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Figure S1. Overview charts of the gene ontology (GO) biological processes over-
represented in individual co-expression modules. Only the names of the top 5 GO
processes are shown. The number in the center of the pie charts represents the individual
modules. For example, “1” and “11” represent modules MOland M11, respectively. Each
process is represented by the group leading GO term (i.e., the most significant term in the
group). The size of the group sections correlates with the number of the GO terms
included in each group. “*” and “**” indicate that the GO process is over-represented at
p-value < 0.05 and p-value <0.001, respectively. In each pie chart, GO processes with
more than one member are represented by different colors. A GO process that did not
group is represented as grey. Note: Colors do not correlate across overview charts.



