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	Phylum
	Zoo-housed gorillas
	Wild gorillas

	Firmicutes
	47.2%
	45.4%

	Bacteroidetes
	30.2%
	14.9%

	Spirochaetes
	13.4%
	2.4%

	Actinobacteria
	4.0%
	14.2%

	Proteobacteria
	2.7%
	6.5%

	Chloroflexi
	0.13%
	15.1%






Table S1: Relative abundances of the top 6 bacterial phyla in zoo-housed gorilla and wild gorilla samples based on 16s rRNA amplicon sequencing.



