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Supplementary Table 1. PCR primers and amplification conditions. 
	Primer name
	Sequence (5’ – 3’)
	Annealing temperature (ºC)
	Extension time (s)
	Product length (bp) 

	RHDV0078F
RHDV1530R
	CTTCCTGGACCTCAGGGACAAG
CATGACGAAGCAGAGACCAC
	52
	50
	1452

	RHDV0078F
RHDVb460RC
	CTTCCTGGACCTCAGGGACAAG
CCGAGCTCAATAAACAAGTC
	53
	50
	382

	RHDV0087F
RHDVb460RC
	CAAGACCCCTCCCTGTTGT
CCGAGCTCAATAAACAAGTC
	53
	6
	373

	RHDV1432F
RHDV2515R
	AGGTGCACCCTGCCATCATACAA
TTCCACTCACAGACCACGCTCAT
	54
	16
	1083

	RHDV2356F
RHDV3592R
	CAACATCTTTGGCGCATGGT
AAGATTGACGTGCTGGCGTA
	56
	19
	1236

	RHDV4584F
RHDVb5400RC
	AGCAAACGGAGCTCACCAA
GGTGTTGTGGCCACTACTAG
	52
	13
	816

	RHDV5302F
RHDV6282R
	GTACCTGACGACGAATTTGTGAATG
CTGGAGCAATTTGGGAGATG
	56
	15
	980

	RHDV6186F
RHDV6748R
	CATTGACCACGACAGAGGTAAC
CTGAGGCCGGTTCAACTAACG
	67
	8
	562 

	RHDV6661F
RHDV7437R
	GCCGCTCCTATTGGCAAGAAC
TTGGGTTTATAGTTTAAAGTAAGCTAT
	53
	10
	776



















Supplementary Table 2. Representative sequences of the different genotype lineages and recombinant types of rabbit hemorrhagic disease virus 2 (RHDV2/GI.2) used in the alignment. Recombinant lagoviruses follow a standardized nomenclature denoted as [RdRp genotype]P-[capsid genotype] [26].
	Sequence ID
	Genotype/variant
	Recombinant type
	Country
	Year
	GenBank Accession
	Reference

	Hokkaido/2002/JPN
	GI.1a
	-
	Japan
	2002
	AB300693
	Oka et al. 2009 

	Eisenhuttenstadt_
Germany
	GI.1b
	-
	Germany
	1989
	EF558578
	Forrester et al. 2008

	Saudi_Arabia
	GI.1c
	-
	Saudi Arabia
	2006
	DQ189078
	Forrester et al. 2006

	BS89_Italy
	GI.1d
	-
	Italy
	1989
	X87607
	Rossi 1995 (Unpublished)

	N11_Spain
	GI.2
	GI.3P-GI.2
	Spain
	2011
	KM878681
	Dalton et al. 2015

	SOS148
	GI.2
	GI.4 (p16)- GI.3P-GI.2
	Portugal
	2015
	MG763942
	Abrantes et al. 2020

	SOS089_Portugal
	GI.2
	GI.1bP-GI.2
	Portugal
	2014
	MG763936
	Silvério et al. 2018

	SOS164_Portugal
	GI.2
	GI.4(p16)-GI.1bP-GI.2
	Portugal
	2015
	MG763948
	Silvério et al. 2018

	CBAnd1_Spain
	GI.2
	GI.4P-GI.2
	Spain
	2012
	KP090976
	Lopes et al. 2015 

	06-11_France
	GI.3
	-
	France
	2006
	MN737115
	Abrantes et al. 2020  

	RCV-A1_Australia
	GI.4
	-
	Australia
	2007
	EU871528
	Strive et al. 2009
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