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	Gene
	N-cycling step
	F primer
	R primer
	Reference

	nifH
	N fixation
	PolF
	PolR
	[1]

	amoA
	Archaeal nitrification
	CrenamoA23f
	CrenamoA6161r
	[2]

	amoA
	Bacterial nitrification
	amoA-1F
	amoA-2R
	[3]

	nirK
	Denitrification
	nirK876
	nirK1040
	[4]

	nirS
	Denitrification
	nirSCd3aF
	nirSR3cd
	[5]

	nosZ
	Denitrification
	nosZ1F
	nosZ1R
	[6]
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