2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=AGTR2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=AGTR2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?AGTR2

Details for gene set ACE2PATHWAY [GSEA]

COL4A5 I Ioh
2 |lcoL4as |Entrez, Source, collagen, type IV, alpha 5 4055 0.023 -0.0184 No
(Alport syndrome)
GeneCards
COL4A6
3 ||[COL4A6 ||Entrez, Source, collagen, type 1V, alpha 6 5678 0.014 -0.0538 No
GeneCards
AGT angiotensinogen (serpin
4 ||AGT Entrez, Source, peptidase inhibitor, clade A, 6942 0.009 -0.0872 No
GeneCards member 8)
AGTR1
5 |[[AGTR1 |Entrez, Source, angiotensin Il receptor, type 1 {|12588 -0.010 -0.3174 No
GeneCards
CMA1
6 CMA1 Entrez, Source, chymase 1, mast cell 17947 -0.035 -0.4650 Yes
GeneCards
COLAA3 I IV, alpha 3
7 |lcoL4As |[Entrez, Source, collagen, type IV, alpha 18500 -0.040 -0.3803 Yes
(Goodpasture antigen)
GeneCards
COL4Al
8 |[COL4Al (|Entrez, Source, collagen, type 1V, alpha 1 18805 -0.043 -0.2764 Yes
GeneCards
COL4A2
9 |[COL4A2 (|Entrez, Source, collagen, type 1V, alpha 2 19806 -0.055 -0.1720 Yes
GeneCards
COL4A4
10 ||COL4A4 |[Entrez, Source, collagen, type 1V, alpha 4 21360 -0.097 0.0242 Yes
GeneCards
L=
e
H
am
Il 1
]
________ =
________________ HE
SamplelName
AGTEZ  AGTEZ  angiotensin TT receptor, type =
i i 1 AT ail= r, A ha i W ST Ome
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COTAA5 COTAAS ecollagen, type TV, alpha 3 (Goodpasture antigen)

COTA81 COTAA] eollagen, tope TV, alpha |

COTAA7 COTAAY ecollagen, type TV, alpha =

COTAAS CATAAS eollagen. time TV, alnha 4

Fig 2: ACE2PATHWAY
Blue-Pink O' Gram in the Space of the Analyzed GeneSet
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https://www.affymetrix.com/LinkServlet?probeset=COL4A5
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=COL4A5[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=COL4A5
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?COL4A5
https://www.affymetrix.com/LinkServlet?probeset=COL4A6
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=COL4A6[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=COL4A6
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?COL4A6
https://www.affymetrix.com/LinkServlet?probeset=AGT
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=AGT[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=AGT
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?AGT
https://www.affymetrix.com/LinkServlet?probeset=AGTR1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=AGTR1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=AGTR1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?AGTR1
https://www.affymetrix.com/LinkServlet?probeset=CMA1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=CMA1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=CMA1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?CMA1
https://www.affymetrix.com/LinkServlet?probeset=COL4A3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=COL4A3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=COL4A3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?COL4A3
https://www.affymetrix.com/LinkServlet?probeset=COL4A1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=COL4A1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=COL4A1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?COL4A1
https://www.affymetrix.com/LinkServlet?probeset=COL4A2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=COL4A2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=COL4A2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?COL4A2
https://www.affymetrix.com/LinkServlet?probeset=COL4A4
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=COL4A4[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=COL4A4
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?COL4A4

Details for gene set ACE2PATHWAY [GSEA]
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Fig 3: ACE2PATHWAY: Random ES distribution
Gene set null distribution of ES for ACE2PATHWAY
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Details for gene set INTRINSICPATHWAY [GSEA]

Table: GSEA Results Summary

|Dataset ||Wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO
[Phenotype |[wt vs ko cls file.cls#Wild-type_versus_KO

|Upregulated in class |[Xe)

|GeneSet [[INTRINSICPATHWAY

[Enrichment Score (ES) ||-0.5796355

[Normalized Enrichment Score (NES) |[-1.4494264

[Nominal p-value ||0.02053388

[FDR g-value ||l0.17798343

[FWER p-Value ||0-39

Enrichment plot: INTRINSICPATHWAY
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Details for gene set INTRINSICPATHWAY [GSEA]

Fig 1: Enrichment plot: INTRINSICPATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA detalils [plain text format]

KLKB1 _—
1 ||KLKB1 Entrez, Source, GeneCards kallikrein B, plasma (Fletcher factor) 1 2502 0.035 -0.0798 No
F11 coagulation factor XI (plasma
F11 . . -0.
2 = Entrez, Source, GeneCards |[thromboplastin antecedent) 3816 0.024 0.1159 No
COL4A5 collagen, type 1V, alpha 5 (Alport
3 ||COLaAS Entrez, Source, GeneCards |lsyndrome) 4055 0.023 -0.1043 No
F9 coagulation factor IX (plasma
4 ||F9 Entrez, Source, GeneCards thromboplastlc co_mponent, Christmas 4758 0.019 -0.1178 No
disease, hemophilia B)
F8 coagulation factor VIII, procoagulant
F8 -
5 | Entrez, Source, GeneCards |[component (hemophilia A) 5574 0.015 0.1406 No
COL4A6
6 |[COL4A6 Entrez, Source, GeneCards collagen, type IV, alpha 6 5678 0.014 -0.1313 No
7 F10 F10 lation factor X 11700 0.007 0.3995 N
— Entrez, Source, GeneCards coagulation tactor e e °
F2 . .
8 |[F2 Entrez, Source, GeneCards coagulation factor Il (thrombin) 14434 -0.017 -0.5079 No
9 F12 Fi2 lation f Xl (H f 15142 0.020 0.5206 N
F12 Entrez, Source, GeneCards coagulation factor Xl (Hageman factor) -0. -0. o]
SERPINC1 serpin peptidase inhibitor, clade C
10 |ISERPINCL i ive7 Source, GeneCards (antithrombin), member 1 16434 -0.026 -0.5540 ves
11 ||EGA FGA fibri Ipha chai 16525 0.026 0.5319 Y
— Entrez, Source, GeneCards ibrinogen aipha chain e e es
12 ||F2R F2R lation factor Il (thrombi t 16759 0.028 0.5152 Y
Entrez, Source, GeneCards coagulation factor Il (thrombin) receptor -0. -0. es
13 ||EGG FGG fibri hai 17540 0.032 0.5186 Y
— Entrez, Source, GeneCards ibrinogen gamma chain e e es
PROC protein C (inactivator of coagulation
14 |IPROC Entrez, Source, GeneCards ||factors Va and Vllla) 17997 -0.036 -0.5039 ves
COL4A3 collagen, type 1V, alpha 3 (Goodpasture
15 ||COL4AS Entrez, Source, GeneCards ||antigen) 18500 -0.040 -0.4871 ves
16 ||[EGB FGB fibri beta chai 19231 0.048 0.4731 Y
— Entrez, Source, GeneCards |['°"M09€n beta chain e e es
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https://www.affymetrix.com/LinkServlet?probeset=KLKB1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=KLKB1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=KLKB1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?KLKB1
https://www.affymetrix.com/LinkServlet?probeset=F11
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F11[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F11
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F11
https://www.affymetrix.com/LinkServlet?probeset=COL4A5
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=COL4A5[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=COL4A5
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?COL4A5
https://www.affymetrix.com/LinkServlet?probeset=F9
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F9[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F9
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F9
https://www.affymetrix.com/LinkServlet?probeset=F8
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F8[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F8
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F8
https://www.affymetrix.com/LinkServlet?probeset=COL4A6
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=COL4A6[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=COL4A6
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?COL4A6
https://www.affymetrix.com/LinkServlet?probeset=F10
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F10[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F10
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F10
https://www.affymetrix.com/LinkServlet?probeset=F2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F2
https://www.affymetrix.com/LinkServlet?probeset=F12
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F12[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F12
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F12
https://www.affymetrix.com/LinkServlet?probeset=SERPINC1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=SERPINC1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=SERPINC1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?SERPINC1
https://www.affymetrix.com/LinkServlet?probeset=FGA
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=FGA[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=FGA
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?FGA
https://www.affymetrix.com/LinkServlet?probeset=F2R
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F2R[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F2R
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F2R
https://www.affymetrix.com/LinkServlet?probeset=FGG
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=FGG[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=FGG
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?FGG
https://www.affymetrix.com/LinkServlet?probeset=PROC
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PROC[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PROC
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PROC
https://www.affymetrix.com/LinkServlet?probeset=COL4A3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=COL4A3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=COL4A3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?COL4A3
https://www.affymetrix.com/LinkServlet?probeset=FGB
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=FGB[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=FGB
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?FGB

Details for gene set INTRINSICPATHWAY [GSEA]

COL4A2
17 ||[COL4A2 Entrez, Source, GeneCards collagen, type IV, alpha 2 19806 -0.055 -0.4450 Yes
COL4A4
18 ||[COL4A4 Entrez, Source, GeneCards collagen, type 1V, alpha 4 21360 -0.097 -0.4194 Yes
PROS1 .
19 ||PROS1 Entrez, Source, GeneCards ||PrOtein S (alpha) 21641 -0.128 -0.3049 Yes
F5 coagulation factor V (proaccelerin, labile
20 |[F5 Entrez, Source, GeneCards |[factor) 21865 -0.318 0.0011 Es
1]
A== g o o = = ] g
SamplelName
ELEE] ELEE] kallikrein B, plasma (Fletrher factor) |1
Fll Fll coamqlation factor ¥T (plasma throwmhoplastin antecedent)
1K 1] nollagen e [, alpha Alpio gy ome |
Fa9 Fa9 coamlation factor T¥ (plasma throwmbhoplastic component, Christmas disease, hemophilia B
F& F& coammlation Faetar VITT, pracoammlant component (hemophilia &)
COTARF COTAMF collagen, type TV, alpha £
Fl0 Fl0 coamqulation factor W
FZ FZ coamqlation factor TT (thrombing
Fl= Fl= coamlation factor ¥TT (Hageman factor)
SERPTNC] SERPTHNC] =serpin peptidase inhibitor, clade C (antithrombing, memher |
Fiza Fiza fihrinogen alpha chain
FIE FIE coamlation factor TT (thrombin) receptor
Fii Fii fihrinogen dgamma chain
PEOC PEOC protein © (inactiwator of coaculation factors Va and VITTa)
COTARF COT AR5 collagen, type TV, alpha 3 (Goodpasture antigend
FGR FGR fihrinogen heta chain
COTA82 COTA82 collagen, type TV, alpha =
COT. 484 COT. 484 collagen, type TV, alpha 4
PEOS] PEOS] protein 5§ (alphal
FS FS coarmlation factor ¥ (nroaceelerin, lahile factord

Fig 2: INTRINSICPATHWAY
Blue-Pink O' Gram in the Space of the Analyzed GeneSet
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PROS1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PROS1
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=F5[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=F5
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?F5

Details for gene set INTRINSICPATHWAY [GSEA]

INTRINSICPATHWAY: Random ES distribution
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Fig 3: INTRINSICPATHWAY: Random ES distribution
Gene set null distribution of ES for INTRINSICPATHWAY
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Detailsfor gene set LAIRPATHWAY[GSEA]

Table: GSEA Results Summary

[Dataset ||[wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO |
[Phenotype |[wt vs ko cls file.cls#Wild-type_versus_KO |
|Upregulated in class I[Xe) |
|GeneSet ||LAIRPATHWAY |
[Enrichment Score (ES) ||-0.6730978 |
|Normalized Enrichment Score (NES) ||-1.4520286 |
INominal p-value ||0.046184737 |
[FDR g-value ||0.19823746 |
[FWER p-Value ||0.38 |

Enrichment plot: LAIRPATHWAY
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Detailsfor gene set LAIRPATHWAY[GSEA]

Fig 1: Enrichment plot: LAIRPATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA details [plain text format]

H SEEEEEEN
[ [ [ | [ | | TCAMI TCAM] intercellular adhesion molecule (CD54) . human rhinowirusg receptor

ITGA4 integrin, alpha 4 (antigen CD49D, alpha
ITGA4 , )
1|TeAd Entrez, Source, GeneCards (|4 subunit of VLA-4 receptor) 979 0.059 0.0509 No
2 ||IL1A IL1A interleukin 1, alph 3477 0.026 0.0203 N
Entrez, Source, GeneCards || e euKin 1, aipha ' e °
SELP selectin P (granule membrane protein
3 |ISELP lEntrez, Source, Genecards 140kDa, antigen CD62) 7501 0.007 ©0.1931 No
ITGB1 integrin, beta 1 (fibronectin receptor,
4 ||ITGB1 beta polypeptide, antigen CD29 includes |[7580 0.007 -0.1861 No
— Entrez, Source, GeneCard ’
2, SO0UIe, ° |IMDF2, MSK12)
IL6 . . .
5 [|IL6 Entrez, Source, GeneCards interleukin 6 (interferon, beta 2) 15462 -0.021 -0.5119 No
6 ||C6 cé | t t6 18990 0.045 0.6002 Y
= Entrez, Source, GeneCards |[COMP'€MeNt componen e e s
7 |lvcamy [VCAMI lar cell adhesion molecule 1 19742 0.054 0.5473 Y
Entrez, Source, GeneCards ||V@Scular cell adhesion molecule -0. -0. es
TNF tumor necrosis factor (TNF superfamily,
8 |ITNE Entrez, Source, GeneCards ([member 2) 20111 -0.059 -0.4676 ves
ICAM1 intercellular adhesion molecule 1
ICAM1 L -0. -0.
’ Entrez, Source, GeneCards ||(CD54), human rhinovirus receptor 21079 0.084 0.3748 Yes
ITGB2 integrin, beta 2 (complement component
ITGB2 ’ . -0. .
10 Entrez, Source, GeneCards ||3 receptor 3 and 4 subunit) 21839 0.253 0.0023 Yes
SampleNames
ITGA TTGAA inteqrin, alpha 4 (antigen CRAGT, alpha 4 sybunit of VIA-4 receptor)
| | [ | TL14  TL1A interlenkin 1, alpha
EEE " EEEEEEN SELP SELP  =selectin P (granule memhtrane protein 140kDa, antigen CDATY
HEN H || ITGE] TTGE] integrin, hets 1 (Fibronectin receptor, hets polypeptide, anticgen CD20 ineludes MODFET, MSE]D)
L] I1LEA ILEA interlenkin £ {(interferon, hets =)
CH CA complement component £
NCAM] WCAM] wasenlar cell adhesion molecnle |

THE THE tumar necrosis factor (THF superfamily ., memher )

ITGEZ TTGEZ intearin. heta = {(comnblement component 3 recentor 3 and 4 spbunitd
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http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?IL6
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http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=ICAM1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?ICAM1
https://www.affymetrix.com/LinkServlet?probeset=ITGB2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=ITGB2[sym]
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Detailsfor gene set LAIRPATHWAY[GSEA]

Fig 2: LAIRPATHWAY
Blue-Pink O' Gram in the Space of the Analyzed GeneSet

LAIRPATHWAY: Random ES distribution
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Fig 3: LAIRPATHWAY: Random ES distribution
Gene set null distribution of ES for LAIRPATHWAY
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Details for gene set MCALPAINPATHWAY [GSEA]

Table: GSEA Results Summary

[Dataset |[wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO |
[Phenotype ||wt vs ko cls file.cls#Wild-type_versus_KO |
[Upregulated in class |[xo |
[GenesSet [MCALPAINPATHWAY |
[Enrichment Score (ES) ||-0.5250673 |
[Normalized Enrichment Score (NES) |-1.4360536 |
[Nominal p-value |[0.0058479533 |
[FDR g-value |[0.17932285 |
[FWER p-Value |[0.426 |

Enrichment plot: MCALPAINPATHWAY
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Fig 1: Enrichment plot: MCALPAINPATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List
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Details for gene set MCALPAINPATHWAY [GSEA]
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Table: GSEA detalls [plain text format]

= = = = = =

EGF .
EGF Entrez, Source, GeneCards epidermal growth factor (beta-urogastrone) 5091 0.017 -0.2019 No
PTK2 PTK2 PTK2 protein t ine ki 2 5843 0.013 -0.2119 No
—= Entrez, Source, GeneCards protein tyrosine kinase ' :
PRKAR2A protein kinase, cCAMP-dependent, regulatory, type )
PRKAR2A Entrez, Source, GeneCards |II, alpha 5932 0.013 0.1923 No
ITGB1 integrin, beta 1 (fibronectin receptor, beta
ITGB1 Entrez, Source, GeneCards polypeptide, antigen CD29 includes MDF2, 7580 0.007 -0.2557 No
MSK12)
PRKAR1A protein kinase, cAMP-dependent, regulatory, type )
PRKARIA Entrez, Source, GeneCards (|I, alpha (tissue specific extinguisher 1) 7609 0.006 0.2453 No
PRKACB PRKACB tein ki AMP-d dent, catalytic, bet 8091 0.005 -0.2588 No
Entrez, Source, GeneCards |[Protein kinase, ¢ -dependent, catalytic, beta . .
TLN1 .
TLN1 Entrez, Source, GeneCards talin 1 8609 0.003 -0.2772 No
PRKAR1B protein kinase, cAMP-dependent, regulatory, type )
PRKARLB ||Fhirez, Source, GeneCards I, beta 10288 -0.003 0.3493 No
HRAS v-Ha-ras Harvey rat sarcoma viral oncogene
HRAS Entrez, Source, GeneCards ||homolog 10473 -0.003 -0.3519 No
CAPN2 CAPN2 Ipain 2, (m/1l) | bunit 11100 0.005 -0.3712 No
I Entrez, Source, GeneCards calpain 2, (m/ll) large subuni -~ :
MAPK3 MAPKS it tivated protein ki 3 11521 0.006 -0.3786 No
Entrez, Source, GeneCards ||Mitogen-activated protein kinase -0. .
PRKAR2B protein kinase, cCAMP-dependent, regulatory, type )
PRKAR2B Entrez, Source, GeneCards ||Il, beta 11944 -0.008 0.3835 No
CAPN1 CAPN1 Ipain 1 N1 bunit 12400 0.009 -0.3873 No
I Entrez, Source, GeneCards calpain 1, (mufl) large subuni -~ :
MAPK1 MAPK1 it tivated protein ki 1 13530 0.013 -0.4149 No
Entrez, Source, GeneCards ||Mitogen-activated protein kinase -0. .
PXN PXN illi 14070 -0.015 -0.4118 No
— Entrez, Source, GeneCards paxifin ' ’
CXCR3 CXCR3 h kine (C-X-C moti tor 3 15304 0.020 -0.4311 No
Entrez, Source, GeneCards |["¢™M° ing (C-X-C motif) receptor e )
IL2 ViL2 illin 2 i 15688 -0.022 -0.4085 No
— Entrez, Source, GeneCards |[V"'" (ezrin) ) )
CAPNS1 . .
CAPNS1 Entrez, Source, GeneCards calpain, small subunit 1 17599 -0.033 -0.4361 Yes
EGFR epidermal growth factor receptor (erythroblastic i )
EGFR Entrez, Source, GeneCards |([(leukemia viral (v-erb-b) oncogene homolog, avian) 18911 0.044 0.4160 M=
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http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?ITGB1
https://www.affymetrix.com/LinkServlet?probeset=PRKAR1A
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKAR1A[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PRKAR1A
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKAR1A
https://www.affymetrix.com/LinkServlet?probeset=PRKACB
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https://www.affymetrix.com/LinkServlet?probeset=HRAS
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=HRAS[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=HRAS
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=MAPK3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=MAPK3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?MAPK3
https://www.affymetrix.com/LinkServlet?probeset=PRKAR2B
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKAR2B[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PRKAR2B
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKAR2B
https://www.affymetrix.com/LinkServlet?probeset=CAPN1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=CAPN1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=CAPN1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?CAPN1
https://www.affymetrix.com/LinkServlet?probeset=MAPK1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=MAPK1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=MAPK1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?MAPK1
https://www.affymetrix.com/LinkServlet?probeset=PXN
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PXN[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PXN
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PXN
https://www.affymetrix.com/LinkServlet?probeset=CXCR3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=CXCR3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=CXCR3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?CXCR3
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=VIL2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=VIL2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?VIL2
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=CAPNS1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=CAPNS1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?CAPNS1
https://www.affymetrix.com/LinkServlet?probeset=EGFR
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=EGFR[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=EGFR
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?EGFR

Details for gene set MCALPAINPATHWAY [GSEA]

20 (|MYL2 II\EA;IF:Z Source, GeneCards myosin, light chain 2, regulatory, cardiac, slow 21297 -0.093 -0.3549 Yes
CAPNS2 . .
21 [|CAPNS2 Entrez, Source, GeneCards calpain, small subunit 2 21329 0.095 0.1827 Yes
22 MYLK MYLK in, light chain ki 21563 0 0.0150
Entrez, Source, GeneCards myosin, light chain kinase 15 114 .015 Yes
oo o o o o o
e R e
=
a
]
[=
=
=
JamplelName
EGE EGE enidermal growth factor (heta-nragastrone)
PTES PTES PTEZ protein tyrasine kinase 2
FPEEAERTA PREARTL protein kinase, cAWP-dependent, remqmlatory, type 1T, alpha
ITEE] ITGEE] integrin, heta 1 (fihronectin receptor, heta polypeptide, antigen CNTS includes MRFS, MSE]1T)
FEEAE1A PREARIL protein kinase, cAWP-dependent, remqmlatory, type T, alpha (tissne specific ewtingmisher 1)
PEELCE PEELCE nrotein kinage, cAMP-dependent, catalytic, hets
TLH1 TLH1 talin 1
FEEARIE PREARIE protein kinase, cAWP-dependent, remqmlatory, type T, heta
HELS HELS v-Ha-ras Harwey rat sarcoma wiral oncogene homolog
CAPNZ CAPNT calpain 2, (m/TT) large subunit
MAPES MAPES mitogen-artiwated protein kinase 3
[ | PEEARTE PREARTE protein kinase, cAdWP-dependent, remqmlatory, type 1T, heta
EEEEENE EEEETE | [ capm CAPII calpain 1, (mufT) large snmit
MAPE] MAPE] mitogen-activated profein kinase |
ENENEE BN ENENEE = E P pavillin
| || C¥CE%  CWCE3  chepakine (C-¥-C potif) receptor 3
VL= VTLZ willin 2 (e=rin)
CAPIS] CAPIS] calpain, =small subunit 1
EGFE EGFE epidermal grao - -
MY I myogin, light chain 2 reqmlatory, cardiac, slow
CAPNSZ CAPNSZ calpaing, small snbunit 2
MY LE MY LI mrngin., licht chain kinaze

Fig 2. MCALPAINPATHWAY

Blue-Pink O' Gram in the Space of the Analyzed GeneSet
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https://www.affymetrix.com/LinkServlet?probeset=MYL2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=MYL2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=MYL2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?MYL2
https://www.affymetrix.com/LinkServlet?probeset=CAPNS2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=CAPNS2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=CAPNS2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?CAPNS2
https://www.affymetrix.com/LinkServlet?probeset=MYLK
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=MYLK[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=MYLK
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?MYLK

Details for gene set MCALPAINPATHWAY [GSEA]
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Fig 3: MCALPAINPATHWAY: Random ES distribution
Gene set null distribution of ES for MCALPAINPATHWAY
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Details for gene set NKCELLSPATHWAY [GSEA]

Table: GSEA Results Summary

[Dataset |[wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO |
[Phenotype |[wt vs ko cls file.cls#Wild-type_versus_KO |
|Upregulated in class |[Xe) |
|GeneSet INKCELLSPATHWAY |
[Enrichment Score (ES) ||-0.5025256 |
|Norma|ized Enrichment Score (NES) ||-1.703031 |
[Nominal p-value ||0.025490196 |
[FDR g-value ||0.13899715 |
[FWER p-Value |[0.084 |

Enrichment plot: NKCELLSPATHWAY

0.05 {

0.00 & —
-0.05 1
-0.10 -
-0.15
-0.20 4
-0.25
-0.30 1
-0.35 1
-0.40 1
-0.45 1
-0.50

—

___n

Enrichment scare (ES)

"Wild-type' (positively correlated)
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025 Zero cross at 9478

-0.50

075 II\CII. (negati\rellyr correlated)
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Details for gene set NKCELLSPATHWAY [GSEA]

Fig 1: Enrichment plot: NKCELLSPATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA detalils [plain text format]

PIK3CA phosphoinositide-3-kinase, catalytic, alpha

1 ||PIKSCA Entrez, Source, GeneCards ||polypeptide 3535 0.026 -0.0931 No

2 ||LAT LAT linker f tivati f T cell 4434 0.020 0.0801 N
Entrez, Source, GeneCards inkerfor activation ot T cells ’ e °
KLRD1 killer cell lectin-like receptor subfamily D,

3 |IKLRBL liF ez, Source, GeneCards |[member 1 6004 0.013 01182 No
PAK1 p21/Cdc42/Racl-activated kinase 1 (STE20

4 |[PAKL Entrez, Source, GeneCards |lhomolog, yeast) 6055 0.012 -0.0876 No
ITGB1 integrin, beta 1 (fibronectin receptor, beta

5 |(ITGB1 Entrez. Source, GeneCards polypeptide, antigen CD29 includes MDF2, 7580 0.007 -0.1400 No

MSK12)
RAC1 ras-related C3 botulinum toxin substrate 1
RAC1 -

6 |IRACL Entrez, Source, GeneCards ||(rho family, small GTP binding protein Rac1) 7597 0.006 0.1236 No

7 |[|[MAP2K1 MAP2K1 it tivated protein ki ki 1 7814 0.006 0.1184 N
Entrez, Source, GeneCards ||Mitogen-activated protein kinase kinase . -0. o}

8 |[|PTK2B PTK2B PTK2B i ine ki 2b 10795 0.004 0.2435 N
Entrez, Source, GeneCards protein tyrosine kinase 2 beta -0. -0. o}

9 |[[MAPK3 MAPK3 i i d in ki 3 11521 0.006 0.2595 N
Entrez, Source, GeneCards mitogen-activated protein kinase -0. -0. o}
PIK3R1 phosphoinositide-3-kinase, regulatory subunit

10 (PIKSRL ||F ez, Source, GeneCards 1 (p85 alpha) 12611 -0.010 -0.2822 No

11 (|ISYK SYK I ine ki 17431 0.032 0.4187 Y

= Entrez, Source, GeneCards ||SP'€€N yrosine kinase e e es

IL18 interleukin 18 (interferon-gamma-inducing

12 |IL18 Entrez, Source, GeneCards ||factor) 18439 -0.039 -0.3604 ves
PTPNG6 protein tyrosine phosphatase, non-receptor

13 (|PTPN6 Entrez, Source, GeneCards |type 6 18947 -0.044 -0.2660 Yes
KLRC3 killer cell lectin-like receptor subfamily C,

14 |KLRC3 |F 67 Source, GeneCards |Imember 3 20135 -0.060 -0.1623 ves

15 (|[VAV1 VAVL 1 21249 0.092 0.0293 Y
Entrez, Source, GeneCards vav L oncogene e ' es
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https://www.affymetrix.com/LinkServlet?probeset=PIK3CA
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PIK3CA[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PIK3CA
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PIK3CA
https://www.affymetrix.com/LinkServlet?probeset=LAT
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=LAT[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=LAT
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?LAT
https://www.affymetrix.com/LinkServlet?probeset=KLRD1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=KLRD1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=KLRD1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?KLRD1
https://www.affymetrix.com/LinkServlet?probeset=PAK1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PAK1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PAK1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PAK1
https://www.affymetrix.com/LinkServlet?probeset=ITGB1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=ITGB1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=ITGB1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?ITGB1
https://www.affymetrix.com/LinkServlet?probeset=RAC1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=RAC1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=RAC1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?RAC1
https://www.affymetrix.com/LinkServlet?probeset=MAP2K1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=MAP2K1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=MAP2K1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?MAP2K1
https://www.affymetrix.com/LinkServlet?probeset=PTK2B
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PTK2B[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PTK2B
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PTK2B
https://www.affymetrix.com/LinkServlet?probeset=MAPK3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=MAPK3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=MAPK3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?MAPK3
https://www.affymetrix.com/LinkServlet?probeset=PIK3R1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PIK3R1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PIK3R1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PIK3R1
https://www.affymetrix.com/LinkServlet?probeset=SYK
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=SYK[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=SYK
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?SYK
https://www.affymetrix.com/LinkServlet?probeset=IL18
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=IL18[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=IL18
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?IL18
https://www.affymetrix.com/LinkServlet?probeset=PTPN6
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PTPN6[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PTPN6
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PTPN6
https://www.affymetrix.com/LinkServlet?probeset=KLRC3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=KLRC3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=KLRC3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?KLRC3
https://www.affymetrix.com/LinkServlet?probeset=VAV1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=VAV1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=VAV1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?VAV1

Details for gene set NKCELLSPATHWAY [GSEA]

Samplellame

PTESCA PTEICA phosphoinositide-3-kinase, catalytic, alpha polypeptide

LAT LAT linker for activation of T cells

ELED]  ELEDI killer cell lectin-like receptor suhfamily T, memher |

PAE] PAE] P2l SCded” Pacl —activated kinase 1 (STEZQ homolag, yeast)

ITGE] ITGE] integrin, heta 1 (fihronectin receptor, heta polypeptide, antigen CDZY includes MDFEZ, MSETS)
BAC] BAC] ras-related C3 hotnlinum towin substrate 1 (rho Familsy, =small GTP hinding protein Bacl)
MaPoF] WAPSE] mitodgen-activated profein kinase kinage |1

PTEZE PTESE  PTETE protein tyrosine kinase = heta

MAPES MAPES mitogen-actiwvated protein kinase 3

PTE3E] PTESE] phosphoinositide-S3-kinase, remlatory subunit 1 (pA5 alphal)

SYE SYE spleen tyrosine kinase

TL18 TL18 interlenkin 18 (interferon-gamma-inducing factor)

PTPHFE  PTPHE profein tyrosine phasphatase, non-receptor type £

ELBECE ELEC3 killer ecell lectin-like receptor suhfamily C, memher 3

NaWV] NaWV] vay 1 oneadens

Fig 2: NKCELLSPATHWAY
Blue-Pink O' Gram in the Space of the Analyzed GeneSet

file://IV|/Active Projects/Ps1Ps2K O/Kishor/Processed data/ GSEA to print/my_analysis.Gsea 1193695653387/NK CELL SPATHWAY .html (3 of 4)10/30/2007 4:35:51 PM




Details for gene set NKCELLSPATHWAY [GSEA]

F(ES)
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Fig 3: NKCELLSPATHWAY: Random ES distribution
Gene set null distribution of ES for NKCELLSPATHWAY
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Details for gene set PLCEPATHWAY[GSEA]

Table: GSEA Results Summary

|Dataset ||Wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO
[Phenotype |[wt vs ko cls file.cls#Wild-type_versus_KO

|Upregulated in class |[Xe)

|GeneSet ||PLCEPATHWAY

[Enrichment Score (ES) ||-0.63690364

[Normalized Enrichment Score (NES) |[-1.467414

[Nominal p-value ||0.053742804
[FDR g-value ||0.24180055
[FWER p-Value ||0.352

o0.o

-0.1

Enrichment scare (ES)

D.25

0.00

-0.25

-0.50

-0.75

Ranked list metric (Signal2Moise)

-0.2 4

-0.3 4

0.4 -

-0.5 1

0.6 4

Enrichment plot: PLCEPATHWAY
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Rankin Ordered Dataset

'O (negatively comelated)
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Details for gene set PLCEPATHWAY[GSEA]

Fig 1: Enrichment plot: PLCEPATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA detalils [plain text format]

PRKAR2A protein kinase, CAMP-dependent,
1 |[PRKARZA Entrez, Source, GeneCards |[regulatory, type Il, alpha 5932 0.013 -0.1996 No
2 GNAS GNAS GNAS lex | 6980 0.009 0.1991 N
——— Entrez, Source, GeneCards compiexlocus ' e °
PRKAR1A protein kinase, CAMP-dependent,
3 |[PRKAR1A Entrez, Source, GeneCards reg_ulat(_)ry, type |, alpha (tissue specific  ||7609 0.006 -0.1924 No
extinguisher 1)
PRKACB protein kinase, CAMP-dependent,
4 |PRKACB Entrez, Source, GeneCards |[catalytic, beta 8091 0.005 -0.1887 No
5 |[JADRB2 ADRB2 d ic, beta-2 t f 8522 0.003 0.1909 N
Entrez, Source, GeneCards adrenergic, beta-2-, receptor, surface . -0. o
PRKAR1B protein kinase, CAMP-dependent,
6 |PRKARIB Entrez, Source, GeneCards |[regulatory, type I, beta 10288 -0.003 02574 No
7 RAP2B RAP2B RAP2B b f RAS family |{11793 0.007 0.2856 Y
= Entrez, Source, GeneCards » member o oncogene tfamily - ~ es
PRKAR2B protein kinase, CAMP-dependent,
8 |PRKARZB Entrez, Source, GeneCards |regulatory, type II, beta 11944 -0.008 -0:2491 ves
PTGER1 prostaglandin E receptor 1 (subtype
9 |PTGERL Entrez, Source, GeneCards |[EP1), 42kDa 12465 -0.010 02197 Yes
10 ||PLCE1 PLCEL hospholi C ilon 1 21595 0.118 0.0135 Y
—= Entrez, Source, GeneCards |[PhOSPNolpase &, epsion - ' €s

Samplellame

PEEAE"L PREALARSA protein Kinase, cAdMP-dependent, remqulatory, type 1T, alpha

GIAS GIAS GHAS complex lorns

FEEAR]1A PREEARIA ntein kinase AMP-idenenden ermilato e alpha ig=ue specifi e
PREACE PREACE protein kinase, cdMP-dependent., catalytic, heta

ADEEZ ADEES adrenergic, heta-2-, receptor, surface

PEEAERIE PEEALRIR protein Kinase, cAdMP-dependent, remqlatory, type T, heta
EAPTE EAPTH EAPTE, membher of BAS oncogens family

[ | PEEAETE PEEALAETE protein Kinase, cAdMP-dependent, remqulatory, type 1T, heta

PTGEEE] PTGEEER] prostaglandin FE receptor 1 (subtype EP1) . A47KkDS

..... . PLCE] PLCE] phospholipase C, ensilon 1
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https://www.affymetrix.com/LinkServlet?probeset=PRKAR2A
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKAR2A[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PRKAR2A
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKAR2A
https://www.affymetrix.com/LinkServlet?probeset=GNAS
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=GNAS[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=GNAS
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?GNAS
https://www.affymetrix.com/LinkServlet?probeset=PRKAR1A
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKAR1A[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PRKAR1A
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKAR1A
https://www.affymetrix.com/LinkServlet?probeset=PRKACB
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKACB[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PRKACB
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKACB
https://www.affymetrix.com/LinkServlet?probeset=ADRB2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=ADRB2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=ADRB2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?ADRB2
https://www.affymetrix.com/LinkServlet?probeset=PRKAR1B
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKAR1B[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PRKAR1B
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKAR1B
https://www.affymetrix.com/LinkServlet?probeset=RAP2B
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=RAP2B[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=RAP2B
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?RAP2B
https://www.affymetrix.com/LinkServlet?probeset=PRKAR2B
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKAR2B[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PRKAR2B
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKAR2B
https://www.affymetrix.com/LinkServlet?probeset=PTGER1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PTGER1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PTGER1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PTGER1
https://www.affymetrix.com/LinkServlet?probeset=PLCE1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PLCE1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PLCE1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PLCE1

Details for gene set PLCEPATHWAY[GSEA]

Fig 2: PLCEPATHWAY
Blue-Pink O' Gram in the Space of the Analyzed GeneSet
PLCEPATHWAY: Random ES distribution
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Fig 3: PLCEPATHWAY: Random ES distribution
Gene set null distribution of ES for PLCEPATHWAY
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Details for gene set TGFBPATHWAY[GSEA]

Table: GSEA Results Summary

[Dataset ||wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO
[Phenotype |[wt vs ko cls file.cls#Wild-type_versus_KO

[Upregulated in class |[Xe)

|GeneSet |[TGFBPATHWAY

[Enrichment Score (ES) ||-0.67048216

[Normalized Enrichment Score (NES) |[-1.4235907

[Nominal p-value ||0.010141988

|FDR g-value ||0.16384448

[FWER p-Value ||0.458

Enrichment plot: TGFEPATHWAY
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Fig 1: Enrichment plot: TGFBPATHWAY
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Details for gene set TGFBPATHWAY[GSEA]

Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA details [plain text format]

TGFB3 .

1 |[TGEB3 Entrez, Source, GeneCards transforming growth factor, beta 3 3997 0.023 -0.1491 No
CREBBP CREB binding protein (Rubinstein-Taybi

2 |[CREBBP Entrez, Source, GeneCards ||lsyndrome) 4496 0.020 0.1423 No

3 MAP2K1 MAP2K1 it tivated tein ki ki 1 7814 0.006 0.2856 N
Entrez, Source, GeneCards ||Mtogen-activated protein kinase kinase . -0. o}

4 MAPK3 MAPKS it tivated tein ki 3 11521 0.006 0.4455 N
Entrez, Source, GeneCards |Mitogen-activated protein kinase -0. -0. o}

5 EP300 EP300 E1A bindi tein p300 14225 0.016 0.5458 N
Entrez, Source, GeneCards inding protein p e e °

6 |[|CDH1 CDH1 dherin 1, type 1, E-cadheri ithelial 15382 0.021 0.5683 N
Entrez, Source, GeneCards cadherin 1, type 1, E-cadherin (epithelial) e e °
MAP3K7 mitogen-activated protein kinase kinase

7 [MAPSKZ Entrez, Source, GeneCards ||kinase 7 15549 -0.021 -0.5445 No

8 [|SKIL SKIL SKi-lik 17662 0.033 0.5924 N
Entrez, Source, GeneCards ke e e °
MAP3K7IP1 mitogen-activated protein kinase kinase

MAP3K71P1 . . . . -0. -0.

° Entrez, Source, GeneCards |lkinase 7 interacting protein 1 19372 0.049 0.5985 Yes

10 ||TGEB2 TerB2 transformi wth factor, beta 2 20874 0.077 0.5546 Y
Entrez, Source, GeneCards [|"ansforming gro actor, beta -0. -0. es
TGFB1 transforming growth factor, beta 1 (Camurati-

11 | TGFB1 Entrez, Source, GeneCards ||Engelmann disease) 21650 0131 -0.3976 e
TGFBR2 transforming growth factor, beta receptor Il

12 |TGFBR2 Entrez, Source, GeneCards ||(70/80kDa) 21675 0135 -0.2003 ves
TGFBR1 transforming growth factor, beta receptor |

TGFBR1 o : . -
= Entrez, Source, GeneCards ||(activin A receptor type lI-like kinase, 53kDa) 21699 0.143 0.0087 ves
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https://www.affymetrix.com/LinkServlet?probeset=TGFB3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFB3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFB3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFB3
https://www.affymetrix.com/LinkServlet?probeset=CREBBP
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=CREBBP[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=CREBBP
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?CREBBP
https://www.affymetrix.com/LinkServlet?probeset=MAP2K1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=MAP2K1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=MAP2K1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?MAP2K1
https://www.affymetrix.com/LinkServlet?probeset=MAPK3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=MAPK3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=MAPK3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?MAPK3
https://www.affymetrix.com/LinkServlet?probeset=EP300
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=EP300[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=EP300
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?EP300
https://www.affymetrix.com/LinkServlet?probeset=CDH1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=CDH1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=CDH1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?CDH1
https://www.affymetrix.com/LinkServlet?probeset=MAP3K7
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=MAP3K7[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=MAP3K7
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?MAP3K7
https://www.affymetrix.com/LinkServlet?probeset=SKIL
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=SKIL[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=SKIL
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?SKIL
https://www.affymetrix.com/LinkServlet?probeset=MAP3K7IP1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=MAP3K7IP1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=MAP3K7IP1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?MAP3K7IP1
https://www.affymetrix.com/LinkServlet?probeset=TGFB2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFB2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFB2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFB2
https://www.affymetrix.com/LinkServlet?probeset=TGFB1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFB1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFB1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFB1
https://www.affymetrix.com/LinkServlet?probeset=TGFBR2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFBR2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFBR2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFBR2
https://www.affymetrix.com/LinkServlet?probeset=TGFBR1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFBR1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFBR1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFBR1

Details for gene set TGFBPATHWAY[GSEA]

SamplelName

TGEFES TGFES transforming growth factor, heta 3
CEEREE CEEEEE CREE bhinding protein (Bubhinstein-Tayhi synmdrome)
MAPZH] MAPZH] mitogen-activated protein kinase kinasge 1
MAPES MAPESR mitogen-activated protein kinase 3
ER300 ER300 El1d hinding protein p300
CTiH1 CTiH] cadherin 1, type 1, F-radherin (epitheliall
MAP3IED MAPIET mitogen-activated protein kinase kinase kinase 7
SETI SETI SET-1ike
MAPSETTP] WMAPIETITP] mitogen-actiwated protein Kinase kinase kinase 7 interacting protein 1
THFE™ TGRFE™ tranaforming growth factor, hets =
TGFE] TGFE] tranaforming gqrowth factor, heta 1 (Camnrati-Engelmann disease)
THFEE™ TGEFEE™ transforming gqrowth factor, heta receptor TT (TO/ANkEDAS)
TGFRE] TGFEE] transforming arowth factor. heta recentor T (actiwin & recentor tome TT-1ike kinase, 53kDal
Fig 2: TGFBPATHWAY
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Details for gene set TGFBPATHWAY[GSEA]
ES

Fig 3: TGFBPATHWAY: Random ES distribution
Gene set null distribution of ES for TGFBPATHWAY

file://IV|/Active Projects/Ps1Ps2K O/Kishor/Processed data/ GSEA to print/my_analysis.Gsea.1193695653387/TGFBPATHWAY .html (4 of 4)10/30/2007 4:36:33 PM



Details for gene set PLCEPATHWAY[GSEA]

Table: GSEA Results Summary

|Dataset ||Wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO
[Phenotype |[wt vs ko cls file.cls#Wild-type_versus_KO

|Upregulated in class |[Xe)

|GeneSet ||PLCEPATHWAY

[Enrichment Score (ES) ||-0.63690364

[Normalized Enrichment Score (NES) |[-1.467414

[Nominal p-value ||0.053742804
[FDR g-value ||0.24180055
[FWER p-Value ||0.352

o0.o

-0.1

Enrichment scare (ES)

D.25

0.00

-0.25

-0.50

-0.75
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Details for gene set PLCEPATHWAY[GSEA]

Fig 1: Enrichment plot: PLCEPATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA detalils [plain text format]

PRKAR2A protein kinase, CAMP-dependent,
1 |[PRKARZA Entrez, Source, GeneCards |[regulatory, type Il, alpha 5932 0.013 -0.1996 No
2 GNAS GNAS GNAS lex | 6980 0.009 0.1991 N
——— Entrez, Source, GeneCards compiexlocus ' e °
PRKAR1A protein kinase, CAMP-dependent,
3 |[PRKAR1A Entrez, Source, GeneCards reg_ulat(_)ry, type |, alpha (tissue specific  ||7609 0.006 -0.1924 No
extinguisher 1)
PRKACB protein kinase, CAMP-dependent,
4 |PRKACB Entrez, Source, GeneCards |[catalytic, beta 8091 0.005 -0.1887 No
5 |[JADRB2 ADRB2 d ic, beta-2 t f 8522 0.003 0.1909 N
Entrez, Source, GeneCards adrenergic, beta-2-, receptor, surface . -0. o
PRKAR1B protein kinase, CAMP-dependent,
6 |PRKARIB Entrez, Source, GeneCards |[regulatory, type I, beta 10288 -0.003 02574 No
7 RAP2B RAP2B RAP2B b f RAS family |{11793 0.007 0.2856 Y
= Entrez, Source, GeneCards » member o oncogene tfamily - ~ es
PRKAR2B protein kinase, CAMP-dependent,
8 |PRKARZB Entrez, Source, GeneCards |regulatory, type II, beta 11944 -0.008 -0:2491 ves
PTGER1 prostaglandin E receptor 1 (subtype
9 |PTGERL Entrez, Source, GeneCards |[EP1), 42kDa 12465 -0.010 02197 Yes
10 ||PLCE1 PLCEL hospholi C ilon 1 21595 0.118 0.0135 Y
—= Entrez, Source, GeneCards |[PhOSPNolpase &, epsion - ' €s

Samplellame

PEEAE"L PREALARSA protein Kinase, cAdMP-dependent, remqulatory, type 1T, alpha

GIAS GIAS GHAS complex lorns

FEEAR]1A PREEARIA ntein kinase AMP-idenenden ermilato e alpha ig=ue specifi e
PREACE PREACE protein kinase, cdMP-dependent., catalytic, heta

ADEEZ ADEES adrenergic, heta-2-, receptor, surface

PEEAERIE PEEALRIR protein Kinase, cAdMP-dependent, remqlatory, type T, heta
EAPTE EAPTH EAPTE, membher of BAS oncogens family

[ | PEEAETE PEEALAETE protein Kinase, cAdMP-dependent, remqulatory, type 1T, heta

PTGEEE] PTGEEER] prostaglandin FE receptor 1 (subtype EP1) . A47KkDS

..... . PLCE] PLCE] phospholipase C, ensilon 1
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https://www.affymetrix.com/LinkServlet?probeset=PRKAR2A
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKAR2A[sym]
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http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKAR2A
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=GNAS[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=GNAS
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?GNAS
https://www.affymetrix.com/LinkServlet?probeset=PRKAR1A
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKAR1A[sym]
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http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKACB
https://www.affymetrix.com/LinkServlet?probeset=ADRB2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=ADRB2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=ADRB2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?ADRB2
https://www.affymetrix.com/LinkServlet?probeset=PRKAR1B
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKAR1B[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PRKAR1B
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKAR1B
https://www.affymetrix.com/LinkServlet?probeset=RAP2B
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=RAP2B[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=RAP2B
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?RAP2B
https://www.affymetrix.com/LinkServlet?probeset=PRKAR2B
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PRKAR2B[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PRKAR2B
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PRKAR2B
https://www.affymetrix.com/LinkServlet?probeset=PTGER1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PTGER1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PTGER1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PTGER1
https://www.affymetrix.com/LinkServlet?probeset=PLCE1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=PLCE1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=PLCE1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?PLCE1

Details for gene set PLCEPATHWAY[GSEA]

Fig 2: PLCEPATHWAY
Blue-Pink O' Gram in the Space of the Analyzed GeneSet
PLCEPATHWAY: Random ES distribution
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Fig 3: PLCEPATHWAY: Random ES distribution
Gene set null distribution of ES for PLCEPATHWAY
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Details for gene set TOB1IPATHWAY[GSEA]

Table: GSEA Results Summary

|Dataset ||Wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO
[Phenotype |lwt vs ko cls file.cls#Wild-type_versus_KO

[Upregulated in class I[Xe)

|GenesSet ||TOBLPATHWAY

[Enrichment Score (ES) ||-0.7317913

[Normalized Enrichment Score (NES) ||-1.6300206

[Nominal p-value ||0.0040816325

|FDR g-value ||0.08729656

[FWER p-Value ||0.134

Enrichment plot: TOB1PATHWAY
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Details for gene set TOB1IPATHWAY[GSEA]

Fig 1: Enrichment plot: TOB1PATHWAY
Profile of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA details [plain text format]

TOB1
1 |[TOB1 Entrez, Source, GeneCards transducer of ERBB2, 1 3490 0.026 -0.1256 No
2 ||ITGEB3 TGFB3 t formi wth factor, beta 3 3997 0.023 0.1191 N
Entrez, Source, GeneCards ransforming gro actor, beta ' ha °
3 [|TOB2 ToB2 d f ERBB2, 2 7186 0.008 0.2545 N
— Entrez, Source, GeneCards transducer o ’ ’ - °
CD3E CD3e molecule, epsilon (CD3-TCR
4 |ICD3E Entrez, Source, GeneCards ||complex) 10980 -0.005 -0.4217 No
L4 . .
5 |[IL4 Entrez, Source, GeneCards interleukin 4 12079 -0.008 -0.4612 No
6 IFNG IFNG interf 14357 0.016 0.5441 N
— Entrez, Source, GeneCards interteron, gamma e e °
7 |[|IL2RA IL2RA interleukin 2 Iph 16099 0.024 0.5926 N
— Entrez, Source, GeneCards interleukin 2 receptor, alpha - - Y
CD3D CD3d molecule, delta (CD3-TCR
8 ||cb3D Entrez, Source, GeneCards ||complex) 16474 -0.026 -0.5761 No
TGFBR3 transforming growth factor, beta receptor
9 | TGEBR3 Entrez, Source, GeneCards ||lIl (betaglycan, 300kDa) 17925 -0.035 -0.5970 No
10 |[rcrB2  ||TGFB? transforming growth factor, beta 2 20874 0.077 0.6326 Y
Entrez, Source, GeneCards ||"anstorming growth tactor, beta e e es
CD3G CD3g molecule, gamma (CD3-TCR
11 ||CD3G Entrez, Source, GeneCards (|complex) 21570 0116 05152 RS
TGFB1 transforming growth factor, beta 1
TGFB1 ' - -
12 |ITG Entrez, Source, GeneCards ||(Camurati-Engelmann disease) 21650 0.131 03492 V&3
TGFBR2 transforming growth factor, beta receptor
13 || TGFBR2 Entrez, Source, GeneCards ||Il (70/80kDa) 21675 0135 01754 Yes
TGFBR1 transforming growth factor, beta receptor
14 ||[TGEBR1 Entrez, Source, GeneCards IS(S?(%lz;nAreceptor type ll-like kinase, 21699 -0.143 0.0087 Yes

file:/lIV|/Active Projects/Ps1Ps2K O/Kishor/Processed data/ GSEA to print/my_analysis.Gsea. 1193695653387/ TOB1PATHWAY .html (2 of 4)10/30/2007 4:37:08 PM



file:///V|/Active Projects/Ps1Ps2KO/Kishor/Processed data/GSEA to print/my_analysis.Gsea.1193695653387/TOB1PATHWAY.xls
https://www.affymetrix.com/LinkServlet?probeset=TOB1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TOB1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TOB1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TOB1
https://www.affymetrix.com/LinkServlet?probeset=TGFB3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFB3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFB3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFB3
https://www.affymetrix.com/LinkServlet?probeset=TOB2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TOB2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TOB2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TOB2
https://www.affymetrix.com/LinkServlet?probeset=CD3E
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=CD3E[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=CD3E
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?CD3E
https://www.affymetrix.com/LinkServlet?probeset=IL4
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=IL4[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=IL4
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?IL4
https://www.affymetrix.com/LinkServlet?probeset=IFNG
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=IFNG[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=IFNG
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?IFNG
https://www.affymetrix.com/LinkServlet?probeset=IL2RA
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=IL2RA[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=IL2RA
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?IL2RA
https://www.affymetrix.com/LinkServlet?probeset=CD3D
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=CD3D[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=CD3D
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?CD3D
https://www.affymetrix.com/LinkServlet?probeset=TGFBR3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFBR3[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFBR3
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFBR3
https://www.affymetrix.com/LinkServlet?probeset=TGFB2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFB2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFB2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFB2
https://www.affymetrix.com/LinkServlet?probeset=CD3G
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=CD3G[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=CD3G
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?CD3G
https://www.affymetrix.com/LinkServlet?probeset=TGFB1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFB1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFB1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFB1
https://www.affymetrix.com/LinkServlet?probeset=TGFBR2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFBR2[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFBR2
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFBR2
https://www.affymetrix.com/LinkServlet?probeset=TGFBR1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=gene&term=TGFBR1[sym]
http://genome-www5.stanford.edu/cgi-bin/SMD/source/sourceResult?option=Name&choice=Gene&organism=Hs&criteria=TGFBR1
http://genome-www.stanford.edu/cgi-bin/genecards/carddisp?TGFBR1

Details for gene set TOB1IPATHWAY[GSEA]

SampleName

TORE1 TORE] transdueey of FREEZ, 1

TGEFEI  TGEFE3I  transforming growth factor, heta 3

TORZ TOEZ transdnueer of FREEZS, 2

CDSE CDEE Ch3e molecnle, epsilon (COS-TCE complew)

1L4 1L4 interleukin 4

TFNE TFNG interferon, dqamma

TL=PA  TLoEAE  interlenkin 2 receptor, alpha

CDEND CDED CD5A molernle, delts (CRI-TCR complewr)

TGEFEES TGEFERS transforming growth factor, heta receptor TTT (hetaglyean, S00kDA)
TGEFEZ  TGEFEZ  transforming growth factor, heta 2

CD3AG CD3AG ChAg molermle, dgamma (CHI-TCE complew)

TEFEL TEFEL transforming growth factor, heta 1 (Camarati-Fngelmann disease)
TGFEE® TGFERZ transforming growth factor, hets receptor TT (I0/80kDS)

TGEFEE] TGEFER]1 transforming arowth factor. heta receptor T {actiwin & recentor twme JT-1ike kinase, S53kDA0

Fig 2: TOB1PATHWAY
Blue-Pink O' Gram in the Space of the Analyzed GeneSet
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Details for gene set TOB1IPATHWAY[GSEA]

TOB1PATHWAY: Random ES distribution
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Fig 3: TOB1PATHWAY: Random ES distribution
Gene set null distribution of ES for TOB1PATHWAY
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Details for gene set VITCBPATHWAY[GSEA]

Table: GSEA Results Summary

|Dataset |[wt vs ko gsea_collapsed_to_symbols.wt vs ko cls file.cls#Wild-type_versus_KO |
[Phenotype [[wt vs ko cls file.cls#Wild-type_versus_KO |
[Upregulated in class |[ko |
|GeneSet [VITCBPATHWAY |
[Enrichment Score (ES) ||-0.5132887 |
[Normalized Enrichment Score (NES) |[-1.4545459 |
[Nominal p-value [[0.03877551 |
|FDR g-value ||[0.22819489 |
|FWER p-Value [|0.377 |

Enrichment plot: VITCBPATHWAY

0.0

-0.1 4

-0.2 4

-0.3 1

Enrichment score (ES)

-0.4 1

-0.5

|"Wild-type' (positively correlated)
0.25

o0.00
025 Zero cross at 8478

-0.50

"K' (negatively comelated)
u] 2,500 5,000 74500 10,000 12,500 15000 17500 20,000 22,500
Fank in Ordered Dataset

-0.75

Ranked list metric (Signal2Moise)

Enrichment profile — Hits Ranking metric scores
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Details for gene set VITCBPATHWAY [GSEA]

Profile

Fig 1: Enrichment plot: VITCBPATHWAY
of the Running ES Score & Positions of GeneSet Members on the Rank Ordered List

Table: GSEA details [plain text format]

SLC23A1 solute carrier family 23 (nucleobase
1 ||SLC23AL Entrez, Source, GeneCards |[transporters), member 1 2387 0.036 0.0161 No
COL4A5 collagen, type IV, alpha 5 (Alport
2 ||COLAAS Entrez, Source, GeneCards [|syndrome) 4055 0.023 0.0187 No
COL4A6
3 [|COL4A6 Entrez, Source, GeneCards collagen, type IV, alpha 6 5678 0.014 -0.0063 No
SLC2A1 solute carrier family 2 (facilitated glucose
4 |SLC2AL Entrez, Source, GeneCards |[transporter), member 1 8102 0.005 -0.1009 No
SLC2A3 solute carrier family 2 (facilitated glucose
5 |IBL€2A3  |iFnies source, GeneCards transporter), member 3 9745 -0.001 “0.1730 No
SLC23A2 solute carrier family 23 (nucleobase
6 |ISLC23A2 |6, Source, GeneCards transporters), member 2 9821 -0.001 01726 No
P4HB procollagen-proline, 2-oxoglutarate 4-
7 ||P4HB Entrez, Source, GeneCards dloxygen_ase (proline 4-hydroxylase), beta [|14259 -0.016 -0.3195 No
polypeptide
COL4A3 collagen, type 1V, alpha 3 (Goodpasture
8 |COLAA3 |Irirez, Source, GeneCards antigen) 18500 -0.040 "0.3740 =
COL4A2
9 |[COL4A2 Entrez, Source, GeneCards collagen, type 1V, alpha 2 19806 -0.055 -0.2434 Yes
COL4A4
10 [|COL4A4 Entrez, Source, GeneCards collagen, type 1V, alpha 4 21360 -0.097 0.0242 Yes
SamplelName
SLET3A]1 STCT3A1 solute carrier fami 2 her 1
i i W AT ail= r, A ha i W ST Ome
COTAAFR  COTAAR  ecollagen, type TV, alpha £ I
SLETA] SLETA] golute carrier family = (faepilitated glucose transporter) . memher |1
SLCZAS  STCZAS  =solute carrier family 2 (Facilitated glucose transporter) . memher 3
SLCZEAT STCTRAT =olute carrier family 23 (mucleochase transporters), member 2
P AHE P AHE 10 afen-proline , 2 -nwi arate A-dijnx FTIASE nline 4-h W ASe =
COTAAS COTAAS  eollagen, tope TV, alpha 3 (Goodpasture antigend
[ [ | COLAAT  COLART  cnllagen, type IV, alpha =
| B [ 7T BT COLAAA  COLARA  collagen. twne TV, alnha 4
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Details for gene set VITCBPATHWAY[GSEA]

Fig 2: VITCBPATHWAY
Blue-Pink O' Gram in the Space of the Analyzed GeneSet

VITCBEPATHWAY: Random ES distribution
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Fig 3: VITCBPATHWAY: Random ES distribution
Gene set null distribution of ES for VITCBPATHWAY
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