Mating-induced patterns of spermathecal fluid protein expression in two eusocial insect species, Lasius niger and Apis mellifera
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Figure S1. Comparison of A. mellifera proteomic data structure with and without sperm depletion by centrifugation. A) Proteomic data of spermathecal fluid with sperm depletion (this paper). B) Proteomic data of spermathecal fluid without sperm depletion (McAfee et al.64). Without centrifugation, the volcano plot is highly skewed toward highly abundant proteins in the mated queen samples (originating from the sperm cells). 
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