Table S5 The detailed information of four putative recombination events among the Rep sequences of 13 PCLV strains in the study and 20 reference strains

	Strain
	Putative breakpoints (nt)
	Putative parents and similarity
	Av. P-Val

	
	
	Major parental strain
	Minor parental strain
	RDP
	GENECONV
	BOOTSCAN
	MaxChi
	Chimaera
	SiScan
	3Seq

	HN4-1-2020
	277-767
	HN-9-2019
	302_4
	1.103×10-03
	
	
	7.477×10-07
	8.790×10-08
	2.460×10-11
	1.368×10-08

	HN1-1-2021
	409-869
	HN-9-2019
	302_4
	1.103×10-03
	
	
	7.477×10-07
	8.790×10-08
	2.460×10-11
	1.368×10-08

	HN2-1-2021
	277-767
	HN-9-2019
	302_4
	1.103×10-03
	
	
	7.477×10-07
	8.790×10-08
	2.460×10-11
	1.368×10-08

	HN3-1-2021
	401-128
	HN-9-2019
	SX7-1-2019
	6.251×10-03
	1.375×10-02
	
	2.658×10-06
	4.496×10-08
	1.866×10-12
	3.741×10-10


Note: The PCLV strains sequenced in this study are in bold.



































