Table S1. Average nucleotide composition (%) of Cer-SERV genomes.
	Nucleotide 
	Complete genome
	LTR
	Gag-pro-pol
	Env
	SRV (type D retrovirus)[1]

	A
	31.4
	22.6
	33.3
	29.7
	33.3

	T/U
	26.0
	27.2
	25.7
	27.5
	25.8

	C
	23.9
	33.2
	21.9
	24.3
	22.8

	G
	18.7
	17.0
	19.1
	18.5
	18.2
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