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Figure S1. Canonical correspondence analysis (CCA) plot visualizing the correlation of
the microbiome between COVID-19 patients (red), healthy controls (green), and sample
types. Sample types are as follows: 1st- acute disease phase; 2nd- 1 month since acute
phase; 3rd- 3 months since acute disease phase. Environmental factors with significant
contributions to the distribution of the gut microbiota community are shown.
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Figure S2. Differential abundance at genus and species levels (expressed as LogFC).
Positive LogFC represents taxa with increased abundance in the COVID-19 patient group
not administering antibiotics, and negative LogFC — COVID-19 patient group
administrating antibiotics.
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Figure S3. Taxonomy bar plot depicting 20 of the most representative species of samples
from hospitalized patients collected at three consecutive time points during the course of
the disease.
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Figure S4. Venn diagram depicting the overlap of significantly altered relative abundance
of bacterial species and genus combined among analyzed contrasts. Acute - samples
collected during the acute phase of the disease; 1m - samples collected around 1 month
since the COVID-19 acute phase; 3m - samples collected around 3 months since the
COVID-19 acute phase.



