	Primer
	Target cDNA
	Predicted target group
	Known mismatchesa
	Sequence (5’ to 3’)
	Annealing temp (°C)
	Ref

	A8f
	16S
	Archaea
	unknown
	TCC GGT TGA TCC TGC C
	58
	[1]

	A915r
	16S
	Archaea
	Uncultured archaeab
	GTG CTC CCC CGC CAA TTC CT
	58
	[2]

	A1492r
	16S
	Archaea
	unknown
	GGC TAC CTT GTT ACG ACT T
	58
	[1]

	B8f
	16S
	Bacteria
	unknown
	AGR GTT TGA TCC TGG CTC AG
	58
	[1]

	B1492r
	16S
	Bacteria
	unknown
	CGG CTA CCT TGT TAC GAC TT
	58
	[1]

	ME1
	mcrA
	ANME/ME
	ANME-1c
	GCM ATG CAR ATH GGW ATG TC
	55
	[3]

	ME2
	mcrA
	ANME/ME
	ANME-1c
	TCA TKG CRT AGT TDG GRT AGT
	55
	[3]

	Dsr1f
	dsrA
	SRB
	None reportedd
	ACS CAY TGG AAG CAC G
	54
	[4,5]

	Dsr4r
	dsrB
	SRB
	None reportedd
	GTG TAG CAG TTA CCG CA
	54
	[4,5]

	1f1
	dsrA
	SRB
	Many Desulfobulbaceae
	CAG GAY GAR CTK CAC CG
	48
	[6]

	1r1
	dsrB
	SRB
	No major groups
	CCC TGG GTR TGR AYR AT
	48
	[6]


R = A/G, M = A/T, H = A/C/T, W = A/T, K = G/T, D = A/G/T, S = G/C, Y = C/T
aMismatches to Genbank archived sequences. Some sequences have unknown mismatches since 3’ and 5’ ends of most environmental 16S sequences in Genmank remain unsequenced.

bSpecific groups listed in [7].

cFosmid sequences containing mcrA genes were obtained from Genbank from [8] and 5 out of 5 ANME-1 fosmids had 4 mismatches to ME1 and 2 mismatches to ME2 (GZfos11H11, GZfos13E1, GZfos24D9, GZfos18B6, GZfos17A3); 1 ANME-2 fosmid had either no mismatches to ME1 and 1 mismatch to ME2 (GZfos35D7); or 1 mismatch to ME1 and 2 mismatches to ME2 (GCfos26B2). A large mcrA database comparison is in [9].
dDsr1f-Dsr4r amplified all phyla of cultured sulfate reducing bacteria. 
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