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F2 XEERK KEGG BREESITER (A120 L)

D A PR B % P{H
hsa05200 Pathways in cancer 17 0.00001
hsa05161 Hepatitis B 9 0.00001
hsa05145 Toxoplasmosis 8 0.00001
hsa05152 Tuberculosis 8 0.00001
hsa05210 Colorectal cancer 7 0.00001
hsa04657 IL-17 signaling pathway 7 0.00001
hsa05222 Small cell lung cancer 7 0.00001
hsa04932 Nnn—alcnho(l&(’i;l]i}]f)l)lver disease 7 0.00001
hsa05206 MicroRNAs in cancer 7 0.00001
hsa04151 PI3K-Akt signaling pathway 7 0.00001
hsa05140 Leishmaniasis 6 0.00001
hsa04919 Thyroid hormone signaling pathway 6 0.00001
hsa04210 Apoptosis 6 0.00001
hsa05164 Influenza A 6 0.00001
hsa05203 Viral carcinogenesis 6 0.00001
hsa05205 Proteoglycans in cancer 6 0.00001
hsa05165 Human papillomavirus infection 6 0.00001
hsa04215 Apoptosis — multiple species 5 0.00001
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