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	UniProt ID
	Samples 
	Name
	Organism
	UniProt Annotation status 

	H2BPU6
	ALL
	Putative cellulase
	Neocallimastix patriciarum (rumen fungus)
	Evidence at transcript level

	Q8J1E3
	ALL
	Cellulase Cel48A
	Piromyces sp. (strain E2)
	Evidence at transcript level

	A0A220DC16
	ALL
	Glycoside hydrolase family 48 protein
	uncultured actinobacterium (soil)
	Predicted

	R9T9W1
	15_07_2_RNA, 
09_08_1_RNA, 
09_08_2_RNA
	Glycoside hydrolase 48 family protein
	uncultured bacterium (rumen)
	Predicted

	R9T9K1
	15_07_1_RNA, 15_07_2_RNA
	Glycoside hydrolase 48 family protein
	uncultured bacterium (rumen)
	Predicted

	R9TAI7
	15_07_2_RNA
	Glycoside hydrolase 48 family protein
	uncultured bacterium (rumen)
	Predicted

	R9TCD2
	ALL
	Glycoside hydrolase 48 family protein
	uncultured bacterium (rumen)
	Predicted

	R9TDC9
	09_08_1_RNA, 09_08_2_RNA
	Glycoside hydrolase 48 family protein
	uncultured bacterium (rumen)
	Predicted

	B0FEW0
	15_07_1 RNA, 15_07_2 RNA
	Cellobiohydrolase
	[bookmark: _heading=h.gjdgxs]Piromyces rhizinflatus  
	Evidence at transcript level



Table S7: GH6 and GH48 proteins detected in zoo-housed metatranscriptome. Protein sequences belonging to families GH6 and GH48 detected with ShortBRED amongst RNA reads originating from the ZHG microbiome.

