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Supplementary Table S1.  List of OTUs, their taxonomy, results of the Kruskal–Wallis 

test, OTU CSS-normalized and Log2-transformed abundance for each sample and its 

mean for each gut region.  The letters after sample IDs indicate the gut region: e = 

esophagus, d = duodenum, ce = cecum, co = colon.  

  

Supplementary Table S2.  Microbial α-diversity indexes for individual samples and gut 

regions. 

 

Supplementary Figure S1.  Sex-specific microbiota richness in different gut regions 

 

Supplementary Figure S2.  Microbiota composition at the phylum level at four gut 

regions. 

 

Supplementary Figure S3.  Rarefaction plots for individual samples. 
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Supplementary Figure S1.  Sex-specific microbiota richness in different gut regions



Supplementary Figure S2.  Microbiota composition at the phylum level at four gut regions

0% 

10% 

20% 

30% 

40% 

50% 

60% 

70% 

80% 

90% 

Esophagus Duodenum Cecum Colon 
Firmicutes Proteobacteria Bacteroidetes 
Actinobacteria Tenericutes Fusobacteria 
Cyanobacteria Deferribacteres Elusimicrobia 
Verrucomicrobia Euryarchaeota 

100% 

R
el

at
iv

e 
ab

un
da

nc
e



Supplementary Figure S3  Rarefaction plots for individual samples


