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Figure S1. Collinearity between metadata variables including clinical and patient characteristics.  

Figure S2. Bacterial Microbiome Alpha Diversity 

Figure S3. Bacterial Microbiome Beta Diversity 

Figure S4. Clinical metadata values significantly associated with the abundance of a particular 

bacterial species 

Figure S5. a Alpha Diversity of Fungi and Parasites b Alpha Diversity of DNA Viruses 

Figure S6. Maaslin Boxplots showing antimicrobial resistance differences between BSA groups 
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Other supplementary materials for this manuscript include the following: 

Table S1. Microbiome read counts by Biobakery (BB) and Kraken (K) and Respiratory Virome 

Sequencing (RVOP) read counts and genome coverage  

Kraken-Biobakery-Read-Stats-Supp-Material-deid.xlsx 

Table S2. Nextflow nf-core/viralrecon variant analysis  

https://docs.google.com/spreadsheets/d/18T1X5xKKzRq6qeiBQrfyNrt3MPDz8tWp/edit#gid=1644774606
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Coverage-variants.xlsx 

Table S3. Significantly reduced bacterial species in COVID-19 patients as compared to false 

positives 

Maaslin_Severity_4FPs_significant_results.xlsx 

Table S4. Significantly reduced bacterial species in patients receiving broad-spectrum sepsis 

antibiotics 

Maaslin-sepsis_bef_significant_results.xlsx 

Table S5. Broad-Spectrum Sepsis Antibiotics 

Broad Spectrum Sepsis Antibiotic.xlsx 

 

https://docs.google.com/spreadsheets/d/1kxJDkt-9YzByCRRpDGbu8siMhPOKnLtU/edit#gid=431849236
https://docs.google.com/spreadsheets/d/1llAJMwIEyHNw9B2f5q4G7ZlSfsIkGyEe/edit#gid=77213414
https://docs.google.com/spreadsheets/d/1LCMcC9ol3EMBm_ZepMOuKplTiNDVytTV/edit?usp=drive_web&ouid=107783880796942421206&rtpof=true
https://docs.google.com/spreadsheets/d/1fBMbkJD70UHksmIQMKKNswHoX29hgVrd/edit?usp=drive_web&ouid=107783880796942421206&rtpof=true
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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 . 
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Figure S2. Bacterial Microbiome Alpha Diversity at the Genus Level 

 

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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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 

 

 

Figure S7. Study Design 


