



Figure 4 - Figure Supplement 1: Most abundant proteins with accession numbers 

The sixty most abundant proteins in trophallactic fluid over 73 colony and 40 single 
individual samples. Ranking of abundance included zero values. From left to right, 
accession numbers, proportion of samples in which the protein was identified in colony 
samples and single individual samples, average iBAQ abundance across all samples, log2 
of the fold change in abundance between types for a given comparison, the comparisons 
for which the protein was significant in two out of three methods are marked with yellow 
dots, annotation terms. Annotation terms are bolded for the 25 out of 27 core trophallactic 
fluid proteins that are amongst the 60 most abundant proteins. The additional but less 
abundant core proteins are a cathepsin (26-29-p) and a myosin heavy chain (Mhc). 
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