Table 5. The gross distribution of GO categories resulting from running GoMiner on all 300 clusters
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“MNA" indicates that the cluster number was not part of the cut. For example, in the column for the 20 cut, row 21 1s
designated as “"NA" since there was no cluster 21 m that cut.

‘The count of categones given here 1s based upon the HTGM report file, which, in contrast to the CIMs, 1s not filtered
for large genenc categories. In principle, as the number of clusters in a cut increases, there are three competing tactors
at play i determining the number of HTGM categones:

1. the statistical power of HI'GM 15 decreased as the number of genes per cluster decreases
2. nmse, and theretore spunous categories, might increase as the number of genes per cluster decreases
3. the genes in a cluster are “purified” in that “contaminating”™ genes might be removed

We tind that in fact the total number of HI'GM categones increases roughly proportionately so apparently (2) and (3)
predominate. But that trend does not continue indetimitely, since the total for a 320 cut set of clusters {data not shown)
15 1,186,




