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Supplementary Figure S2. Comparison of the taxonomic compositions determined based on 
three approaches. The taxonomic compositions were determined based on the shotgun 16S 
rRNA-based and shotgun reference genome-based (Ref Genome-based) approaches. As a 

lid ti f d t diti l 16S RNA l lib i 8 l bi d ithvalidation, we performed traditional 16S rRNA clone libraries on 8 samples combined with
Sanger sequencing. Data are represented as mean ± s.e.m.


