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Figure 1. Bar plots illustrating the alpha diversity indices (Chaol, Shannon Entropy, Simpson’s
Diversity Index, Pielou’s Evenness, and Faith's Phylogenetic Diversity) for the gut microbiome of six
Siberian tigers.
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Wilcoxon Rank-Sum Test Results for Alpha Diversity Comparisons Between Tigers
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Supplementary Figure S1. Detailed results of the Wilcoxon Rank-Sum Test comparing alpha diversity
indices between individual tigers.
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Figure 2. PCoA plot illustrating the beta diversity analysis comparing Group A (Tigers 1, 2, and 3)
and Group B (Tigers 4, 5, and 6) based on Bray-Curtis dissimilarity.
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Supplementary Figure S2. NMDS plot using Bray—Curtis dissimilarity, depicting the microbial community
composition of the six tigers.
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Supplementary Figure S 3. NMDS plot using Jaccard distance, displaying the microbial community
composition of the six tigers.
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Supplementary Figure S4. NMDS plots using unweighted UniFrac and weighted UniFrac metrics, representing
the phylogenetic dissimilarity of microbial communities in the six tigers.
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T3& = (phylum),

7H ;‘(ﬂ zoLq] u] MBS ;/ﬂo] 7H xﬂq A 71-/\1-1;]] g_ AR "rLHr*

Table 3. Dominant taxa ateach taxonomic level among the six Siberian Tigers.

Taxonomic Level Dominant Taxon Relative Abundance (%)
Phylum Firmicutes 528
Class Clostridia 38.4
Order Clostridiales 342
Family Lachnospiraceae 2.6
Genus Clostridium sensu stricto 195

e
— B (Phylum) : B4% MEx s8o]o] A u|ETLof|A] 71 243

Firmicutes(¢F 52.8%) ' Firmicutest olHA] tfAbel A Fol F st
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Taxonomy Profiles at the Family Level Across Six Tigers
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Supplementary Figure S7. Stacked bar plot depicting the relative abundance of microbial communities
at the Family level among six Siberian tigers.
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Figure 4. Stacked bar plot illustrating the relative abundance of microblal communities at the genus
level among the six Siberian tigers.
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