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Fig. S1Changes in the 13 genus in the bacterial communities in different treatments during anaerobic digestion.
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[bookmark: _GoBack]Fig.S2. Redundancy analysis results showing the relationships between bacterial community (9 genus in network), five HMRGs, and four MGEs with ARGs in anaerobic digestion of (a) Cu, (b)G and (c)GO treatments.
Note: G1: Clostridium_sensu_stricto_1; G2:Turicibacter;  G3:Christensenellaceae_R-7_group; G4:Romboutsia; G5:Terrisporobacter; G6:Prolixibacter; G7: vadinBC27_wastewater-sludge_group; G8:Ruminofilibacter; G9:Treponema_2.



Table S1 PCR primers
	Gene 
name
	Primer
	Size ( bp )
	Annealing temperature (C)
	source

	copA
	F:TGCACCTGACVGGSCAYAT
R: GVACTTCRCGGAACATRCC
	324
	60
	Li et al., 2012

	pcoA
	F: GCTGCAGATGGCCAGTATGTAAA
R: CCCTCGAGCGTAACCGGTCC
	147
	60
	Xiong et al., 2015

	cueO
	F: ATGGATATGGAACGGATGAA
R: ATTGCTACAGATGGTGGTT
	420
	50
	Zhang et al., 2016

	cusA
	F: ATGCSACVGGYGTTGGCTGG
R: CCRTTCAGYTCGGCRATRCC
	410
	60
	Besaury et al., 2013

	tcrB
	F:CATCACGGTAGCTTTAAGGAGATTTTC
R: ATAGAGGACTCCGCCACCATTG
	663
	55
	Hasman et al., 2006

	tetC
	F: GCGGGATATCGTCCATTCCG
	207
	59
	Aminov et al., 2002

	
	R: CCYGCAAGAGAAGCCAGAAG
	
	
	

	tetG
	F: GCAGAGCAGGTCGCTGG
R: CCYGCAAGAGAAGCCAGAAG
	134
	54
	Aminov et al., 2001

	tetM
	F: ACAGAAAGCTTATTATATAAC
	171
	52
	Aminov et al., 2001

	
	R: TGGCGTGTCTATGATGTTCAC
	
	
	

	tetW
	F: GAGAGCCTGCTATATGCCAGC
	168
	56
	Aminov et al., 2001

	
	R: GGGCGTATCCACAATGTTAAC
	
	
	

	tetX
	F: CAATAATTGGTGGTGGACCC
	468
	55
	Ng et al., 2001

	
	R: TTCTTACCTTGGACATCCCG
	
	
	

	sul1
	F: CGGCGTGGGCTACCTGAACG
	433
	60
	Frank et al., 2007

	
	R: GCCGATCGCGTGAAGTTCCG
	
	
	

	sul2
	F: GCGCTCAAGGCAGATGGCATT
	293
	59
	Frank et al., 2007

	
	R: GCGTTTGATACCGGCACCCGT
	
	
	

	dfrA7
	F: AAATGGCGTAATCGGTAATG
	304
	51
	Frank et al., 2007

	
	R: GTGAACAGTAGACAAATGAAT
	
	
	

	intI 1
	F: CTGGATTTCGATCACGGCACG
	473
	60
	 Frank et al., 2007

	
	R: ACATGCGTGTAAATCATCGTCG
	
	
	

	intI2
	F: GTTATTTTATTGCTGGGATTAGGC
R: TTTTACGCTGCTGTATGGTGC
	166
	55
	He et al., 2014

	Tn916
/1545
	F: TCCTACAGCGACAGCCAGTGA
R: TGCGTTGCTTTGGTCTGCTGGT
	174
	54
	Liu et al. 2014

	ISCR1
	F: CGCCCACTCAAACAAACG
R: GAGGCTTTGGTGTAACCG
	452
	54
	Liu et al. 2014

	ermQ
	F:CACCAACTGATATGTGGCTAG
R:CTAGGCATGGGATGGAAGTC
	154
	60
	Mu et al., 2015

	ermF
	F: CGACACAGCTTTGGTTGAAC
R: GGACCTACCTCATAGACAAG
	309
	56
	Chen et al., 2007

	ermX
	F: GAGATCGGRCCAGGAAGC
R: GTGTGCACCATCGCCTGA
	488
	61
	Chen et al., 2007

	qnrS
	F: CCCCATGCCCGAAGTTATCA
R: ACTGCTTGGAGTGTGTTGGT
	457
	53
	Xu et al. 2015

	qnrA
	F: AGAGGATTTCTCACGCCAGG
R: GCAGCACTATKACTCCCAAGG
	619
	58
	Chen et al. 2012

	blaVIM
	F:CAGATTGCCGATGGTGTTTGG
R: AGGTGGGCCATTCAGCCAGA
	523
	55
	Sonia et al., 2006

	blaCTX-M
	F:SCSATGTGCAGYACCAGTAA
R:CCGCRATATGRTTGGTGGTG
	450
	55
	Sonia et al., 2006

	16S V3
	F: CCTACGGGAGGCAGCAG
	193
	55
	Aminov et al., 2002

	
	R: ATTACCGCGGCTGCTGG
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