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Note on use of ND evidence code:

Unlike the other evidence codes, the ND code does not indicate a method from a specific
reference. Rather, it incicates that the annotator looked at the available information and
yes . determined that nothing is known about the gene product for a given aspect of GO

(malecular function, biological process or cellular component). The annotator will always
look at all available literature for the gene, Depending on the resources and the annotation
philesophy of the annotating group, the annotator may also look at sequence comparison
data to determine if any predictions may be made based on the sequence.
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