	Cyanophage
	Gene
	Forward primer (5’ to 3’)
	Reverse primer (5’ to 3’)
	References

	P-HM1
	gp18
	CGAAGCGAATGAGTATTTAACAACCAAT
	AGAAACTTGAGTTCCTACAGTTGTTGTGCCA
	Current study

	P-HM2
	gp43
	CAGTAGATGTTCCAAAGGAGTATGCGTTG
	CTTCTCTAGTTCTTTAGTAGGTGTCTTTTGATAC
	Current study

	P-SSM2
	pstS
	GGCAGGAGGAAGACTAAGTGG
	CTCTTCACCTTGGCAATATCC
	[1]

	P-SSP7
	DNApol
	AAACACTTCCGCCCTTACCT
	CTGCAACGAAAGGGAATTGT
	[2]

	P-GSP1
	talC
	CGCTGACTTGATACAAGACTTAGGC
	GCTTGGTCTATCCATAGCTTACCG
	Current study


Supplementary Table 1. PCR primers used in this study
Quantitative PCR primers


	Cyanophage genus/gene
	Forward primer (5’ to 3’)
	Reverse primer (5’ to 3’)
	References

	T4-like/g20 portal protein
	GTAGWATWTTYTAYATTGAYGTWGG
	ARTAYTTDCCDAYRWAWGGWTC
	[3]

	T7-like/DNA polymerase
	CCNAAYYTNGSNCARGT
	TCRTCRTGNAYRAANGC
	[4]

	
	CCNAAYYTNGSNCARGTNCC
	TGNWRYTCRTCRTGNAYRAA
	[5]

	TIM5-like/DNA polymerase
	GAYWSNYWYGCNTAYAAYGA
	TGNWRYTCRTCRTGNAYRAA
	[4]


Primers used to screen and sequence cyanophages isolated from the South China Sea
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