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M31646(SA-OMVV) TCAAAGGAG---AAGAAGGGATACCCTGAGCTCAAAGAGGTCATTAAGACAACATGTAAAATAAAGGTGGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCCTTAAAAACCCTAGACT
M10608(KV1514) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAGGAAGTAATTAAAGCAACTTGTAAAATAAGGGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAATTGTCTATGGGCATTAAAAACTATAGACT
EU010123(It-017.16g03) TCAAGAGAGGGGAAAAAGGGATACCCCGAGCTCAAAGAGGCAATTAAGGCCACATGTAAAATAAGGGTAGGAGCTGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAGACCATAGGCT
AY101611(85/34USA) TCAAAGGAG---AAAAAGGGATACCCCGAGCTTAAGGAAGTAATTAGAGCAACCTGCAAAATAAAGGTAGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACTGTAGACT
AY445885(SwissGoat_Isolate) TCAAGGGAG---AAAAAGGGATACCCCGAGCTCAAAGAAGTAATCAAGGCTACATGCAAGATTAAGGTGGGGCCCGGGAAGGAGACCTTGACAGAAGGGAATTGTCTATGGGCATTAAAGACTGTAGACT
DQ084347(Ov8) ACGAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAAGTTATAAAAGCAACCTGTAAAATAAAAGTTGGGCCAGGGAAGGTGACCTTGACAGAAGGGAATTGTCTGTGGGCCTTAAAAACTGTAGACT
EU010125(It-008g03) TCAAAAGGGGGGAAACAGGGATACCCCGAGCTCAAAGAGGCAATTAAAGCCGCATGTAAGATAAAGGTGGGGCCCGGGAAGGAGACCTTGACGGAAGGGAATTGTCTATGGTGCGTAAAAACCGCAGACT
AY265455(It-561) CCAAAAGAG---AAAAAGGGATACCCCGAGCTCAGAGATGTCATAAAAATGACATGCAAGATTAAAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTGTGGGCATTAAAAACCACGGACT
AF479638(P1OLV) TCAAAGGAG---AAAAAGGGGTACCCCGAGCTCAAAGAGGTAATTAAAGCAACTTGTAAAATAAAAGTTGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACTATAGACT
HQ910460(6-11s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGCCCGGGAAGGAGACCTTGACAGAAGGGAATTGTCTATGGGCATTAAAAACTATAGATT
HQ910461(6-13s) TCAATAGGG---AAAAAGGGATACCCCGAGCTCAAAGAGGTGATAAAAGCAACTTGTAAAATAAGAGTAGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACTATAGACT
HQ910462(6-14s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAGGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
HQ910463(6-15s) TCAATAGGG---AAAAAGGGATACCCCGAGCTCAAAGAGGTGATAAAAGCAACTTGTAAAATAAAAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACCATAGACT
HQ910464(6-16s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGCCCGGGAAGGAGACCTTGACAGAAGGGAATTGTCTATGGGCATTAAAAACTATAGATT
HQ910465(6-17s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGCCCGGGAAGGAGACCTTGACAGAAGGGAATTGTCTATGGGCATTAAAAACTATAGATT
JQ610907(35-1s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAAAATAAGAATAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTATAGACT
JQ610924(35-4s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAAAATAAGAATAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTATAGACT
JQ610908(35-7s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAAAATAAAAGTAGGGCTCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610925(35-12s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAAAATAAGAATAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTATAGACT
JQ610917(35-44s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAAGCAACATGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCGTTGAAAACTGTAGACT
JQ610918(35-46s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAGGCAATTAAGGCAACATGTAAAATAAGAATAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610919(35-49s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAGGTAATTAAAGCAACATGTAAAATAAGAGTAGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610920(35-57s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAAAATAAGAATAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610921(35-59s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAAAATAAGAATAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTATAGACT
JQ610922(35-60s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAGGTAATTAAAGCAACATGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610923(35-63s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAGGTAATTAAAGCAACATGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610905(35-65s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAGGTAATTAAAGCAACATGTAAAATAAGAATAGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTATAGACT
JQ610906(35-73s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAGGTAATTAAAGCAACATGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610926(35-94s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAGGAGGTAATTAAGGCAACATGTAAGATAAAGGTGGGGCCCGGGAAGGAGACCTTGACAGAAGGGAATTGTCTATGGGCATTAAAGACAGTAGACT
JQ610927(35-97s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAAAATAAGAATAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTATAGACT
JQ610928(36-2s) TCAAAGGAG---AAAAAGGGGTACCCCGAGCTCAAAGAGGTAATTAAGGCAACATGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610909(36-1s) TCAAGGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610910(36-22s) TCCAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACTGTAGACT
JQ610911(36-27s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610912(36-30s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610913(36-48s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610914(36-61s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610915(35-67s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610916(36-70s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610929(36-5s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAAGTAATTAAGGCAACTTGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACTGTAGACT
JQ610930(36-9s) TCAAGGGAG---AAAAAGGGATACCCCGAGCTCAAAGAGGTGATAAAAGCCACTTGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACTGTAGACT
JQ610931(36-10s) TCAAGGGAG---AAACAGGGATACCCCGAGCTCAAGGAGGTGATAAAAGCCACTTGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610932(36-14s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACTGTAGACT
JQ610933(36-36s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610934(36-39s) TCAAAGGAG---AAAAAGGGGTACCCCGAGCTCAAAGAGGTAATTAAGGCAACATGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610935(36-43s) TCAAAGGAG---AAAAAGGGGTACCCCGAGCTCAAAGAAATAATTAAGGCAACATGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACTGTAGACT
JQ610936(36-50s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610937(36-51s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACTGTAGACT
JQ610938(36-52s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610939(36-56s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGACT
JQ610940(36-57s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACATGTAGGATAAAGGTGGGGGCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTGAAAACTGTAGATT
JQ610941(36-68s) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGATGTAATTAAGGCAACTTGTAAAATAAGAGTAGGGCCCGGGAAGGAGACCTTGACAGAAGGGAACTGTCTATGGGCATTAAAAACTGTAGACT
HQ910466(2-8g) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAAGTAATAAAAGCAACATGTAAGATAAGAATTGGGGCCGGGAAGGAGACCTTGACAGAAGGAAACTGTCTATGGGCACTAAAAACCGTAGACT
HQ910467(2-15g) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAAGTAATAAAAGCAACATGTAAGATAAGAATTGGGGCCGGGAAGGAGACCTTGACAGAAGGAAACTGTCTATGGGCACTAAAAACCGTAGACT
HQ910468(2-26g) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAAGTAATAAGAGCAGCATGTAAGATAAGAATTGGGGTCGGGAAGGAGACCTTGACAGAAGGAAACTGTCTATGGGCACTAAAAACCGTAGACT
HQ910469(2-33g) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAAGTAATAAAAGCAACATGTAAGATAAGAATTGGGGCCGGGAAGGAGACCTTGACAGAAGGAAACTGTCTATGGGCACTAAAAACCGTAGACT
HQ910470(2-55g) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAAGTAATAAAAGCAACATGCAAGATAAAAATTGGGGCCGGGAAGGAGACCTTGACAGAAGGAAACTGTCTGTGGGCACTAAAAACCGTAGACT
HQ910471(2-97g) TCAAAGGAG---AAAAAGGGATACCCCGAGCTCAAAGAAGTAATAAAAGCAACATGTAAGATAAGAATTGGGGCCGGGAAGGAGACCTTGACAGAAGGAAACTGTCTATGGGCACTAAAAACCGTAGACT
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AY265456(It-Pi1) TCC---GGGGAAAGAGATTATCCTGAGCTCGAAAAGTGTATCAGGCAGGCATGCAAGATAAAAGTTCGAGTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTCAAAACCTTAGATTGTA
FJ195346(Ov496) TCCGGGGGGAAAAGAGATTATCCTGAGCTCGAAAAATGTATTAAGCAGGCATGCAAAATAAAAGTTCGAGTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTCAAGACACTAGATTATA
DQ190014 TCCGGGGGAAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGCAGGCATGCAAGATAAAAGTTCGAGTCAGAGGGGAGCACTTGACAGAAGGAAATTGCTTATGGTGCCTTAAAACATTAGATTACA
DQ190019 TCCGGGGGAAAAAGGGATTATCCTGAGCTCGAAAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTATA
DQ190028 TCCGGGGGGAAAAGGGAATATCCTGAGCTCGACAAATGCATCAAGCATGCGTGCAGGATAAGAGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTATGGTGCCTCAAAACATTAGATTACA
DQ190016 TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTATCAAGCTAGCATGCAAGATAAGAGTTCGAGACAGAGGGGAGCACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTATA
DQ190020 TCCGGGGGAAAAAGGGATTATCCTGAGCTCGAAAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTATA
DQ190033 TCCGGGGGGAAAAGAGTTTATCCTGAGCTCGAAAAATGTATCAAGCTAGCATGCAAGATAAGAGTTCGAGACAGAGGGGAGCACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTATA
DQ190044 TCCGGGGGGAAAAGAGATTATCCTGAGCTCGAAAAATGTATCAGGCAGGCATGCAAGATAAAAGTTCGAGTCAGAGGGGAGCACTTGACAGAAGGAAATTGCTTATGGTGCCTTAAAACATTAGATTACA
AY900630(CAEVstraingansu) TCCGGGGGGAAAAGAGATTATCCTGAGCTCGAAAAATGTATCAAGCAGGCATGCAAGATAAAAGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
M33677(CAEVCo) TCCGGGGGGAAAAGAGATTATCCTGAGCTCGAAAAATGTATCAAGCATGCATGCAAGATAAAAGTTCGACTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
JQ610955(37-18g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGCAAAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610942(37-20g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGTAAAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610943(37-25g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGTAAAATGAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610944(37-31g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCAGGGAGAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610945(37-43g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAAAAGGCGTGCAAAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610946(37-53g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGCAAAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610947(37-59g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGCAGAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610948(37-61g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGTAGAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610949(37-63g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGCAAAATAAAGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610950(37-65g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAAAAAGCATGCAAAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610951(37-66g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCAAGCAGAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
JQ610952(37-70g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGCAAAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGATTACA
JQ610953(37-78g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGCAAAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGCTTGTGGTGCCTTAAAACATTAGACTACA
JQ610954(37-85g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGCAAAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
HQ910472(1-24g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910473(1-32g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910474(1-38g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910475(1-43g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910476(1-65g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATGAAGGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910477(1-66g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910478(1-77g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910479(1-86g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910480(1-87g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGCGAAATGTATCAAGCTAGCATGCAAGATGAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTATA
HQ910481(1-90g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910482(1-96g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910483(1-99g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910484(1-106g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910485(1-108g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910486(1-110g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACGTTAGATTACA
HQ910487(1-112g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910488(1-113g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910489(1-114g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910490(2-3g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910491(2-90g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAGAAATGTATCAAGCTAGCATGCAAGATAAAAGTTCGAGCCAGAGGGGAGAACTTGACAGAAGGAAATTGTTTATGGTGCCTTAAAACATTAGATTACA
HQ910492(3-8g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGCAAAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
HQ910493(3-10g) TCCGGGGGGAAAAGGGATTATCCTGAGCTCGAAAAATGTCTCAAGAAGGCATGCAAAATAAGGGTTCGGCTCAGAGGGGAGCACTTGACAGAAGGAAATTGTTTGTGGTGCCTTAAAACATTAGACTACA
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AF322109(CAEV1GA)genotypeC TCCGGAAGGGGAAAGGAGTACCCCGAGCTAAAAGAATG
primer MVVMA F1 ---------------GGATACCCCGAGCTCAAAG----

-                                       

-                                       
EU293538(Roccaverano)genotypeE TCAGATGGGAGAAAGGGATACCCCGAACTCAAAGAATT

primer MVVMA F1 ---------------GGATACCCCGAGCTCAAAG----
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AF322109(CAEV1GA)genotypeC TTTTTATACACCAGAGACAATTTCCTTCTGTCAGGCGCTCCCCCCCAGCCCT
probe MVVMA --------------------------TCTGTCAAGGTCTCCTTCCCG-----

primer MVVMA R3 --TTYAAKGCCCAYAGACARTT------------------------------
-                                                     
-                                                     
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probe MVVMA --------------------------TCTGTCAAGGTCTCCTTCCCG-----
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