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Figure S1: Rarefaction curve of 16S rRNA gene amplicon sequence data. Microbiota of zoo-housed gorillas, red (this study); Microbiota of wild gorillas, blue (Campbell et al.,2020); Microbiota of zoo-housed gorillas, green (Campbell et al.,2020); Microbiota of wild gorillas, black (Narat et al.,2020); Microbiota of zoo-housed gorillas, grey (Narat et al.,2020).  
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