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Then we calculate the enrichment ratio of GO/Interpro term ¢ in group
S. and with the equation of the hypergeometric distribution, we can
also calculate its P-value:

m N total number of proteins in group W annotated by GO/
Enrichment _ratio = E Interpro a i : o
:;_ n number of protemns in group W annotated by GO/Interpro
term ¢
Z M total number of proteins in group S annotated by GO/Inter-
1-value = ' E u] nr eI S b = . pro . . ) .
i —_— (Enrichmentratio = 1) m number of proteins in group S annotated by GO/Interpro
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p-value = —4+— (Enrichment.ratio < 1).
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