Supplemental Figures

Figure S1. Heatmap of the sample-to-sample distance in R_mite v. R_control and S_mite v.
S_control samples compiled using the R package DESeq2 with a customized map function,
(http://bioconductor.org/packages/release/bioc/vignettes/DESeq2/inst/doc/DESeq2.html#heatma

p-of-the-sample-to-sample-distances).

Figure S2. A) Principal Component Analysis of Gene Expression Data produced by DESeq 2 for
R _mite, R_control, S mite, and S_control. Note that PC1 captures 74% of the total variance
between the samples, and shows the extreme divergence of R_mite from S_mite and S_control.
PC2 provides differentiation of R_control from R_mite, revealing much of the gene expression
differences attributable to mite infestation of the R genetic background. B) Principal Component
Analysis of Differential Gene Expression data, contrasting R bees injected with virus, R_Virus, S
bees injected with virus, S_Virus, and R & S bees injected only with a phosphate buffer solution,
R PBSand S PBS; R Virus and S_Virus are divergent in RNA sequencing data that comprise
principal component 1; Principal component 2 captures the different responses to virus versus
control injection in the R samples, and differences between the two S samples in response to
buffer

injection.

Figure S3. a) Scatterplot in semantic space of GO BP enrichment for UP in R _virus v. S_virus,
FDR<0.05 and logFC>1.5. b) Scatterplot in semantic space of GO MF enrichment from
HymenopteraMine set operation of Asymmetric Difference of UP in R _virus v. S_virus MINUS

UP in R _virus v. R_PBS, genes with FDR < 0.05 and logFC >1.5.

Figure S4. a) Deformed wing virus (DWV) loads as dCT, analyzed separately by ANOVA for
each treatment (Control or Virus) in each colony. Comparison of means for each pair indicates
two virus-injected samples which maintained very low virus levels, G2, and B5. B) ANOVA

stats and means for each sample set.
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