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Summary of sequencing on the V3-V4 region of 16s rRNA gene
On average, 16939 ± 5365 (mean ± standard deviation) high-quality reads were obtained for each sample. A total of 741 species-level operational taxonomic units (OTUs) were obtained at a 97% cutoff of sequence similarity using the UPARSE algorithm. Three samples were excluded for later analysis because their high-quality reads were less than 8000.
