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

	1
	Methanobrevibacter
	8.3

	2
	Candidatus Methanoplasma
	6.8

	3
	Candidatus Methanomethylophilus
	3.8

	4
	Methanomassiliicoccus
	0.4

	5
	Methanobacterium
	<0.1

	6
	Methanoregula
	<0.1

	7
	Halorussus
	<0.1

	8
	Candidatus Methanoperedens
	<0.1

	9
	Cuniculiplasma
	<0.1

	10
	Candidatus Micrarchaeum
	<0.1



Table S5: Relative abundances of the top 10 archaeal eukaryotic genera in zoo-housed gorilla gut metatranscriptome.
