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Figure S1. Collinearity between metadata variables including clinical and patient characteristics.
* refers to p-value<0.005. -log(p-value) of feature correlation has been calculated with three
different tests based on data types (Kruskal-Wallis, Spearman, Chi-Squared). As a control, we
see significant correlations between Race and Ethnicity, and Severity and Mortality .



p-value: 1.8504e-05; [ANOVA] F-value: 9.1016
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Figure S2. Bacterial Microbiome Alpha Diversity at the Genus Level
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Figure S3. Bacterial Microbiome Beta Diversity at the Genus Level
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Figure S4. Clinical metadata values significantly associated with the abundance of a particular
bacterial species
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p-value: 0.69987; [T-test] statistic: 0.383
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Figure S5. a Alpha Diversity of Fungi and Parasite Species b Alpha Diversity of DNA Virus
Species
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Figure S6. a Maaslin Boxplots showing tetracycline resistance among the 4 sepsis groups, b
Maaslin Boxplots comparing mixed class fluoroquinolone and tetracycline (A12) resistance to
among the 2 sepsis groups
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Figure S7. Study Design



