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Gene Set  137 : KEGG_NATURAL_KILLER_CELL_MEDIATED_CYTOTOXICITY

Number of genes: 18496 (in list), 117 (in gene set)
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Gene Set Null Distribution

ES = 0.58  NES = 1.55 Nom. p−val= 0.0716 FWER= 0.82 FDR= 0.152
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 Heat Map for Genes in Gene Set

 

 

ULBP1
RAET1L
PIK3CA

RAC3
ULBP2
IFNB1

PIK3R2
HRAS
PAK1

PRKCG
KRAS

BID
BRAF

TNFSF10
PPP3R1
ULBP3

SOS1
MAPK1
PLCG1

PIK3CB
MICA
RAC1

MAP2K2
CASP3

CHP2
PTPN11

MAP2K1
NRAS

IFNGR2
RAF1
GRB2
IFNG

PPP3CB
SHC1

PIK3R1
SYK

SHC4
MAPK3
NFATC3

NFAT5
ARAF

PTPN6
NFATC1
PPP3CC
SH3BP2

SOS2
IFNAR1

VAV2
RAET1G
PPP3CA
IFNGR1

CHP
HLA−A

TNF
TNFRSF10B

FYN
HLA−C
HLA−B
PRKCA
HLA−E

NFATC4
PLCG2
PTK2B
PIK3R3

KIR2DL3
PIK3CD

NCR2
TNFRSF10A

KIR2DL4
LAT

IFNAR2
NCR1

KLRC2
KIR3DL2

FASLG
RAC2
GZMB
SHC2

FAS
VAV3

KLRC3
KIR2DS4
FCER1G
KIR2DL1

ITGB2
SHC3
PRF1

FCGR3A
LCK

LCP2
TYROBP
KIR3DL1

VAV1
TNFRSF10D

CSF2
SH2D1A

KLRD1
ICAM1

RAET1E
HCST

KLRK1
CD48

ZAP70
ICAM2
KLRC1
ITGAL
CD247

SH2D1B
CD244

HLA−G
PIK3R5
PRKCB
PIK3CG

FCGR3B
NCR3

NFATC2
TNFRSF10C

Class

TCGA_18_3421_01 TCGA_21_5784_01 TCGA_21_5787_01 TCGA_22_1000_01 TCGA_22_1002_01 TCGA_22_1005_01 TCGA_22_1017_01 TCGA_22_4591_01 TCGA_22_4594_01 TCGA_22_4596_01 TCGA_22_4605_01 TCGA_22_4609_01 TCGA_22_5472_01 TCGA_22_5492_01 TCGA_33_6737_01 TCGA_33_6738_01 TCGA_34_2608_01 TCGA_34_5234_01 TCGA_34_8454_01 TCGA_34_8455_01 TCGA_39_5011_01 TCGA_39_5039_01 TCGA_43_2578_01 TCGA_43_6773_01 TCGA_46_3766_01 TCGA_52_7622_01 TCGA_52_7812_01 TCGA_56_1622_01 TCGA_56_7222_01 TCGA_56_7731_01 TCGA_56_8623_01 TCGA_56_8624_01 TCGA_56_A49D_01 TCGA_56_A4ZJ_01 TCGA_58_8386_01 TCGA_58_8393_01 TCGA_58_A46J_01 TCGA_60_2696_01 TCGA_60_2697_01 TCGA_60_2698_01 TCGA_60_2704_01 TCGA_60_2706_01 TCGA_60_2714_01 TCGA_60_2715_01 TCGA_60_2719_01 TCGA_60_2725_01 TCGA_63_7020_01 TCGA_63_A5MN_01 TCGA_66_2742_01 TCGA_66_2753_01 TCGA_66_2767_01 TCGA_66_2773_01 TCGA_66_2777_01 TCGA_66_2783_01 TCGA_66_2786_01 TCGA_68_7756_01 TCGA_68_8250_01 TCGA_70_6722_01 TCGA_77_8138_01 TCGA_77_8146_01 TCGA_77_A5FZ_01 TCGA_85_6175_01 TCGA_85_8049_01 TCGA_85_8351_01 TCGA_85_8353_01 TCGA_85_8584_01 TCGA_85_A50M_01 TCGA_85_A513_01 TCGA_90_7964_01 TCGA_94_7943_01 TCGA_94_8491_01 TCGA_96_8169_01 TCGA_98_7454_01 TCGA_98_A539_01 TCGA_98_A53C_01 TCGA_98_A53D_01 TCGA_98_A53H_01 TCGA_L3_A4E7_01 TCGA_NC_A5HJ_01 TCGA_XC_AA0X_01 TCGA_18_3406_01 TCGA_18_3407_01 TCGA_18_3408_01 TCGA_18_3409_01 TCGA_18_3410_01 TCGA_18_3411_01 TCGA_18_3412_01 TCGA_18_3414_01 TCGA_18_3415_01 TCGA_18_3416_01 TCGA_18_3417_01 TCGA_18_3419_01 TCGA_18_4083_01 TCGA_18_4086_01 TCGA_18_4721_01 TCGA_18_5592_01 TCGA_18_5595_01 TCGA_21_1070_01 TCGA_21_1071_01 TCGA_21_1072_01 TCGA_21_1075_01 TCGA_21_1076_01 TCGA_21_1077_01 TCGA_21_1078_01 TCGA_21_1079_01 TCGA_21_1080_01 TCGA_21_1081_01 TCGA_21_1082_01 TCGA_21_1083_01 TCGA_21_5782_01 TCGA_21_5783_01 TCGA_21_5786_01 TCGA_21_A5DI_01 TCGA_22_0940_01 TCGA_22_0944_01 TCGA_22_1011_01 TCGA_22_1012_01 TCGA_22_1016_01 TCGA_22_4593_01 TCGA_22_4595_01 TCGA_22_4599_01 TCGA_22_4601_01 TCGA_22_4604_01 TCGA_22_4607_01 TCGA_22_4613_01 TCGA_22_5471_01 TCGA_22_5473_01 TCGA_22_5474_01 TCGA_22_5477_01 TCGA_22_5478_01 TCGA_22_5479_01 TCGA_22_5480_01 TCGA_22_5481_01 TCGA_22_5482_01 TCGA_22_5483_01 TCGA_22_5485_01 TCGA_22_5489_01 TCGA_22_5491_01 TCGA_22_A5C4_01 TCGA_33_4532_01 TCGA_33_4533_01 TCGA_33_4538_01 TCGA_33_4547_01 TCGA_33_4566_01 TCGA_33_4582_01 TCGA_33_4583_01 TCGA_33_4586_01 TCGA_33_4587_01 TCGA_33_4589_01 TCGA_33_A4WN_01 TCGA_33_A5GW_01 TCGA_33_AAS8_01 TCGA_33_AASB_01 TCGA_33_AASD_01 TCGA_33_AASI_01 TCGA_33_AASJ_01 TCGA_33_AASL_01 TCGA_34_2596_01 TCGA_34_2600_01 TCGA_34_5231_01 TCGA_34_5232_01 TCGA_34_5236_01 TCGA_34_5239_01 TCGA_34_5240_01 TCGA_34_5241_01 TCGA_34_5927_01 TCGA_34_5928_01 TCGA_34_5929_01 TCGA_34_7107_01 TCGA_34_8456_01 TCGA_34_A5IX_01 TCGA_37_3783_01 TCGA_37_3789_01 TCGA_37_3792_01 TCGA_37_4129_01 TCGA_37_4130_01 TCGA_37_4132_01 TCGA_37_4133_01 TCGA_37_4135_01 TCGA_37_4141_01 TCGA_37_5819_01 TCGA_37_A5EL_01 TCGA_37_A5EM_01 TCGA_37_A5EN_01 TCGA_39_5016_01 TCGA_39_5019_01 TCGA_39_5021_01 TCGA_39_5022_01 TCGA_39_5024_01 TCGA_39_5027_01 TCGA_39_5028_01 TCGA_39_5029_01 TCGA_39_5030_01 TCGA_39_5031_01 TCGA_39_5034_01 TCGA_39_5035_01 TCGA_39_5036_01 TCGA_39_5037_01 TCGA_39_5040_01 TCGA_43_2576_01 TCGA_43_2581_01 TCGA_43_3394_01 TCGA_43_3920_01 TCGA_43_5668_01 TCGA_43_5670_01 TCGA_43_6143_01 TCGA_43_6647_01 TCGA_43_6770_01 TCGA_43_6771_01 TCGA_43_7656_01 TCGA_43_7657_01 TCGA_43_7658_01 TCGA_43_8115_01 TCGA_43_8116_01 TCGA_43_8118_01 TCGA_43_A474_01 TCGA_43_A475_01 TCGA_43_A56U_01 TCGA_43_A56V_01 TCGA_46_3765_01 TCGA_46_3767_01 TCGA_46_3768_01 TCGA_46_3769_01 TCGA_46_6025_01 TCGA_46_6026_01 TCGA_51_4079_01 TCGA_51_4080_01 TCGA_51_4081_01 TCGA_51_6867_01 TCGA_52_7809_01 TCGA_52_7810_01 TCGA_52_7811_01 TCGA_56_5897_01 TCGA_56_5898_01 TCGA_56_6545_01 TCGA_56_6546_01 TCGA_56_7221_01 TCGA_56_7223_01 TCGA_56_7579_01 TCGA_56_7580_01 TCGA_56_7582_01 TCGA_56_7730_01 TCGA_56_7822_01 TCGA_56_7823_01 TCGA_56_8082_01 TCGA_56_8083_01 TCGA_56_8201_01 TCGA_56_8304_01 TCGA_56_8305_01 TCGA_56_8307_01 TCGA_56_8308_01 TCGA_56_8309_01 TCGA_56_8503_01 TCGA_56_8504_01 TCGA_56_8622_01 TCGA_56_8625_01 TCGA_56_8626_01 TCGA_56_8628_01 TCGA_56_8629_01 TCGA_56_A4BW_01 TCGA_56_A4BX_01 TCGA_56_A4BY_01 TCGA_56_A4ZK_01 TCGA_56_A5DR_01 TCGA_56_A5DS_01 TCGA_56_A62T_01 TCGA_58_8387_01 TCGA_58_8388_01 TCGA_58_8390_01 TCGA_58_8391_01 TCGA_58_8392_01 TCGA_58_A46K_01 TCGA_58_A46L_01 TCGA_58_A46M_01 TCGA_58_A46N_01 TCGA_60_2695_01 TCGA_60_2703_01 TCGA_60_2707_01 TCGA_60_2708_01 TCGA_60_2709_01 TCGA_60_2710_01 TCGA_60_2711_01 TCGA_60_2712_01 TCGA_60_2713_01 TCGA_60_2716_01 TCGA_60_2720_01 TCGA_60_2721_01 TCGA_60_2722_01 TCGA_60_2723_01 TCGA_60_2724_01 TCGA_60_2726_01 TCGA_63_5128_01 TCGA_63_5131_01 TCGA_63_6202_01 TCGA_63_7021_01 TCGA_63_7022_01 TCGA_63_7023_01 TCGA_63_A5M9_01 TCGA_63_A5MB_01 TCGA_63_A5MG_01 TCGA_63_A5MH_01 TCGA_63_A5MI_01 TCGA_63_A5MJ_01 TCGA_63_A5ML_01 TCGA_63_A5MM_01 TCGA_63_A5MP_01 TCGA_63_A5MR_01 TCGA_63_A5MS_01 TCGA_63_A5MT_01 TCGA_63_A5MU_01 TCGA_63_A5MV_01 TCGA_63_A5MW_01 TCGA_63_A5MY_01 TCGA_66_2727_01 TCGA_66_2734_01 TCGA_66_2737_01 TCGA_66_2744_01 TCGA_66_2754_01 TCGA_66_2755_01 TCGA_66_2756_01 TCGA_66_2757_01 TCGA_66_2758_01 TCGA_66_2759_01 TCGA_66_2763_01 TCGA_66_2765_01 TCGA_66_2766_01 TCGA_66_2768_01 TCGA_66_2769_01 TCGA_66_2770_01 TCGA_66_2771_01 TCGA_66_2778_01 TCGA_66_2780_01 TCGA_66_2781_01 TCGA_66_2782_01 TCGA_66_2785_01 TCGA_66_2787_01 TCGA_66_2788_01 TCGA_66_2789_01 TCGA_66_2790_01 TCGA_66_2791_01 TCGA_66_2792_01 TCGA_66_2793_01 TCGA_66_2794_01 TCGA_66_2795_01 TCGA_66_2800_01 TCGA_68_7755_01 TCGA_68_7757_01 TCGA_68_8251_01 TCGA_68_A59I_01 TCGA_68_A59J_01 TCGA_6A_AB49_01 TCGA_70_6723_01 TCGA_77_6842_01 TCGA_77_6843_01 TCGA_77_6844_01 TCGA_77_6845_01 TCGA_77_7138_01 TCGA_77_7139_01 TCGA_77_7140_01 TCGA_77_7141_01 TCGA_77_7142_01 TCGA_77_7335_01 TCGA_77_7337_01 TCGA_77_7338_01 TCGA_77_7463_01 TCGA_77_7465_01 TCGA_77_8007_01 TCGA_77_8008_01 TCGA_77_8009_01 TCGA_77_8128_01 TCGA_77_8130_01 TCGA_77_8131_01 TCGA_77_8133_01 TCGA_77_8136_01 TCGA_77_8139_01 TCGA_77_8140_01 TCGA_77_8143_01 TCGA_77_8144_01 TCGA_77_8145_01 TCGA_77_8148_01 TCGA_77_8150_01 TCGA_77_8153_01 TCGA_77_8154_01 TCGA_77_8156_01 TCGA_77_A5G1_01 TCGA_77_A5G3_01 TCGA_77_A5G6_01 TCGA_77_A5G7_01 TCGA_77_A5G8_01 TCGA_77_A5GA_01 TCGA_77_A5GB_01 TCGA_77_A5GF_01 TCGA_77_A5GH_01 TCGA_79_5596_01 TCGA_85_6560_01 TCGA_85_6561_01 TCGA_85_6798_01 TCGA_85_7696_01 TCGA_85_7697_01 TCGA_85_7698_01 TCGA_85_7699_01 TCGA_85_7710_01 TCGA_85_7843_01 TCGA_85_7844_01 TCGA_85_7950_01 TCGA_85_8048_01 TCGA_85_8052_01 TCGA_85_8070_01 TCGA_85_8071_01 TCGA_85_8072_01 TCGA_85_8276_01 TCGA_85_8277_01 TCGA_85_8287_01 TCGA_85_8288_01 TCGA_85_8350_01 TCGA_85_8352_01 TCGA_85_8354_01 TCGA_85_8355_01 TCGA_85_8479_01 TCGA_85_8481_01 TCGA_85_8580_01 TCGA_85_8582_01 TCGA_85_8664_01 TCGA_85_8666_01 TCGA_85_A4CL_01 TCGA_85_A4CN_01 TCGA_85_A4JB_01 TCGA_85_A4JC_01 TCGA_85_A4PA_01 TCGA_85_A4QQ_01 TCGA_85_A4QR_01 TCGA_85_A50Z_01 TCGA_85_A510_01 TCGA_85_A511_01 TCGA_85_A512_01 TCGA_85_A53L_01 TCGA_85_A5B5_01 TCGA_90_6837_01 TCGA_90_7766_01 TCGA_90_7767_01 TCGA_90_7769_01 TCGA_90_A4ED_01 TCGA_90_A4EE_01 TCGA_90_A59Q_01 TCGA_92_7340_01 TCGA_92_7341_01 TCGA_92_8063_01 TCGA_92_8064_01 TCGA_92_8065_01 TCGA_94_7033_01 TCGA_94_7557_01 TCGA_94_8035_01 TCGA_94_8490_01 TCGA_94_A4VJ_01 TCGA_94_A5I4_01 TCGA_94_A5I6_01 TCGA_96_7544_01 TCGA_96_7545_01 TCGA_96_8170_01 TCGA_96_A4JK_01 TCGA_96_A4JL_01 TCGA_98_8020_01 TCGA_98_8021_01 TCGA_98_8022_01 TCGA_98_8023_01 TCGA_98_A538_01 TCGA_98_A53A_01 TCGA_98_A53B_01 TCGA_98_A53I_01 TCGA_98_A53J_01 TCGA_J1_A4AH_01 TCGA_L3_A524_01 TCGA_LA_A446_01 TCGA_LA_A7SW_01 TCGA_MF_A522_01 TCGA_NC_A5HD_01 TCGA_NC_A5HE_01 TCGA_NC_A5HF_01 TCGA_NC_A5HG_01 TCGA_NC_A5HH_01 TCGA_NC_A5HI_01 TCGA_NC_A5HK_01 TCGA_NC_A5HL_01 TCGA_NC_A5HM_01 TCGA_NC_A5HN_01 TCGA_NC_A5HO_01 TCGA_NC_A5HP_01 TCGA_NC_A5HQ_01 TCGA_NC_A5HR_01 TCGA_NC_A5HT_01 TCGA_NK_A5CR_01 TCGA_NK_A5CT_01 TCGA_NK_A5CX_01 TCGA_NK_A5D1_01 TCGA_NK_A7XE_01 TCGA_O2_A52N_01 TCGA_O2_A52Q_01 TCGA_O2_A52S_01 TCGA_O2_A52V_01 TCGA_O2_A52W_01 TCGA_O2_A5IB_01
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