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Figure S7. E. coli phage characteristics by site from re-analysis of data from Gu et al. Fraction of phage annotations corresponding to each strain
type of E. coli in patients with documented E. coli infections. Each bar is one patient, the infected fluid sequenced is labeled to the left of each bar.
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Figure S1. Bar plots of proportions of non-human read identities by BLAST search with a table of descriptive statistics.
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Figure S2. A secondary human sequence removal from phageome annotations removes potential false positives and impacts phageome host representation.
A) Proportions of bacteriophage hits removed in secondary human sequence homolog removal step mean 0.2518 SD 0.1708, B) Average distribution of unique
phages by bacterial host genus with and without secondary human sequence homology removal. Uncleaned Hits, mean proportions and SD (Pseudomonas:
mean 0.0342 SD 0.0635, Enterobacter mean 0.0085 SD 0.0142, Escherichia mean 0.0497 SD 0.0473, Klebsiella mean 0.0673 SD 0.0712, Salmonella mean
0.0240 SD 0.0347, Not Annotated mean 0.387 SD 0.129, Staphylococcus mean 0.0409 SD 0.0569, Streptococcus mean 0.0246 SD 0.0459, Enterococcus
mean 0.0093 SD 0.0196, Bacillus mean 0.0660 SD 0.0749, Other mean 0.288 SD 0.102), Cleaned Hits, mean proportions and SD (Pseudomonas: mean
0.0514 SD 0.0730, Enterobacter mean 0.0539 SD 0.142, Escherichia mean 0.173 SD 0.108, Klebsiella mean 0.111 SD 0.0743, Salmonella mean 0.0308 SD
0.0228, Not Annotated mean 0.223 SD 0.119, Staphylococcus mean 0.0890 SD 0.167, Streptococcus mean 0.0426 SD 0.141, Enterococcus mean 0.0005 SD
0.0203, Bacillus mean 0.0578 SD 0.0329, Other mean 0.162 SD 0.0690)
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Figure S3. Bar plots of proportions of non-human read identities by BLAST search with a table of descriptive statistics for samples from both
Septic and Asymptomatic individuals.
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Figure S4. Average proportion of bacterial hit genus in asymptomatic and septic nonhuman cfDNA as identified by BLAST search.
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Figure S5. Phage bacterial host distribution does not change in sepsis, though individual variation remains. A) Violin plot of bacteriophage host genus
proportions between Asymptomatic and Septic patient samples, associated statistics are in Table S1. B) Phage bacterial host genus proportions per
asymptomatic patient. C) Phage bacterial host genus proportions per septic patient.
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Figure S6. E. coli Phage Host Characteristic Proportions by Group. Differences in proportion of E. coli phage host characteristics from the
literature are shown. Analyzed by two way ANOVA with multiple comparisons. Shown on plots are ns if no differences were found across
characteristic proportion or between conditions.




