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Supplemental figure 1. Cross-sectional area of epididymal white adipose tissue. (A) Liver H&E
stained (B) Adipocyte size of epididymal white adipose tissue. Results are expressed as Mean + SD.
Values not sharing a common superscript letter (a, b) differ significantly at P < 0.05 through one-way

ANOVA analysis (n = 8/group). Magnification x 200, scale bar: 50 um,
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Supplemental figure 2. Taxonomic
representation of VE groups.
Differences are represented by the
color of the most abundant class.
(A) Dot size is proportional to the
abundance of the taxon. (B) Length
indicates the effect size associated
with a taxon. The cladogram was
calculated by LEfSe, a metagenome
analysis of abundant taxons of
OTUs, only taxa meeting an LDA
significant threshold > 2 andp<
0.05 are shown.
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Supplemental figure 3. Taxonomic representation of CF groups. Differences are represented
by the color of the most abundant class. (A) Dot size is proportional to the abundance of the
taxon. (B) Length indicates the effect size associated with a taxon. The cladogram was
calculated by LEfSe, a metagenome analysis of abundant taxons of OTUs, only taxa meeting
an LDA significant threshold > 2 and p < 0.05 are shown.
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Supplemental figure 4. Taxonomic
representation of CD  groups.
Differences are represented by the
color of the most abundant class. (A)
Dot size is proportional to the
abundance of the taxon. (B) Length
indicates the effect size associated with
a taxon. The cladogram was calculated
by LEfSe, a metagenome analysis of
abundant taxons of OTUs, only taxa
meeting an LDA significant threshold
>2 and p <0.05 are shown.



