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Supplemental Figure S1. Multidimensional Scaling (MDS) plot of the top 500 expressed genes of all (A) fat body samples and (B)
brain samples generated using Limma in R. Distances between samples are approximations of typical (root-mean-square)
log2-fold-change between the samples. Samples that are clustered closer to each other have less dissimilar expression profiles than
samples that are located farther apart. Different shapes represent the different treatments: untreated virgin queens (V), queens
injected with Hayes Solution (HS), seminal fluid-injected queens (SF), and semen-injected queens (SE). (Colors represent the
percent of reads from each sample that aligned to the Deformed Wing virus genome. Line patterns within the shapes represent the
average number of workers attenuating each queen per five minutes. Shapes with thick outlines represent queens that attempted a
mating flight. (A) The expression profiles of fat body samples tended to cluster by treatment, and fat body samples from queens that
were injected by semen or seminal fluid tended to cluster together. The % number of fat body reads aligning to the DWV genome
were categorized into very high (>60% reads), high (50-60%), moderate (40-49%), and low (<1%). There were no samples that had
DWV % alignment rates between 1-39%. (B) The expression profiles of brain samples appeared to cluster by percent of reads
aligning to the DWV genome. The % number of fat body reads aligning to the DWV genome were categorized into very high (>30%
reads), high (20-29%), moderate (0-19%), and low (<1%). When excluding samples with low rates of DWV genome alignment
(>1%), samples appeared to cluster more so by treatment along the Y-axis, so differential expression analysis with Limma excluded
this subset of samples.
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Injection of seminal fluid into the hemocoels of honey bee queens (Apis mellifera)
can stimulate post-mating changes
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