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Gene Set  168 : KEGG_PATHWAYS_IN_CANCER

Number of genes: 18361 (in list), 317 (in gene set)
Gene List Index
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Gene Set Null Distribution

ES = 0.465  NES = 1.78 Nom. p−val= 0.00389 FWER= 0.351 FDR= 0.0382
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 Heat Map for Genes in Gene Set
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clus1 NON.clus1


