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Supplementary figure S1. Alignment of the 561 bp repetitive sequences flanking the non-infectious IHHNV-EVE Cluster 1 located in LG35. The sequences are aligned in the same direction and share 98% identity (547/561 bp with 9/561 nucleotide gaps). 
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Supplementary figure S2. Alignment of the two 519 bp repetitive sequences flanking IHHNV-EVE Cluster 2 located on LG35. The sequences are aligned in the same direction and share 77% identity (400/519 bp with 66/519 nucleotide gaps). 
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Supplementary figure S3. Alignment of the direct repetitive sequences flanking the infectious IHHNV-EVE Cluster 3 located on LG7. A total 1,758 bp were aligned and share 98% identity (1722/1758 bp with 21/1758 nucleotide gaps).
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[bookmark: _GoBack]Supplementary figure S4. Multiple sequence alignment of potential 309 bp targets for the OIE- recommend IHHNV detection method from three repeats in IHHNV-EVE observed in LG 7 (R1-R3). The 309F/R primer positions are indicated by red rectangles. The primer sequences and potential amplicon sizes match 100% to those expected for infectious IHHNV. 
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TGTAGCGCCACTCACGGAACCAGTTTGGGTGCCATGAGCGACATTGACTGCTTGACCCTAGCCTCCTGAAGAAGACCAGCTGATTGACCTGACCGAGCCA 100
TGTAGCGCCACTCACGGAACCAGTTTGGGTGCCATGAGCGACATTGACTGCTTGACC TAGCCTCCTGAAGAAGACCAGCTGATTGACCTGACCGAGCCA 99

110 120 130 140 150 160 170 180 190 200
T T T T T T [ R TR

CGATCAGGCCACCTGTCTTGCTGGAATAAGGGACCAAAGAGGCGTGTTGCTAGTTGCAGGATGTACTCATTCACGGCATAGCACAATTTCTATGACTCCT 200
CGATCAGGCCACCTGTCTTGCTGGAATAAGGGACCAAAGAGGCGTGTTGCTAGTCGCAGGATGTACTCATTCACGGCATAGCACAATTTCTATGACTCCT 199

210 220 230 240 250 260 270 280 290 300
T S L T e L T I O I
GTCTCCACAGCGTACAGGGTTGCCTTGCATGGCAAACACATGTGTAGGTGTGAACCCCTGGGGAGACACCAGAGGGGATGCCCTTCCACCTGCAGGATAG 300
GTCTCCACAGCGTACAGGGTTGCCTTGCATGGCAACAATGGGCCATAGAGTGAAACCCTCGGGAGACAGCCAGAGGGATGCCCTTCCACCTGCAGGATAG 299

310 320 330 340 350 360 370 380 390 400
T S L S L T o S e T
GCATCATTATTTGGAACCCTTTGTTCATCCCTCTCCAGTGAAAGAGCCACCCARAGGCTGCACACCTCAGAGAGAGAGCTCAAGTCCTGCACTTCARAGA 400
GCATCATTATTTGGAACCCTTTGTTCATCCCTCTCCAGTGAAAGAGCCACCCARAGGCTGCACACCTCAGAGAGAGAGCTCAAGTCCTGCACTTCARAGA 399

410 420 430 440 450 460 470 480 490 500
T T L T e L T o O I
GGAAGTTCCAATGGCAGGACCGCGAGTGCGCTCTTCAGCTAGGTGCAGGAGTTTATATATGACTCCGCCCCCATAGATAGGGGCGGAGTCATTGGARAGT 500
GGAAGTTCCAATGGCAGGACCGCGAGTGCGCTCTTCAGCTAGGTGCAGGAGTTTATATATGACTCCGCCCCCATAGATAGGGGCGGAGTCATTGGARAGT 499

510 520 530 540 550 560 570 580 590 600
T S L T S L T S S T TP
GTAGCAGGACAGTTTTTGACGGCGGARATGAGGTCTAATGTTGGGCTTACTTACACTTGCGACAGTGTGCGTTAGCCTGGACCGGATGAGGACTTARAGG 600
GTAGCAGGACAGTTTTTGACGGCGGARATGAGGTCTAATGTTGGGCTTACTTACACT 556

610 620 630 640 650 660 670 680 690 700

T S L T S L T I [ I
TATCAGGAGGAACTTCGTTTGAAACTCTAACATTTACAGTTTCTTGGACGATGAAGAATACARACAACTCTGGACACGTACAAGGGGACAATATARAGAC 700

556
710 720 730
AAATTAAGAGGAATCCTCACTTACTACAACAACAAGA 737
556
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TAAACCCAAAATTAGACTCATTTCCCGCCGTCARAAAAATGTCCTGCTACACTTTTCCARAGAC TCCGCCCCT ATCTA GGGGCGG 85
TAAGCCCAACATTAGACTTCATTTCGGCG ~ TAAAACTCTGTCCTGCTACACTTT CCAATGACGCACCGGTCGTCCGCCCCTTATCTAATGGGGGCTGG 97

110 120 130 140 150 160 170 180 190 200
T S L T T L T o T T
AGTTATATA — ATCCTGCACTG — TGAAGAGCGCATTCCCCGT TCCTGCCATGGAACTTCCT TTTGAAGTGCAGGACCCTTTAGCTCTCTCTCTGA 177
AGTCATATATAAACTCTGCACCTAGCTGAAGAGCGCACCTCGCGTGTCCTGCATTGGAACTTACTCTTTGAAGTGCAGGA — CTTGAGCTCTCTCTCTGA 195

210 220 230 240 250 260 270 280 290 300
T S L T e L T I e I
GGTGGCAG — CTTGGG — CTCTTTCACTGGAGAGGG TGAACAAAGGGGTTTCCAAATAATGATGCCTA — TCCTGCAGGTGGAAG GGCATCCCCT 266
GTGTTCAGGCCTTTGGGTGGCTCTTTCACTGGATAGAGATGAACAAATG — TTTCCAATAATGCTGCCTTAATCCCTGCAGTTGGAAGTGGCATCCCTC 292

310 320 330 340 350 360 370 380 390 400
T S L e T L [ I T .
GGCTTCGCCCGAGCCTTT CACTTATG GCCCGGCCTGAAGGCAACCCTGTACGCTGTGGAGACAGGA GTCATAGARATTGTGCT —ATG CCGTG 357
TGTGTCTCCCAGGGGTTCACACTACACATGTGTTTGCCATGCAAGGCACCCTG — AGCTGTGGAGACAGGAAGTCATAGAAATTGTGTCTAATGGCCGTG 390

410 420 430 440 450 460 470 480 490 500
T S L T S L T o [ e I
AATGAGTACATCCTGCGACTAGCAACAC GCCTCTTTGGTCCCTTATTCCAGCAAGACAGGTGCCTGATCGTGGCCTCGGTAGGTCAATCAGCTGGTCTT 456
AATGAGTACATCCTGCACCTAGCAACGCCGCCTCTTTGGTCC — TATTC AGCAAGTCAGGTGGCCTGTCGTGGGCCGGTCAGGTCAATCAGCTGGTCTT 487

510 520
B A I
CT CAGGAGGCTAG 470
CTTCAGGAGGCGAGGGTCAAGCAGT 512
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GCTCAAGARRATTACTGCAGATCTCCTTAGTGATCAAATAAATACCARATTCARATGCTATCTTGCCAGAATATGCATGTGGATGGTTETTTGEGCCCTT 100
GCGCAAGAAAATTACTGCAGATCTCCTTAGTGATCAAATAAATACCAAATTCAAATGCTATCTTGCCAGAATATGCATGTGGATGTTTGTT -~ GGCCTT 97

110 120 130 140 150 160 170 180 190 200
T T T It T [P O I I B ) IR (O [ P (P |

TTTCAGAGAGCAATTGGTGTGGAGACCCARGGTARGTACTTGATACTGTCATTGATATATTGAGAAACT TCTTGATTTGTACAGTCTGCAATGGATATGA 200
TGTCAGAGAGCAATTGGTGTGGAGACC ARGGTAAGTACTTGATACTGTCATTGATATATTGAGAARCTTCTTGATTTGTACAGTCTGCAATGGATATGA 196

210 220 230 240 250 260 270 280 290 300

Y PR DR PRTRY POV POTOY SUURY YR PRTTY FYPSY POTRY PRTRY PRTPY PRUSY DEVEY PRppy PUUSY FRTPY RETRY PUPRY |
ARAGTGTCTTAGAACTAGTATTTCTATTGACTTTCATGTACTACTTTGTTTATGGGTAATCATGGGTGCTTTGAAATTATCTCCTATAGGCCTACAGAGT 300
ARAGTGTCTTAGAACTAGTATTTCTATTGACTTACATGTACTACTTTGTTTATGGGTAATCATGGGTGCTTTGAAATTATCTCCTATAGGCCTACAGAGT 296

310 320 330 340 350 360 370 380 390 400
I - 1 ol | B 1 ol I sl I |

P B D PRy I Sl YN PPN N el PR PO PP
ACAAGTTTTCCCTTTCCTATATTTTCTATCTCCCTTTCCTTCTTCCTTCCTGCCATTTATCTTCATCTATGTATTAGTATTCTATATCTATTCTATGTCT 400
ACAAGTTTTCCCTTTCCTATATTTTCTATCTCCCTTTCCTTCTTCCTTCCTGCCATTTATCTTCATCTATGTATTAGTATTCTATATCTATTCTATGTCT 396

410 420 430 440 450 460 470 480 490 500
R T R R D N Do Py PETRY PP PSRN R

CTGTCTATGTCTGAGTCTGCGTCTGTGTCTGCATCTGCATCTCCATCTTTCTAGATTTTTTTCARTAACAGTATGCTCATGTTTGAGCAGCTGTGGACCT 500

CTGTCTATGTCTGAGTCTGCGTCTGTGTCTGCATCTGCATCTCCATCTTTCTAGATTTTTTTCAATAACAGTATGCTCATGTTTGAGCAGCTGTGGACCT 496

510 520 530 540 550 560 570 580 590 600
T T T I I IO U B P B B SO [ (P [P |
CTCCACCATCCTTCGCCACTCAACTCGATCTTGCGCTTTTCTTTCCACTTGTACCATCGTCAGCCCGCAAATATCTTTGATGTTGTCGCTCAGTCTTGTC 600
CTCCACCATCCTTCGCCACTCAACTCGATCTTGCGCTTTTCTTTCCACTTGTACCATCGTCAGCCCGCAAATATCTTTGATGTTGTCGCTCAGTCTTGTT 596
610 620 630 640 650 660 670 680 690 700
cleveelocecloceeloceelocaalonsslonealoaealonealonealoaealoneeleaeeleaneloseelosaclocaclocaclocael

TTCGGTTTGCCTCTTCCTCTGTTTCCCATCACCATCCCTGTCAGCARGTTTTTCTCAATACTTTTACTICTCTTCACATGACCARTARACTTTAGTTTCC 700
TTCTGTTTGCCTCTTCCTCTGTTTCCTATCACCATCCCTGTCAGCAAGT TTTTCTCAATACT TTTACTTCTCTTCACATGACCAATARACTTTAGTTTCC 696

710 720 730 740 750 760 770 780 790 800
IR R R REERY R EE) PERRY PR PEREY PEREY PESEY PEEY PETE PSR PR PEREY PEEE) EEERY REEE) REEEy B

CTTTGITCTTTCTAGATACATCTATCTAATTCCAGTATACAAATGGGARATCARATACATAATACTTTACTAGTACATGGCAGCAATAGTATACATGTGG 800
CTTTGTTCTTTCTAGATACATCTATCTAATTCCAGTATACAAACGGGAAATCAAATACATAATACTTTACTAGTACATGGCAGCAATAGTATATATGTGG 796

810 820 830 840 850 860 870 880 890 900
| |

R T P B D R T Ry O P B P B P PO P PRy ey PP PEPRY |
ARAGGAAGAGTTACTATGTARATAAATTTTAAGTTTTTTGATTTAAGTATCAGACAATGTTAACCCCTTGATCGCGGGTGGCATCTACTATTCTGCCATG 900
ARAGGAAGAGTTACTATGTAAATAAATTTTAAGTTTTTTGATTTAAGTATCAGACAATGTTAACCCCTTGATCGCGGGTGGCATCTACTATTCTGCCATG 896

910 s20 930 o0 950 960 70 980 980 1000
GCGATGTAGCGCTGATGCCACGEGETGACATCCCTACAGATGTAGCCCATACTGACATACCTGTTTGGCGGACCGCACAGCCGCCARARA. GCCCGCACAR 999
GCGGTGTAGCGCTGATGCCACGGGTGGCATCCCTACAGATGTAGCCCATACTGACATACCTGTTTGGCGGACCGCACAGCCGCCARARAAGCCCGCACAC 996

1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
ol B EERES EEREY FERR) FERR] FERE] FEER] FEERY PRREY PRPEY PR PR PP PR DR e |

AATTAGGTTARATGGGTTAATTTTAGCAAGACAGAGCTTGGACTGEGTCCTCATTTCATGATARATCATCTTAGTAGTCTACATATGCARTCTCTCTCAR 1099

A TTAGGTTAAATGGGT AATTTTAGCAAGACAGAGCTTGGACTGGGTCCTCATTTCATGATAAATCATCTTAGTAGTCTACATATGCAATCGCTCTCAA 1094

1110 1120 1130 1140 1150 1160 1170 1180 1190 1200
R R B B B Y PRy P TSy CT TR RPN PRRTY FUP T PR PR TR PeeNy |

CAATCBTAGTAATCAGTAGCTACATAGAACTACAGAATCCTAAGAAATATTTCCACTTAGACATI\GCCGRGGCGATACTATAAACAGAAATTACACAATG 1199
CAATCATAGTAATCAGTAGCTACATAGAACTACAGAATCCTAAGAAATATTTCCACTAAGACATAGCCGAGGCGATACTATAAACAGAAATTACACAATC 1194

1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
B T T P I P B S P P I oy o P DT POy PTTY PR FOPRY PPN
TAAATAATCCCAGTCACAGATGCATCAAGGAATCACCATGACCAGCATCTCTTCAACACTCCAGCAGAGGCTAAGARATGTCTACTACATATATTCTGGC 1299
TAAATAATCCCAGTCACAGATGCATCAAGGAATCACCATGACCAGCATCTCTTCAACACTCCAGCAGAGGCTAAGAAATGTCTACTACATATATTCTGGC 1294
1310 1320 1330 1340 1350 1360 1370 1380 1390 1400
N Y PO FETRY PRPTY PYTIY PRTOY ITRY PETRY FETRY PR el N

Al
AGGAAAAAGTTTAAATTTTTGATAAGTCACCAAGATGGTCTACARATCTTCGAGGAGATCACAATGACARAGAGCTTGTCCGGTTTTTAATTATTTTTIT 1399
AGGAARAAGTTTAAATTTTTGATAAGTCACCAAGATGGTCTACARATCTTCGAGGAGATCACAATGACARAGAGCTTGTCCGGTTTTTAATTATTTTTT 1393

1410 1420 1430 1440 1450 1460 1470 1480 1490 1500
PR R B By Ly Ry Ry PR FEREY FEry FEry PRy FEEE) PERSY PEET) PRy PEPRY PREY PEPEY Pt

CCTTTTAATTATTTTTTCAGTAACTGARRATCACATTITATTTTCA TATGCAACAACTGTTATGG ARRATAGATTGATGACATTAACAATGARATACG 1497
CCTTTTAATTATTTTTTCAGTAACTGAAAATCACATTTTATTTTCAATATGCAACAACTGT TATGGGAARATAGATTGATGACATTAACAATGAAATACG 1493

1510 1520 1530 1540 1550 1560 1570 1580 1590 1600
TCTAAGAATTTATTCAATCCATGTACCATTTACCTTTTAARTGTAATTATATTTCTAGACTTACATATCTTAAGGTTCACTTTCACTGTTATTTTAATAT 1597
TCTAAGAATTTATTCAATCCATGTACCATTTACCTTTTAACTGTARTTATATTTCTAGACTTACATATCTTAAGGTTCACTTTCACTGTTATTTTAATAT 1593
1610 1620 1630 1640 1650 1660 1670 1680 1690 1700
cleeail s 1 -1 cle 1. 1 - P T I | el
AATTTTTTTT CCTGATATTCTGATACTGTAAA TCAGIGAAGCAA TGTCCTTTGTTGGAGGICGTTCT  GCAATCCGCGGTAATCTAATICAA TC 1690
AATTTTTTTTTCCTGATATTCTGATACTGTAAAATCAGTGAAGCARATGTCCTTTGTTGGAGGTCGCTTCCTGACAATCCGCGGTAATCTAATTCARATC 1693

1710 1720 1730 1740 1750 1760
IR R r R B B R P P Py Prrry FErry P
ATTTTCACCA GAATACCCAATATCCTGATCGTATTTCTATGGCTAGAAGACGCTTCA 1747
ATTTTCACCACTGAATATACCCAATATCCTGATCGTATTTCTATGGCTAGAAGACGTTTCA 1754
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TCCAACACTTAGTCAAAACCAALTCAGCAAGAACAGTACAAGAACTTGTCAATAAACTTGACGATGAAGAATATAAACAA 80
TCCAACACTTAGTCAAAACCAARTCTGCAAGAACAGTCCAAGAACTTGTCAATAAACTTGACGATGAGGAATACAAACAG 80
TCCAACACTTAGTCAAAACCAARTCTGCAAGAACAGTCCAAGAACTTGTCAATAAACTTGACGATGAGGAATACAAACAG 80
TCCAACACTTAGTCAAAACCAARTCTGCAAGAACAGTCCAAGAACTTGTCAATAAACTTGACGATGAGGAATACAAACAG 80

920 100 110 120 130 140 150
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CTI-\TGGACCCGTACCAGAGGACAATI—\TAAAGACAAACTCAGAGGAATATTBACATACTACAACAACAAGAAAAAGTCAM 160
CTATGGACCCGCACCAGAGGACAATATAAAGACAAACTCAGGGGAATACTAACTTACTACAACAACAAGAAAAAGTCGAA 160
CTATGGACCCGCACCAGAGGACAATATAAAGACAAACTCAGGGGAATACTAACTTACTACAACAACAAGAAAAAGTCGAA 160
CTATGGACCCGCACCAGAGGACAATATAAAGACAAACTCAGGGGAATACTAACTTACTACAACAACAAGAAAAAGTCGAA 160

170 180 190 200 210 220 230
B EEER EEEE PEEEY PR PEEE R b B R R PR PR PR PR |
CCAAAGCCAACTGTCACTAI-\TTACAAACCTGCAGAATATATCCAAAAGAAAACCAGACTACGACAATATGCAGT 'GGATAA 240
CCAAAGCCAACTGTCACTCATTACAAACCTGCARAATATATCAAAAAGGAAACCAGACTACGACAACATGCAGTGGATAA 240
CCAAAGCCAACTGTCACTCATTACAAACCTGCARAATATATCAAAAAGGAAACCAGACTACGACAACATGCAGTGGATAA 240
CCAARAGCCAACTGTCACTCATTACARACCTGCARAATATATCAAAAAGGAAACCAGACTACGACAACATGCAGTGGATAA 240

250 260 270 280 290
Pooeeleeealonaalonenls B [P DO IS D B
AATACATGTTAGCCAACAACGACATCCGTGTACCAGARATCTTAGCTTGGATAATCATCGTAGCAGACA]
AGTACATGTTAGCCAACAACGACATCCGTGTACCAGAAATCTTAGC]TGGATAATCATCGTAGCAGACA)
AGTACATGTTAGCCAACAACGACATCCGTGTACCAGARATCTTAGCYTGGATAATCATCGTAGCAGACA]
AGTACATGTTAGCCAACAACGACATCCGTGTACCAGAAATCTTAGCYTGGATAATCATCGTAGCAGACA]
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