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Case 1:The between-group differences in microbial community structure are significant
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Case 3:Human disturbance drives enrichment of HDR microbes
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Case 3:Human disturbance drives enrichment of HDR microbes
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Phylum Number of bins
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Qz.%Case 5: Degradation Potential of Dietary Polysaccharides and Host Glycans
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Case 6: Oxalate Degradation Function and Adaptation
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ECHYMA.BINSS |0 1 HYHGX|p__Actinobacteriota;c__Actinomycefia;o_ Mycobacteriales;f_ Mycobacteriaceae;g_ Rhodococcus

ECHYME.Bin150 |1 0 |HYHGX|p_ Firmicutes,c_ Bacili;o_ Bacillales_A;f _Planococcaceae;q__Solibacillus
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ECHYMS.Bing3 |0 1 |HYHGX|p__Proteobacteria,c__Gammaproteobacteria,o__Burkholderiales;T _Burkholderiaceae;g_ Oxalicibacterium

ECHYMS.Bin121 |0 1 |HYHGX|p__ Protecbacteria;c_ Gammaproteobacteria;o__Enferobacterales;f _Enterobacteriaceae;g_ Escherichia;s__Escherichia coli
SJC4.Bindd 0 1 BTYH p__Actinobacteriota;c__Coriobacteriia;o__Coriobacteriales;T__Eggerthellaceae;g__Z304

ZWY3.Bin15 0 1 BTYH p_ Bacteroidota;c_ Bacteroidia;o_ Bacteroidales;f Muribaculaceae;g_ Paramuribaculum

ZWY7Bin134 0 1 BTYH p_ Bacteroidota;c_ Bacteroidia;o_ Bacteroidales;f _Muribaculaceae;g UBAT173

SJC6.Bind7 0 1 BTYH p_ Proteobacteria;c_ Gammaproteobacteria;o_ Burkholderiales;f_ Burkholderiaceae;g_ Cwalobacter

5JC8.Bin24 0 1 BTYH p_ Proteobacteria;c_ Gammaproteobacteria;o_ Burkholderiales;T_Burkholderiaceae)g_ Owalobacter

NMS5 . Bin15 0 1 BTYH p_ Proteobacteria;c_ Gammaproteobacteria;o_ Burkholderiales; T Burkholderiaceae;g_ Owxalobacter;s_ (ralobacter sp900760095
SWF14.Bin65 0 1 HYHGZ p__Actinobacteriota;c__Coriobacteriia;o__Coriobacteriales;f _Eggerthellaceae;g__Adlercreutzia

XGBM19.Bin60 0 1 HYHGZ p_ Bacteroidota;c_ Bacteroidia;o_ Bacteroidales;f Muribaculaceae;g CAG-485

XGBM19.Bing8 0O 1 HYHGZ p__Bacteroidota;c__ Bacteroidia,o__ Bacteroidales;f _Muribaculaceae,g_ CAG-873

SWF14.Bing9 0 1 HYHGZ p__ Bacteroidota;c__Bacteroidia,o__ Bacteroidales;f_Muribaculaceae,g__ Paramuribaculum

XGBW28.Bin190 0 1 HYHGZ p__ Bacteroidota;c__ Bacteroidia,o__Bacteroidales;f _Muribaculaceae;g_ Paramuribaculum

XGBM19.Bin1 0 1 HYHGZ p__ Bacteroidofa;c__Bacteroidia,o__Bacteroidales;f Muribaculaceae,g_ UBAT173

SWM18.Bin107 0O 1 HYHGZ p__Bacteroidota;c__Bacteroidia;o__Bacteroidales;f__P3;g__ Phil12

Potential Role of Langur Gut Microbiome-Associated MAGs in Oxalate Degradation
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Summary

[ Significant differences in gut microbial diversity and functions across langur
populations.

d With increasing human disturbance, we found a significant enrichment of human
disturbance-related microbes in langurs, suggesting that human activities are directly
driving the “humanization” of their gut microbiota.

d The langur gut microbiome not only degrades polysaccharides but also supports
oxalate metabolism and mucin utilization. These functions provide adaptive strategies
that help langurs in karst limestone regions cope with high-fiber and oxalate-rich diets.

Qihai Zhou, Qiuyan Guo, Xinyuan Cui, Tao Meng, Zhuting Pang, Song Wang, Hua Chen, et al. 2025. Species-level exploration of
the gut microbiome in the leaf-eating Presbytis monkeys reflected the effects of anthropogenic activity and specialized dietary
niches: conservation on the fourth biodiversity level. iMetaOmics 2: €70051. https://doi.org/10.1002/imo02.70051
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