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1). Generating QC figures (FastQC)
2). Adapters, duplicates, and low quality reads removal (Qiita)
3). Non-microbial host genome removal (KneadData)
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Contraoriented DNA removal (decontam R package): 168 taxa were removed
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1). Sample exclusion: 98 sample with low sequencing depth (< 1000) were removed
2). Rare taxa filtering: 2198 taxa with zeros in more than 10 samples were filtered out

(n=781 samples,
p=6528 taxa)
Supplementary Figure S1. Workflow of the Quality Control for WGS.
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