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Figure S1. PCoA based on the Unweighted UniFrac distance from the genera profile. a, the PCoA analysis of age effect on the gut microbiomeal communities of wild female monkeys affected age. B, the PCoA analysis of sex effect on the gut microbiomeal communities of wild adult monkeys affected by sex.
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Figure S2. The overview map of metabolic pathways between wild and captive healthy monkeys. The bold blue lines represented the shared metabolic pathways between wild and captive healthy monkeys. The bold green lines represented unique metabolic pathways of captive healthy monkeys unique metabolic pathways. The bold red lines represented unique metabolic pathways of wild monkeys unique metabolic pathways.
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Figure S3. Functional composition of the gut metagenome in the eggNOG database. The bar length iwas scaled with the number of genes.
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Figure S4. The distribution of Enzyme Classes between different samples. In the center, the Bray-Curtis distance cluster tree was calculated from the relative abundance profile. C: captive monkeys; W: wild monkeys.
image1.tiff
PC2 (9.7%)

0.2

0.1

o

Unweighted Unifrac Distance

= Adult
* Sub-adult

-0.1

0
PC1 (10.44%)

0.1

02

PC2 (7.12%)

02

0.1

o

Unweighted Unifrac Distance

PC1 (11.16%)

=Male
“Female




image2.tiff
S]] an 85





image3.tiff
A: RNA processing and modification

B: Chromatin structure and dynamics

C: Energy production and conversion

D: Cell cycle control, cell division, chromosome partitioning
E: Amino acid transport and metabolism

F: Nucleotide transport and metabolism

G: Carbohydrate transport and metabolism

H: Coenzyme transport and metabolism

I: Lipid transport and metabolism

J: Translation, ribosomal structure and biogenesis

K: Transcription

L: Replication, recombination and repair

M: Cell wall/membrane/envelope biogenesis

N: Cell motility

O: Posttranslational modification, protein turnover, chaperones
P: Inorganic ion transport and metabolism

Q: Secondary metabolites biosynthesis, transport and catabolism
S: Function unknown

T: Signal transduction mechanisms

U: Intracellular trafficking, secretion, and vesicular transport
V: Defense mechanisms

W: Extracellular structures

Z: Cytoskeleton

50000

I
100000

I
150000

Number of genes

I
200000

I
250000

1
300000




image4.tiff
@ GH:Glycoside Hydrolases
@ GTGlycosyiTransferases
® CBM:Carbohydrate-Binding Modules
® CE:Carbohydrate Esterases

PL:Polysaccharide Lyases C.

C:Captive
W:wild




