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DsRNA sequencing revealed previously missed terminal sequence of an ssRNA virus that infects dinoflagellate Heterocapsa circularisquama
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Supplementary materials
Table S1	Intraspecies host specificity of HcRNAV strain A8
	Virus strain
	Virus type
	Host strain

	
	
	HU9433-P
	HCLG-1

	HcRNAV A8
	　
	+
	-

	HcRNAV34a
	UA type
	+
	-

	HcRNAV109a
	CY type
	-
	+


a Reported in Nagasaki et al., 2005
+, infectious; -, not infectious



Table S2	Summary of dsRNA sequencing and genome assembly of HcRNAV A8
	　
	　
	HcRNAV A-8

	Before preprocessing
	

	
	Paired reads
	582746

	
	Q20 Bases (%)
	96.72

	
	Q30 Bases (%)
	91.59

	After preprocessing
	

	
	Paired reads
	511226

	
	Q20 Bases (%)
	98.37

	
	Q30 Bases (%)
	94.05

	Rate of mapped reads
	

	
	Mapped to HcRNAV (%)
	91.3

	Genome assembly
	

	
	Number of contigs
	1

	　
	Total length (nt)
	4457
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