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Figure S7. Genes exhibiting differential expression between flies after mock exposure or exposure to
E. muscae at 24, 48 or 72 hours. A) Left: Volcano plot for all genes at 24 hours. P-value is determined by
ANOVA grouping control vs. exposed samples. Genes with p-value < 0.001 are shown in color. Right:

Panther GO-term analysis (complete biological process) of genes overexpressed in exposed animals (red)
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or control animals (blue). B) Left: Volcano plot for all genes at 48 hours. P-value is determined by ANOVA
grouping control vs. exposed samples. Genes with p-value under 0.001 are shown in color. Right: No
significant GO term enrichments were found for differentially-expressed genes. C) Left: Volcano plot for
all genes at 72 hours. P-value is determined by ANOVA grouping control vs. exposed samples. Genes with
p-value under 0.001 are shown in color. Right: Panther GO-term analysis (complete biological process) of
genes overexpressed in control animals (blue). There are no significant GO term enrichments for set of

genes overexpressed in exposed samples.
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Figure S8. Expression of immune genes over the course of infection of D. melanogaster by E. muscae

Berkeley. Complete linkage hierarchical gene clustering by gene was performed in Gene Cluster 3.0 on all

genes annotated with defense response (GO 0006952) after filtering out across all genes that are expressed

at least at two TPM in at least three out of 42 samples (10,875 transcripts total), then log transforming and

centering on the mean value for each transcript. Samples are ordered by percentage of E. muscae Berkeley

reads as a fraction of the total reads aligned (above). The scale bar for the heatmap is given to the right of

the plot. Two 96 hour exposed samples that show an aberrant immune response compared to all other

exposed samples are indicated by asterisks.
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Figure S9. Host gene expression in the brain is stable over the first 72 hours of E. muscae Berkeley
infection. Right) All pairwise linear correlations between samples from E. muscae Berkeley-infected whole
fly RNAseq time course. Left) All pairwise linear correlations between samples from E. muscae Berkeley-
infected dissected brain pilot RNAseq time course. Samples are named in the following format:
HourTypeReplicate, with “C” indicating controls, “E” indicating exposed flies living at the time sampled
and “cad” indicates that the fly had been killed by E. muscae Berkeley before sampling. For example,
“24C1” indicates a the first replicate control sample (uninfected fly) taken at 24 hours after mock exposure.
Black rectangles outline rows and columns containing correlation values for control samples. Control

samples are denoted on each axis with a black bar.
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