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Figure S1. Comparison of gut microbiota

At least more than 0.5% of genus (A) and family (B) of gut microbiota in any group were selected according to the
pyrosequencing data. The Venn diagrams were used to compare the similarity of gut microbiota between donor
and recipient.
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Figure S2. Principal coordinate analysis (PCoA) plots

PCoA plots are based on unweighted UniFranc distance according to fecal bacterial pyrosequencing data. Each
point means a sample from MP fecal samples (A) and MT fecal samples (B). Green round represents sample from
normal groups, red pentagon represents sample from HFD groups and blue hexagon represents sample from Es
groups.
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Figure S3. Rarefaction curves
The rarefaction curves represented for all samples comparison based on the pyrosequencing data. The rarefaction
curves showed good sampling depth because of the near plateau phase achievement.
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