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	Top 10 bacterial genera in zoo- housed metatranscriptome
	Relative abundance (%)

	1
	Lactobacillus
	14.6

	2
	Limosilactobacillus
	9.4

	3
	Muricauda
	4.2

	4
	Clostridium
	2.9

	5
	Prevotella
	2.1

	6
	Treponema
	2.1

	7
	Vibrio
	1.6

	8
	Streptomyces
	1.6

	9
	Ruminococcus
	1.2

	10
	Blautia
	0.8



Table S3: Relative abundances of the top 10 bacterial genera in zoo-housed gorilla gut metatranscriptome. 





