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Beta diversity analysis:

Quality control: FastQC

Pre processing: MOTHUR

Host DNA removal: Kraken

Chimera removal: QIIME (Usearch61)

Open-reference OTU picking method: QIIME

1. Prefiltering < 60% similarity
2. Clustering, alignment and OTU assignment (UCLUST)
3. Singleton removal

Contaminant detection and removal: R and QIIME
Rarefaction to 1000 segs.: QIIME

16S rRNA copy number normalization: PICRUSt

Taxonomic analysis: STAMP
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