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Anaerolineaceae and Methanosaeta turned to be the dominant microorganisms in alkanes-dependent methanogenic culture after long-term of incubation
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Table S1
Table S1. Characteristics of primers for quantitative PCR
	Target group
	Primer name
	Sequence (5’→3’)
	Amplicon length
	Annealing temperature
	References

	Archaea
	ARC787F
	ATTAGATACC CSBGTAGTCC
	273 (bp)
	60 °C
	(Yu et al. 2005)

	
	ARC1059R
	GCCATGCACCWCCTCT
	
	
	

	Bacteria
	BAC338F
	ACTCCTACGGGAGGCAG
	468 (bp)
	57 °C
	(Yu et al. 2005)

	
	BAC805R
	GACTACCAGGGTATCTAATCC
	
	
	

	Methanosarcinales
	MSL812F
	GTAAACGATRYTCGCTAGGT
	354 (bp)
	60 °C
	(Yu et al. 2005)

	
	MSL1159R
	GGTCCCCACAGWGTACC
	
	
	

	Methanosarcinaceae
	Msc380F
	GAAACCGYGATAAGGGGA
	448 (bp)
	50 °C
	(Yu et al. 2005)

	
	Msc828R
	TAGCGARCATCGTTTACG
	
	
	

	Methanosaetaceae
	Mst702F
	TAATCCTYGARGGACCACCA
	164 (bp)
	50 °C
	(Yu et al. 2005)

	
	Mst862R
	CCTACGGCACCRACMAC
	
	
	

	assA
	assA2F
	YATGWACTGGCACGGMCA
	443 (bp)
	55 °C
	(Aitken et al. 2013)

	
	assA2R
	GCRTTTTCMACCCAKGTA
	
	
	

	mcrA
	MLF
	GGTGGTGTMGGATTCACACARTAYGCWACAGC
	440 (bp)
	58 °C
	(Luton et al. 2002)

	
	MLR
	TTCATTGCRTAGTTWGGRTAGTT
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