
Figure S1. Relative abundance at the phylum level as revealed 
by 16S ribosomal RNA gene sequencing. Each column repre-
sents a group and different colours indicate different phylum 
among the microbiota. The 10 most abundant phylum are 
listed. C, healthy control; T0, T1, T2 and T3, patients with 
type 2 diabetes mellitus at the initial diagnosis and after 1, 3 
and 6 months of treatment, respectively.
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