In-Patient Antibiotic Exposure Promotes SARS-
CoV-2 Persistence in the Gl Tract in COVID- 19

Admitted Patients
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Background: COVID-19 associated respiratory and gastrointestinal

symptoms and longer viral RNA positivity rates in fecal samples
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Mortality from flavivirus infection is increased in antibiotic treated

mice
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Antibiotics promoted flavivirus persistence in Gl tract
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Hypothesis

Antibiotic exposure significantly depletes the bacterial gut microbiota thus disturbing
stable communities and impairing colonization resistance, therefore facilitating SARS-
COV-2 persistence in the Gl tract.
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Patient population

o2 0 T — 3 L A Positive A Negative
Ps A A A—h—A
b7 A a A a Sample distribution from total 38 patients (29 Positive
P8 A—a 2 F S . . .
P10 hoa s and 9 Negative) based on different variables
P12 —A—A—A—A—A—A—- A A = A
P13 A —Ah—Ah—A—A
b1 a A& SARS-CoV2 Status Severity Abx status
P17 TASSAS
P22 e i = Q 80 60 50
P26 e £ 70 50
P27 A © 60 40
P28 L3 n 40
P29 A A y— 50 30
P30 A &
P32 i 8 40 30
P33 A O 30 20
P34 A o] 20
P39 N 20
P41 A A E 10 10
e =0 |
é & 0 0 0
Pa4 A
a7 —— SARS-CoV-2 Status ~ Fecal RT-PCR Ward  ICU Yes  No
pPag -
P50 s - -
P51 - - -

G i :



Viral load time course

Low viral load

Abx status Time course
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SARS-CoV-2 status, severity, and antibiotic status contribute to the

explained variance based on microbial and metabolic features =

Taxa abundances Metabolite intensities Pathway abundances

Variance explained (%)
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Higher microbial diversity and Prevotella enrichment associated wrth

gut viral clearance
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Microbial biosynthetic pathways are enriched in patients with low viral load:
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Enrichment of bile acid and purine metabolites is associated with gut V|ral

clearance over time
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Microbial and metabolite features

Promotes SARS-CoV2
persistence
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resistance

Low/No antibiotics

Prevotella enrichment

Biosynthetic pathways specifically
synthesis of SCFAs and Glucosamine
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in bile acid and purine metabolism
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