
Figure 6 - Figure Supplement 3: Gene set enrichment analysis for the significantly 
differing proteins 

(Next three pages) Gene set enrichment analysis results for the D. melanogaster orthologs 
of the trophallactic fluid proteins significantly differing in two out of three of our statistical 
methods, first combined and then separately for the three main comparisons. Observed 
gene count indicates how many proteins in the network are annotated with the term. 
Background gene count indicates how many proteins in total have this term, in this 
network and in the background. Strength describes how large the enrichment effect is:                  
log10(observed proteins / expected proteins in a random network of this size). False 
Discovery Rate describes how significant the enrichment is. P-values are corrected for 
multiple testing within each category using the Benjamini– Hochberg procedure. The 
significant annotations are indicated for GO: Biological process (GO:BP), GO: Molecular 
function (GO:MF), GO: Cellular component (GO:CC), Reactome pathways and KEGG 
pathways. 
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