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M:N relationships are used to infer GO

Only do it for human/rat annotations that have Experimental evidence codes
The inferred mouse annotations get ISO evidence code

If human/rat-mouse are 1-1 do it for Function, Component, and Process
If human/rat-mouse are not 1-1, do for F, C

For Mouse to Mouse (more than 1 mouse gene in set)

Infer only from GO annotations that have experimental evidence codes
Evidence code for the inferred annotations is ISO

Do this only for Function and Cellular Component

M:N Inferred mouse annotations in MGl

Other Inferential Annotations in MGl:
Phylogenetic-Based Propagation
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3,023 genes: 44,907 annotations — Human

4,127 genes: 24,250 annotations — Rat
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