Table S1 Primers used in this study
	Primer
	Position
	Primer sequence 5’→3’

	KASP1
	239608F1
	AGAGTAAACTCATTCGCCGAGCGGA

	
	239608F2
	AGAGTAAACTCATTCGCCGAGCGGG

	
	239608R
	ACACTCGGGCATGACCCCTCCTCGCCTTC

	KASP2
	401042 F1
	CATAAGACCATAAAAGAGCATTATT

	
	401042 F2
	CATAAGACCATAAAAGAGCATTATC

	
	401042 R
	TTTGGGGAGTCCGGGGTGGCCTCGCTCAC

	KASP3
	483631 F1
	GGTGGTTGCTCTCTTGGAGGTGACA

	
	483631 F2
	GGTGGTTGCTCTCTTGGAGGTGACC

	
	483631 R
	TAGCCACCTACACTAATCGTGCCACTGCC

	KASP4
	157824 F1
	CAACATCCCCGGCAAGATAAGGGCT

	
	157824 F2
	CAACATCCCCGGCAAGATAAGGGCG

	
	157824 R
	ATCGGGACTTTCCACACTCTCGAAGACGC

	KASP5
	990978 F1
	TTATCAGGAGAACTCTGCAGCCTTA

	
	990978 F2
	TTATCAGGAGAACTCTGCAGCCTTG

	
	990978 R
	AGTCTAAACTCTATCTCGCCTACAACATT

	KASP6
	91727 F1
	AAGTTTTTCTCTGGACTAATTTTAA

	
	91727 F2
	AAGTTTTTCTCTGGACTAATTTTAG

	
	91727 R
	TAACCGAAAAAATGACACATAGAAAACCT

	KASP7
	1198978 F1
	AGAGGGAGAGAAAGAGTGAGAGAAT

	
	1198978 F2
	AGAGGGAGAGAAAGAGTGAGAGAAA

	
	1198978 R
	CTCGCTTTGTGTGTGTGTGTGTGTCTCTC

	KASP8
	1322686 F1
	TAGTAAAAATGGGGTTTTATATGGC

	
	1322686 F2
	TAGTAAAAATGGGGTTTTATATGGT

	
	1322686 R
	TCGATACAAATCGATACTTTGGTCCAATC

	KASP9
	193075 F1
	AAGATGTTTGGAACCATTGCTCTAA

	
	193075 F2
	AAGATGTTTGGAACCATTGCTCTAG

	
	193075 R
	TACATATGATTATCTTGCAGTGATGCTGC

	KASP10
	254706 F1
	TACCACTGTCACTGCTTCTGCAGCG

	
	254706 F2
	TACCACTGTCACTGCTTCTGCAGCA

	
	254706 R
	CCCTTGAGCACTGCCAGGGCGCCCACGCC

	KASP11
	105228 F1
	ATTTCAGACAGCATTTCAATTTTCA

	
	105228 F2
	ATTTCAGACAGCATTTCAATTTTCC

	
	105228 R
	CTGTGGGAAGCTTTTTGCCCACTCTTGAG

	KASP12
	47870 F1
	AACTGGAGTCCTGTCTCGTACCTTG

	
	47870 F2
	AACTGGAGTCCTGTCTCGTACCTTA

	
	47870 R
	ATATTTATTTAATTAAGATATAATCGTCG

	KASP13
	709567 F1
	TGTATGTAGATGATATAAGCGGCAT

	
	709567 F2
	TGTATGTAGATGATATAAGCGGCAA

	
	709567 R
	AGAAGTTAGAAGATTTTTGCTTTTATTAG

	KASP14
	224909 F1
	AGTCAATATTGCCAAGATTAGCTTC

	
	224909 F2
	AGTCAATATTGCCAAGATTAGCTTG

	
	224909 R
	CCAATATATACTTTATAGGGGAGGTCATG

	KASP15
	498065 F1
	GTTTAGGTGCTTCAGAAAATTCCTG

	
	498065 F2
	GTTTAGGTGCTTCAGAAAATTCCTA

	
	498065 R
	CATTTTCCCTTATTTATCTCTTTCTATAC

	KASP16
	98511 F1
	ACCACAAGAAGGCTGAAAGATTAAA

	
	98511 F2
	ACCACAAGAAGGCTGAAAGATTAAT

	
	98511 R
	TCTCTTTGTATTTTATATATACTTTGTAT

	KASP17
	228423 F1
	GTCAGCGCGCGACACGCAATGTCCC

	
	228423 F2
	GTCAGCGCGCGACACGCAATGTCCT

	
	228423 R
	GACTCTCAGACGCGCTCGGGCATCAGTGC

	KASP18
	50514 F1
	TATAAGTACTGGTCTCGTCACTAAA

	
	50514 F2
	TATAAGTACTGGTCTCGTCACTAAG

	
	50514 R
	GGACGTCATGCGCGAGATGGACGAATTTG

	KASP19
	165399 F1
	TCATCAGAAAACACGCCACGGTCTA

	
	165399 F2
	TCATCAGAAAACACGCCACGGTCTT

	
	165399 R
	CCGCCCTTTCTCTAGGAGGTATGAGGATC

	KASP20
	373646 F1
	TAACAAGCAAAATTACAGCAGTCCG

	
	373646 F2
	TAACAAGCAAAATTACAGCAGTCCA

	
	373646 R
	TTCTCTTCACTTCCGACTTGACATTTAGT

	LvCthrc1
	q LvCthrc1-F1
	TTAGTTGTCGCCGAGTCAGTGG

	
	q LvCthrc1-R1
	GCTTGTGCGTGGCTGTGAGA

	
	q LvCthrc1-F2
	TGCTGGAGGTTGTGACATCTGA

	
	q LvCthrc1-R2
	GCTGCTGGCAAGTGGTAGAAGA

	β-actin
	β-actin-F
	CCGGCCGCGACCTCACAGACT

	
	β-actin-R
	CCTCGGGGCAGCGGAACCTC



Table S2 Vibrios load and grading of 72 shrimps in validation group
	ID
	Grade
	ID
	Grade
	ID
	Grade
	ID
	Grade

	A1
	G4
	A19
	G1
	A37
	G4
	A55
	G4

	A2
	G5
	A20
	G1
	A38
	G1
	A56
	G4

	A3
	G4
	A21
	G4
	A39
	G5
	A57
	G1

	A4
	G4
	A22
	G4
	A40
	G4
	A58
	G5

	A5
	G4
	A23
	G4
	A41
	G5
	A59
	G5

	A6
	G4
	A24
	G1
	A42
	G1
	A60
	G1

	A7
	G1
	A25
	G4
	A43
	G4
	A61
	G1

	A8
	G4
	A26
	G4
	A44
	G4
	A62
	G4

	A9
	G4
	A27
	G4
	A45
	G5
	A63
	G4

	A10
	G4
	A28
	G1
	A46
	G5
	A64
	G4

	A11
	G4
	A29
	G1
	A47
	G1
	A65
	G1

	A12
	G1
	A30
	G4
	A48
	G4
	A66
	G4

	A13
	G1
	A31
	G4
	A49
	G4
	A67
	G5

	A14
	G4
	A32
	G4
	A50
	G4
	A68
	G1

	A15
	G1
	A33
	G1
	A51
	G1
	A69
	G5

	A16
	G4
	A34
	G4
	A52
	G4
	A70
	G5

	A17
	G1
	A35
	G4
	A53
	G4
	A71
	G4

	A18
	G4
	A36
	G4
	A54
	G5
	A72
	G5



Table S3 Statistic analysis of other 17 SNPs associated with the PVR trait in the verification group
	SNP
	Genotype
	Number
	χ2
	P

	
	
	infect
	uninfected
	
	

	SNP1
	AA
	42
	15
	5.334
	0.220

	
	AG
	10
	3
	
	

	
	GG
	0
	2
	
	

	SNP2
	AA
	0
	0
	0
	0

	
	AC
	52
	20
	
	

	
	CC
	0
	0
	
	

	SNP3
	AA
	0
	0
	2.63
	0.278

	
	AT
	0
	1
	
	

	
	TT
	52
	19
	
	

	SNP4
	AA
	1
	1
	0.506
	0.481

	
	AC
	
	
	
	

	
	CC
	51
	19
	
	

	SNP5
	AA
	0
	0
	0
	0

	
	AG
	52
	20
	
	

	
	GG
	0
	0
	
	

	SNP6
	GG
	0
	3
	3.407
	0.065

	
	GT
	10
	3
	
	

	
	TT
	42
	14
	
	

	SNP7
	AA
	35
	9
	3.176
	0.204

	
	AG
	11
	8
	
	

	
	GG
	6
	3
	
	

	SNP8
	CC
	52
	20
	0
	0

	
	CT
	0
	0
	
	

	
	TT
	0
	0
	
	

	SNP9
	CC
	25
	0
	1.850
	0.174

	
	CT
	15
	20
	
	

	
	TT
	12
	0
	
	

	SNP10
	CC
	52
	20
	0
	0

	
	CT
	0
	0
	
	

	
	TT
	0
	0
	
	

	SNP11
	AA
	0
	0
	0
	0

	
	AG
	52
	20
	
	

	
	GG
	0
	0
	
	

	SNP12
	AA
	49
	20
	1.096
	0.295

	
	AT
	1
	0
	
	

	
	TT
	2
	0
	
	

	SNP13
	AA
	52
	20
	0
	0

	
	AG
	0
	0
	
	

	
	GG
	0
	0
	
	

	SNP14
	AA
	44
	14
	1.147
	0.284

	
	AG
	0
	0
	
	

	
	GG
	8
	6
	
	

	SNP18
	CC
	52
	20
	0
	0

	
	CT
	0
	0
	
	

	
	TT
	0
	0
	
	

	SNP19
	AA
	0
	0
	0
	0

	
	AG
	0
	0
	
	

	
	GG
	52
	20
	
	

	SNP20
	CC
	52
	20
	0
	0

	
	CG
	0
	0
	
	

	
	GG
	0
	0
	
	



Table S4 Prediction of splicing sites in the intron region of LvCthrc1 gene
	
	Pos.5’-3’
	strand
	confidence
	Recognition sequence

	
	
	
	
	5’Exon
	Intron3’

	[bookmark: _Hlk187413442]Donor splicing sites
	406
	+
	0.96
	TGTAGTACCG^GTGGGTCAAC

	
	1306
	+
	0.94
	CCCATACCTG^GTATGACATT

	
	1411
	+
	0.88
	CTTTGTCTTG^GTTTGTATTA

	
	1552*
	+
	0.88
	TCCACTAGGC^ATTGTTTCGA

	
	2052
	+
	1.00
	TATGATATTG^GTAAGTCAGT

	
	2953
	+
	0.96
	TAATACACAG^GTGAGATGGA

	
	2976
	+
	1.00
	CCAAAGCAAG^GTGAAGATAA

	
	
	
	
	5’Intron
	Exon3’

	Acceptor splicing sites
	1892
	+
	1.00
	TATACTACAG^GTCAGGAACA

	
	1897
	+
	0.85
	TACAGGTCAG^GAACAGCTGC

	
	2735
	+
	0.90
	CACCCAATAG^GCCAGGCAGG

	
	2740
	+
	0.90
	AATAGGCCAG^GCAGGTTTTC

	
	2744
	+
	0.86
	GGCCAGGCAG^GTTTTCAAGA

	
	3516
	+
	0.87
	CTTTCAACAG^ATTTATGATT


*Bold represents a disappeared donor splicing site in the shrimp harboring the genotype combination of GG-TT-AA.
