Table S1: Inventory of selected lignocellulose degrading glycoside hydrolase families (GHs) identified in the rain forest soil microbiome.
	CAZy family
	known activity
	Rain forest

(blastx)
	Compost

(blastx)
	Compost

(pfam) [1]
	Cow rumen 
(pfam) 


[1, 2] ADDIN EN.CITE 
	Termite hindgut
(pfam) 
 ADDIN EN.CITE 

[3]


	Cellulases
	
	
	
	
	
	

	GH5
	cellulase
	5.8
	4.0
	3.2
	1
	16.3

	GH6
	endoglucanase
	0.5
	1.2
	2.1
	0
	0

	GH7
	endoglucanase
	0
	0
	0.1
	0
	0

	GH9
	endoglucanase
	2.0
	2.5
	4.3
	0.9
	3.9

	GH44
	endoglucanase
	1.2
	0.3
	0.4
	0
	1

	GH45
	endoglucanase
	0
	0
	0
	0
	0.6

	GH48
	endo-processive cellulases
	0.4
	1.1
	0.5
	0
	0

	Total
	
	10
	9.1
	10.6
	1.9
	21.8

	
	
	
	
	
	
	

	Endohemicellulases
	
	
	
	
	

	GH8
	endo-xylanases
	2.9
	1.2
	0.5
	0.6
	2.7

	GH10
	endo-1,4-(-xylanase
	1.6
	6.1
	8.9
	1
	12.1

	GH11
	xylanase
	0.3
	1.2
	1.4
	0.1
	2.5

	GH12
	endoglucanase & xyloglucan hydrolysis
	0.4
	0.9
	0.6
	0
	0

	GH26
	(-mannanase & xylanase
	0.4
	1.2
	1.5
	0.7
	2.8

	GH28
	galacturonases
	8.6
	6.2
	0.9
	0.7
	1.7

	GH53
	endo-1,4-(-galactanase
	0.6
	0.2
	0.2
	2.5
	2.7

	Total
	
	14.7
	17
	14
	5.6
	24.5

	
	
	
	
	
	
	

	Cell wall elongation
	
	
	
	
	

	GH16
	xyloglucanases & xyloglycosyltransferases
	3.3
	2.5
	2
	0
	0.3

	GH17
	1,3-(-glucosidases
	2.0
	3.0
	0.1
	0
	0

	GH74
	endoglucanases & xyloglucanases
	0.3
	0.2
	1.6
	0
	1

	GH81
	1,3-(-glucanase
	0
	0.4
	0.3
	0
	0

	Total
	
	5.6
	6.2
	4
	0
	1.3

	
	
	
	
	
	
	

	Debranching enzymes
	
	
	
	
	

	GH51
	(-L-arabinofuranosidase
	4.3
	5.9
	7.8
	9.9
	3.5

	GH54
	(-L-arabinofuranosidase
	0.4
	0
	0
	0.2
	0

	GH62
	(-L-arabinofuranosidase
	0.2
	0.6
	1.7
	0
	0

	GH67
	(-glucuronidase
	0.8
	3.0
	3.6
	0
	2.3

	GH78
	(-L-rhamnosidase
	3.1
	4.5
	8.1
	5.1
	0.9

	Total
	
	8.8
	14
	21.2
	15.2
	6.7

	
	
	
	
	
	
	

	Oligosaccharide-degrading enzymes
	
	
	
	
	

	GH1
	(-glucosidase and many other (-linked dimers
	6.5
	5.0
	9.2
	1.5
	3.1

	GH2
	(-galactosidases and other 

(-linked dimers
	13.6
	9.9
	8.6
	28.6
	8.8

	GH3
	mainly (-glucosidases
	17.9
	19.7
	12.2
	27
	12.8

	GH29
	(-L-fucosidase
	4.5
	1.8
	2.1
	4.2
	0

	GH35
	(-galactosidase
	2.5
	0.4
	0.6
	1.8
	0.7

	GH38
	(-mannosidase
	2.3
	1.7
	2.6
	2.6
	5.6

	GH39
	(-xylosidase
	2.2
	3.5
	1
	0.3
	1.3

	GH42
	(-galactosidase
	1.9
	1.0
	2.5
	1.7
	4.8

	GH43
	arabinases & xylosidases
	9.5
	10.7
	11.3
	9.4
	8.3

	GH52
	(-xylosidase
	0.2
	0
	0
	0
	0.4

	Total
	
	60.9
	53.7
	50.1
	77.1
	45.8

	
	
	
	
	
	
	

	Total GHs
	
	4206
	4708
	801
	651
	653


GHs are grouped according to major functional role and compared to other lignocellulosic systems. The indicated values are percentages of blastx hits of unassembled reads vs. CAZy protein families, or pfam hits of assembled sequences, weighted according to species abundance distribution. Note that the blastx-based and pfam-based abundance values for the compost dataset are well correlated (r=0.84), indicating that blastx hits on unassembled reads are a reasonable proxy for pfam hits on assembled ORFs.
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