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             1
CY080523     -----------GGATAATTCTATTAATCATGAAGACCATC
CY118914     --------------TAATTCTATTAACCATGAAGACTATC
CY113365     --------------TAATTCTATTAACCATGAAGACTATC
CY112837     --------------TAATTCTATTAACCATGAAGACTATC
AJ404626     GCAAAAGCAGGGGAATTACTTAACTAGCAAAATGGAAACA
CY087800     ---------GGTTATACCATAGACAACCAAAAGCAAAACA
CY032261     -------------------------------ATG------
AF116575     -------------------------------ATGGAGGCA
CY006667     ----------GGGAAAATAAAAGCAACCAAAATGAAAGTA
CY009604     ------------GAAAATAAAAACAACCAAAATGAAGGCA
CY020445     ---------------------AACAACCAAAATGAAGGCA
CY045772     -------------------------------ATGAAGGCA
CY009340     ------------GAAAATAAAAACAACCAAAATGAAAGCA
CY013271     ---------------------AACAACCAAAATGAAAGCA
CY010372     ------------GAAAATAAAAACAACCAAAATGAAAGCA
CY021037     -------------AAAATAAAAACAACCAAAATGAAAGCA
CY021957     -------------------------ACCGAAATGAAGGCA
JX046926     -------------------------------ATGAAGGCA
CY049987     -------------------------------ATGAAGGCT
GQ132138.1|  -------------AAAACAAAAGCAACAAAAATGAAGGCA

            41
CY080523     ATT--GCTTTGAGCTACATTTTCTGTCTGGCTCTCGGCCA
CY118914     ATT--GCTTTGAGCTACATTCTATGTCTGGTTTTCGCTCA
CY113365     ATT--GCTTTGAGCTACATTTTCTGTCTGGTTTTCGCCCA
CY112837     ATT--GCTTTGAGCTACATTTTATGTCTGGTTTTCGCTCA
AJ404626     ATATCACTAATAACTATACTACTAGT--AGTAACAG----
CY087800     ATG--GCCATCATTTATCTCATTCTCCTGTTCACAG----
CY032261     -----GCCATCATTTATCTCATACTCCTGTTCACAG----
AF116575     AG---ACTACTGGTCTTGTTATGTGC--ATTTGCAG----
CY006667     AA---ACTACTGGTTCTGTTATGTAC--ATTTACAG----
CY009604     AG---ACTACTGGTCCTGTTATGTGC--ACTTGCAG----
CY020445     AG---ACTACTGGTCCTGTTATGTGC--ACTTGCAG----
CY045772     AG---ACTACTGATCCTGTTGTGTGC--ACTTGCAG----
CY009340     AG---ACTACTGATCCTGTTATGTGC--ACTTTCAG----
CY013271     AA---ACTACTGATCCTGTTATGTGC--ACTTTCAG----
CY010372     AA---ACTACTGGTCCTGTTATGTGC--ACTTTCAG----
CY021037     AA---ACTACTGGTCCTGTTATGTGC--ACTCTCAG----
CY021957     AT---ACTATTAGTCTTGTTATGTAC--ATTTGCAG----
JX046926     AT---ACTAGTAGTTCTGCTATATAC--ATTTGCAA----
CY049987     AT---ACTAGTAGTTCTGCTATATAC--ATTTGCAA----
GQ132138.1|  AT---ACTAGTAGTTCTGCTATATAC--ATTTGCAA----

            81
CY080523     AGACCTTCCAGGAAATGACAACAGCACAGCAACGCTGTGC
CY118914     AAAACTTCCCGGAAATGACAACAGCACGGCAACGCTGTGC
CY113365     AAAACTTCCCGGAAATGACAACAGCACAGCAACGCTGTGC
CY112837     AAAACTTCCCGGAAATGACAACAGCACGGCAACGCTGTGC
AJ404626     --------CAAGCAATG---------CAGATAAAATCTGC
CY087800     --------CAGTGAGAG---------GGGACCAGATATGC
CY032261     --------CAGTGAGGG---------GGGACCAGATATGC
AF116575     --------CTACAAATG---------CAGACACAATATGT
CY006667     --------CTACATATG---------CAGACACAATATGT
CY009604     --------CTACAGATG---------CAGACACAATATGT
CY020445     --------CTACAGATG---------CAGACACAATATGT
CY045772     --------CTACAGATG---------CAGACACAATATGT
CY009340     --------CTACAGATG---------CAGACACAATATGT
CY013271     --------CCACAGATG---------CAGACACAATATGT
CY010372     --------CTACAGATG---------CAGACACAATATGT
CY021037     --------CTACAGATG---------CAGACACAATATGT
CY021957     --------CCACAAATG---------CAGACACACTATGT
JX046926     --------CCGCAAATG---------CAGACACATTATGT
CY049987     --------CCGCAAATG---------CAGACACATTATGT
GQ132138.1|  --------CCGCAAATG---------CAGACACATTATGT



           121
CY080523     CTGGGACATCATGCGGTG---CCAAACGGAACACTAGTGA
CY118914     CTTGGGCACCATGCAGTA---CCAAACGGAACGATAGTGA
CY113365     CTGGGACATCATGCAGTG---CCAAACGGAACGCTAGTGA
CY112837     CTGGGACACCATGCAGTG---CCAAACGGAACGCTAGTGA
AJ404626     ATCGGCCACCAGTCAACAAACTCCACAGAAACT---GTGG
CY087800     ATTGGATACCATGCCAATAATTCCACAGAGAAG---GTCG
CY032261     ATTGGATACCATGCCAATAATTCCACAGAAAAG---GTCG
AF116575     ATAGGCTACCATGCGAATAACTCAACCGACACT---GTTG
CY006667     ATAGGCTACCATGCCAACAACTCAACCGACACT---GTTG
CY009604     ATAGGCTACCATGCGAACAACTCAACCGACACT---GTTG
CY020445     ATAGGCTACCATGCGAACAATTCAACCGACACT---GTTG
CY045772     ATAGGCTACCATGCGAACAATTCAACCGACACT---GTTG
CY009340     ATAGGCTACCATGCGAACAATTCAACCGACACT---GTTG
CY013271     ATAGGCTACCATGCGAACAACTCAACCGACACT---GTTG
CY010372     ATAGGCTACCATGCGAACAACTCAACCGACACT---GTTG
CY021037     ATAGGCTACCATGCGAACAACTCAACCGACACT---GTTG
CY021957     ATAGGTTATCATGCAAATAATTCAACTGACACT---GTTG
JX046926     ATAGGTTATCATGCGAACAATTCAACAGACACT---GTAG
CY049987     ATAGGTTATCATGCGAACAATTCAACAGACACT---GTAG
GQ132138.1|  ATAGGTTATCATGCGAACAATTCAACAGACACT---GTAG

           161
CY080523     AAACAATCACAGATGATCAGATTGAAGTGACTAATGCTAC
CY118914     AAACAATCACGAATGACCAAATTGAAGTTACTAATGCTAC
CY113365     AAACAATAACGAATGATCAGATTGAAGTGACTAATGCTAC
CY112837     AAACAATCACGAATGACCAAATTGAAGTGACTAATGCTAC
AJ404626     ACACGCTAACAGAAACCAATGTTCCTGTGACACATGCCAA
CY087800     ACACAATTCTAGAGCGGAACGTCACTGTGACTCATGCCAA
CY032261     ACACAATTCTAGAGCGGAATGTCACTGTGACTCATGCCAA
AF116575     ACACAGTACTCGAAAAGAATGTGACCGTGACACACTCTGT
CY006667     ACACAGTACTTGAGAAGAATGTGACAGTGACACACTCTGT
CY009604     ACACACTACTCGAGAAGAATGTGACAGTGACACATTCTGT
CY020445     ACACAGTACTCGAGAAGAATGTGACAGTGACACACTCTGT
CY045772     ACACAGTACTCGAGAAGAATGTGACAGTGACACACTCTGT
CY009340     ACACAGTACTCGAAAAGAATGTGACAGTGACACACTCTGT
CY013271     ACACAGTACTCGAAAAGAATGTGACAGTGACACACTCTGT
CY010372     ACACAGTACTCGAAAAGAACGTGACAGTGACACACTCTGT
CY021037     ACACAGTACTCGAAAAGAACGTGACAGTGACACACTCTGT
CY021957     ATACAGTACTAGAAAAGAATGTAACAGTAACACACTCTGT
JX046926     ACACAGTACTAGAAAAGAATGTAACAGTAACTCACTCTGT
CY049987     ACACAGTACTAGAAAAGAATGTAACAGTAACACATTCTGT
GQ132138.1|  ACACAGTACTAGAAAAGAATGTAACAGTAACACACTCTGT

           201
CY080523     TGAGCTAGTTCAGAGCTCCTCAACGGGGAAAATATGCAA-
CY118914     TGAGCTGGTTCAGAGTTCCTCAACAGGTGGAATATGCGA-
CY113365     TGAGCTGGTTCAGAGTTCCTCAACAGGTAGAATATGCGA-
CY112837     TGAGCTGGTTCAGAGTTCCTCAACAGGTAGAATATGCGA-
AJ404626     AGAATTGCTCCACACAGAGCATAATGGAATGCTGTGTGCA
CY087800     GGACATTCTTGAGAAGACCCATAACGGAAAGTTATGCAAA
CY032261     GGACATCCTTGAGAAGACCCATAACGGAAAGCTATGCAAA
AF116575     TAACCTGCTCGAAGACAGCCACAACGGAAAACTATGTAAA
CY006667     CAACCTACTTGAGGACAGTCACAATGGAAAACTATGTCTA
CY009604     TAACCTGCTCGAAGACAGCCACAACGGGAAACTATGTAAA
CY020445     TAACCTGCTCGAAGACAGCCACAACGGGAAATTATGTAGA
CY045772     TAACCTGCTCGAAGACAGCCACAACGGGAAACTATGTAGA
CY009340     AAACCTACTCGAAGACAGCCACAACGGGAAATTATGCAGA
CY013271     AAACCTACTCGAAGACAGCCACAACGGGAAATTATGCAGA
CY010372     CAACCTACTTGAGGACAGTCACAACGGAAAACTATGCAGA
CY021037     CAACCTACTTGAGGACAATCACAACGGGAAACTATGCAAA
CY021957     TAATCTTCTTGAAGACAGACATAACGGGAAACTATGTAAA
JX046926     TAACCTTCTAGAAGACAAGCATAACGGGAAACTATGCAAA
CY049987     TAACCTTCTAGAAGACAAGCATAACGGGAAACTATGCAAA
GQ132138.1|  TAACCTTCTAGAAGACAAGCATAACGGGAAACTATGCAAA



           241
CY080523     -CAA------------TCCTCATCGAATCCTTGATGGAAT
CY118914     -CAG------------TCCTCATCAGATCCTTGATGGAGA
CY113365     -CAG------------TCCTCACCGAATCCTTGATGGAAA
CY112837     -CAG------------TCCTCACCGAATCCTTGATGGAAA
AJ404626     ACAAGCCTGGGACATCCCCTCATT----CT-------AGA
CY087800     CTAA----ACGGAATCCCTCCACTTGAACT-------AGG
CY032261     CTAA----ACGGAATCCCTCCACTTGAACT-------AGG
AF116575     TTAA----AAGGAATAGCCCCATTACAATT-------GGG
CY006667     CTAA----AAGGAATAGCCCCACTACAATT-------GGG
CY009604     TTAA----AAGGAATAGCCCCACTACAATT-------GGG
CY020445     TTAA----AAGGAATAGCCCCACTACAATT-------GGG
CY045772     TTAA----AAGGAATAGCCCCATTACAATT-------GGG
CY009340     TTAA----AAGGAATAGCCCCACTACAATT-------GGG
CY013271     TTAA----AAGGAATAGCCCCACTACAATT-------GGG
CY010372     CTAA----AAGGAATAGCCCCACTACAATT-------GGG
CY021037     CTAA----AAGGAATAGCGCCACTACAATT-------GGG
CY021957     CTGG----GGGGGATAGCCCCATTGCACTT-------GGG
JX046926     CTAA----GAGGGGTAGCCCCATTGCATTT-------GGG
CY049987     CTAA----GAGGGGTAGCCCCATTGCATTT-------GGG
GQ132138.1|  CTAA----GAGGGGTAGCCCCATTGCATTT-------GGG

           281
CY080523     AGACTGCA-CACTGATAGATGCTCTATTGGGGGACCCTCA
CY118914     AAACTGCA-CACTAATAGATGCTCTATTGGGAGACCCTCA
CY113365     AAACTGCA-CACTGATAGATGCTCTATTGGGAGACCCTCA
CY112837     AAACTGCA-CACTGATAGATGCTCTATTGGGAGACCCTCA
AJ404626     CACATGCACTATTGAAGGACT-AGTCTATGGCAACCCTTC
CY087800     GGACTGTAGCATTGCCGGATG-GCTCCTTGGAAATCCAGA
CY032261     GGACTGTAGCATTGCCGGATG-GCTCCTTGGAAATCCAGA
AF116575     GAAATGTAATATCGCCGGATG-GCTCTTGGGAAACCCGGA
CY006667     TAATTGCAGCGTTGCCGGATG-GATCTTAGGAAACCCAGA
CY009604     GAAATGTAACATCGCCGGATG-GCTCTTGGGAAACCCAGA
CY020445     GAAATGTAACATCGCCGGATG-GCTCTTGGGAAACCCAGA
CY045772     GAAATGTAACATCGCCGGATG-GATCTTGGGAAACCCAGA
CY009340     GAAATGTAACATTGCCGGATG-GATCTTGGGAAACCCAGA
CY013271     GAAATGTAACATTGCCGGATG-GATCTTAGGAAACCCAGA
CY010372     GAAATGCAACATTGCCGGATG-GATCTTAGGAAACCCAGA
CY021037     GAAATGCAGCATTGCCGGATG-GATCTTAGGAAACCCAGA
CY021957     TAAATGTAACATTGCCGGATG-GCTTTTGGGAAACCCAGA
JX046926     TAAATGTAACATTGCGGGCTG-GATCCTGGGAAATCCAGA
CY049987     TAAATGTAACATTGCTGGCTG-GATCCTGGGAAATCCAGA
GQ132138.1|  TAAATGTAACATTGCTGGCTG-GATCCTGGGAAATCCAGA

           321
CY080523     TTGTGA--TGTTTTTCAAAATGAGACATGGGACCTTTTCG
CY118914     GTGTGA--TGGCTTCCAAAATAAGAAATGGGACCTTTTTG
CY113365     TTGTGA--TGGCTTCCAAAATGAGAAATGGGACCTTTTTG
CY112837     TTGTGA--TGGCTTCAAAAATAAGGAATGGGACCTTTTTG
AJ404626     TTGTGACCTGCTGTTGGGAGGAAGAGAATGGTCCTACATC
CY087800     ATGTGATAGGCTTCTAAGTGTGCCAGAATGGTCCTATATA
CY032261     ATGTGATAGGCTTCTAAGGGTGCCAGAATGGTCCTATATA
AF116575     ATGCGATTTACTGCTCACAGCGAGCTCATGGTCCTATATT
CY006667     ATGCGAATTACTGATTTCCAAGGAATCATGGTCCTACATT
CY009604     ATGCGACTCACTGCTTCCAGCGAGATCATGGTCCTACATT
CY020445     ATGCGACCCACTGCTTCCAGCGAGATCATGGTCCTACATT
CY045772     ATGCGACTCATTGCTTCCAGCGAGTTCATGGTCCTACATT
CY009340     ATGCGAATCATTGCTCTCTAATAGATCATGGTCCTACATT
CY013271     ATGCGAATCACTGCTTTCTAAGAGATCATGGTCCTACATT
CY010372     ATGCGAATCACTGTTTTCTAAGAAATCATGGTCCTACATT
CY021037     ATGCGAATCACTGTTTTCTAAGAAATCATGGTCCTACATT
CY021957     ATGTGAATTACTACTCACAGTAAGCTCATGGTCTTACATT
JX046926     GTGTGAATCACTCTCCACAGCAAGCTCATGGTCCTACATT
CY049987     GTGTGAATCACTCTCCACAGCAAGCTCATGGTCCTACATT
GQ132138.1|  GTGTGAATCACTCTCCACAGCAAGCTCATGGTCCTACATT



           361
CY080523     TTGAACGCAGCAAAGCTT----TCAGCAACTGTTACCCTT
CY118914     TTGAACGCAGCAAAGCCT----ACAGCAACTGTTACCCTT
CY113365     TTGAACGCAGCAAAGCTT----ACAGCAACTGTTACCCTT
CY112837     TTGAACGCAGCACAGCTT----ACAGCAACTGTTACCCTT
AJ404626     GTCGAAAGATCATCAGCTGTAAATGGAACGTGTTACCCTG
CY087800     ATGGAGAAAGAAAACCCGAGAGACGGTTTGTGTTATCCAG
CY032261     ATGGAGAAAGAAAACCCGAAATACAGTTTGTGTTACCCAG
AF116575     GTAGAAACATCGAACTCAGAGAATGGAACATGTTACCCAG
CY006667     GTAGAAACACCAAATCCTGAGAATGGAACATGTTACCCAG
CY009604     GTAGAAACACCAAACTCTGAGAATGGAGCATGTTATCCAG
CY020445     GTAGAAACACCAAACTCTGAGAATGGAATATGTTATCCAG
CY045772     GTAGAAACACCAAACTCTAAGAATGGAATATGTTATCCAG
CY009340     GCAGAAACACCAAACTCTGAGAATGGAATATGTTACCCAG
CY013271     GCAGAAACACCAAACTCTGAGAATGGAACATGTTACCCAG
CY010372     GCAGAAACACCAAACTCCGAGAATGGAACATGTTACCCAG
CY021037     GCAGAAACACCAAACTCCGAGAATGGAACATGTTACCCAG
CY021957     GTGGAAACATCGAACTCAGACAATGGGACATGTTACCCAG
JX046926     GTGGAAACATCTAGTTCAGACAATGGAACGTGTTACCCAG
CY049987     GTGGAAACATCTAGTTCAGACAATGGAACGTGTTACCCAG
GQ132138.1|  GTGGAAACATCTAGTTCAGACAATGGAACGTGTTACCCAG

           401
CY080523     ATGATGTGCCAGATTATGCCTCCCTTAGGTCACT------
CY118914     ATGATGTGCCGGATTATGCCTCCCTTAGGTCACT------
CY113365     ATGATGTGCCGGATTATGCCTCCCTTAGGTCACT------
CY112837     ATGATGTGCCGGATTATGCCTCCCTTAGGTCACT------
AJ404626     GGAATGTAGAAAACCTAGAGGAACTCAGGACACTTTTTAG
CY087800     GCAGCTTCAATGATTATGAAGAATTGAAACATCTCCTCAG
CY032261     GCAGCTTCAATGACTATGAAGAATTGAAACATCTCCTCAG
AF116575     GAGATTTCATCGACTATGAAGAACTGAGGGAGCAATTGAG
CY006667     GGTATTTCGCCGACTATGAGGAACTGAGGGAGCAATTGAG
CY009604     GAGATTTCATCGACTATGAGGAACTGAAGGAGCAATTGAG
CY020445     GAGCTTTCATCGACTATGAGGAACTGAGGGAGCAATTGAG
CY045772     GAGATTTCATCGACTATGAGGAACTGAGGGAGCAATTGAG
CY009340     GAGATTTCGCCGACTATGAGGAACTGAGGGAGCAATTGAG
CY013271     GAGATTTCGCCGACTATGAGGAACTGAGGGAGCAATTGAG
CY010372     GATATTTCGCCGACTATGAGGAATTGAGGGAGCAATTGAG
CY021037     GGTATTTCGCCGACTATGAAGAACTGAGGGAACAATTGAG
CY021957     GAGATTTCATCAATTATGAAGAGCTGAGAGAGCAGTTGAG
JX046926     GAGATTTCATCAATTATGAGGAGCTAAGAGAGCAATTGAG
CY049987     GAGATTTCATCGATTATGAGGAGCTAAGAGAGCAATTGAG
GQ132138.1|  GAGATTTCATCGATTATGAGGAGCTAAGAGAGCAATTGAG

           441
CY080523     ---AGTTGCCTCGTCAGGCACTCTGGAGTTTATCACTGAG
CY118914     ---AGTTGCCTCATCCGGCACACTGGAGTTTAACAATGAA
CY113365     ---AGTTGCCTCATCAGGCACCCTGGAGTTTATCAATGAA
CY112837     ---AGTTGCCTCATCCGGCACCCTGGAGTTTACCAATGAA
AJ404626     TTCCGCTAGTTCCTACCAAAGAATCCAAATCTTCCCAGA-
CY087800     CAGCGTGAAACATTTCGAGAAAGTAAAGATTCTGCCCAAA
CY032261     CAGCGTAAAACATTTCGAGAAAGTAAAGATTCTGCCCAAA
AF116575     CTCAGTGTCATCGTTCGAAAAATTCGAAATATTTCCCAAG
CY006667     TTCAGTATCTTCATTTGAGAGGTTCGAAATATTCCCCAAA
CY009604     CTCAGTATCATCATTAGAAAGATTCGAAATATTTCCCAAG
CY020445     CTCAGTGTCATCATTCGAAAGATTCGAAATATTTCCCAAA
CY045772     CTCAGTATCATCATTCGAAAGATTCGAAATATTTCCCAAG
CY009340     CTCAGTATCATCATTCGAGAGATTCGAAATATTCCCCAAG
CY013271     CTCAGTATCATCATTCGAGAGATTCGAAATATTCCCCAAG
CY010372     CTCAGTATCATCATTCGAGAGATTCGAAATATTCCCCAAG
CY021037     TTCAGTATCATCATTCGAGAGATTCGAAATATTCCCCAAG
CY021957     CTCAGTGTCATCATTTGAAAGATTCGAGATATTCCCCAAG
JX046926     CTCAGTGTCATCATTTGAAAGGTTTGAAATATTCCCCAAG
CY049987     CTCAGTGTCATCATTTGAAAGGTTTGAGATATTCCCCAAG
GQ132138.1|  CTCAGTGTCATCATTTGAAAGGTTTGAGATATTCCCCAAG



           481
CY080523     GGTTTCACTTGGAC------TGGGGTCACTCAGAATGGGG
CY118914     AGCTTCAATTGGAC------TGGAGTCACTCAAAACGGAA
CY113365     GACTTCAATTGGAC------TGGAGTCACTCAGAGTGGGG
CY112837     GGCTTCAATTGGAC------TGGAGTCGCTCAGGATGGAA
AJ404626     -----------------------CACAACCTGGAATGTGA
CY087800     GATAG---ATGGACACAGCATACAACAACTGGAGGTTCAC
CY032261     GATAG---ATGGACACAGCATACAACAACTGGAGGTTCAA
AF116575     ACAAGCTCGTGGCCCAATCATGAAACAACCAAAGGTGTAA
CY006667     GAGAGCTCATGGCCCAACCACACCGTAACCGGA---GTAT
CY009604     GAAAGTTCATGGCCCAACCACAACACACTCAAAGGAGTAA
CY020445     GAAAGCTCATGGCCCAACCACAACACAAACATAGGAGTAA
CY045772     GAAAGCTCATGGCCCAAACACAGCACAACCAAAGGAGTAA
CY009340     GAAAGCTCATGGCCCAAACACAACATAACCAGAGGAGTAA
CY013271     GAAAGATCATGGCCCAACCACAACATAAACATAGGAGTAA
CY010372     GAAAGATCATGGCCCAAACACAACGTAACCAGAGGCGTAA
CY021037     GAAAGTTCATGGCCCAACCACAACGTAACCAAAGGAGTAA
CY021957     ACAAGTTCGTGGCCCAATCATGAAACAAACAGAGGTGTGA
JX046926     ACAAGTTCATGGCCCAATCATGACTCGAACAAAGGTGTAA
CY049987     ACAAGCTCATGGCCCAATCATGACTCGAACAAAGGTGTAA
GQ132138.1|  ACAAGTTCATGGCCCAATCATGACTCGAACAAAGGTGTAA

           521
CY080523     GAA---------GCAATGCTTGCAAAAGGGGACCTGGTAG
CY118914     CAA---------GCTCTGCTTGCAAAAGGAGATCTAATAA
CY113365     GAA---------GCCATGCTTGCAAAAGGGGATCTGTTAA
CY112837     CAA---------GCTATGCCTGCAAAAGGGGATCTGTTAA
AJ404626     ------------CTTACACTGGAACAAGCAGAGCATGTTC
CY087800     GGG---------CCTGCGCGGTGTCTGGTAATCCA-----
CY032261     AGG---------CCTGCGCAGTGTCAGGTGAACCA-----
AF116575     CGGCAGCATGCTCCTATGCGGGAGCAAGCAGT--------
CY006667     CAGCATCATGCTCCCATAACGGGAAAAGCAGT--------
CY009604     CAGCATCATGCTCCCATGGGGGAAAAAGCAGT--------
CY020445     CGGCAGCATGCTCCCATGCGGGGAAAAGCAGT--------
CY045772     CGGCAGCATGCTCCCATGCAGGAAAGAGCAGT--------
CY009340     CGGTAGCATGCTCCCACGCGAAGAAAAGCAGT--------
CY013271     CGGCAGCATGCTCCCATGCGGGGAAAAGCAGT--------
CY010372     CGGCATCATGCTCCCATAAGGGGAAAAGCAGT--------
CY021037     CGGCATCATGCTCCCATAAGGGGAAAAGCAGT--------
CY021957     CGGCAGCATGCCCTTATGCTGGAGCAAACAGC--------
JX046926     CGGCAGCATGTCCTCGTGCTGGAGCAAAAAGC--------
CY049987     CGGCAGCATGTCCTCATGCTGGAGCAAAAAGC--------
GQ132138.1|  CGGCAGCATGTCCTCATGCTGGAGCAAAAAGC--------

           561
CY080523     CGGT---TTTTTCAGTAGACTGAACTGGTTGACCAAATCA
CY118914     CAGT---TTCTTTAGTAGATTGAATTGGTTGACCCACTTA
CY113365     CAGT---TTCTTCAGTAGATTGAATTGGTTGCACGAATCA
CY112837     AAGT---TTCTTTAGTAGATTGAATTGGTTGCACAAATTA
AJ404626     AGGTTCATTCTACAGGAGTATGAGATGGCTGACTCAAAAG
CY087800     ----TCATTCTTCAGGAACATGGTCTGGCTGACAGAGAAA
CY032261     ----TCATTCTTCAGGAACATGGTCTGGCTGACAAAGAAA
AF116575     -------TTTTACAGAAATTTGCTGTGGCTGACAAAGAAG
CY006667     -------TTTTACAAAAATTTGCTATGGCTGACGGGGAAG
CY009604     -------TTTTACAGAAATTTGCTATGGCTGACGAAAAMG
CY020445     -------TTTTACAGAAATTTGCTATGGCTGACGAAGAAG
CY045772     -------TTTTACAGAAATTTGCTATGGCTGACGAAGAAG
CY009340     -------TTTTACAAAAATTTGCTCTGGCTAACGGAGGCA
CY013271     -------TTTTACAAAAATTTGCTCTGGCTGACGGAGAAA
CY010372     -------TTTTACAGAAATTTGCTATGGCTGACGGAGAAA
CY021037     -------TTTTACAGAAATTTGCTATGGCTGACGGAGAAA
CY021957     -------TTCTACAGAAATTTAATATGGCTGGTGAAAAAA
JX046926     -------TTCTACAAAAATTTAATATGGCTAGTTAAAAAA
CY049987     -------TTCTACAAAAATTTAATATGGCTAGTTAAAAAA
GQ132138.1|  -------TTCTACAAAAATTTAATATGGCTAGTTAAAAAA



           601
CY080523     GGAAGCACATATCCAGTGCTGAACGTGACTATGCCAAACA
CY118914     AAATTCAAATACCCAGCATTGAACGTGACTATGCCAAACA
CY113365     GAATACAAATATCCAGCGCTGAACGTGACTATGCCAAACA
CY112837     GAATACAAATATCCAGCACTGAACGTGACTATGCCAAACA
AJ404626     AGCGGTTTTTACCCTGTTCAAGACGCCCAATACACAAATA
CY087800     GGATCAAATTATCCGGTTGCCAAAGGATCGTACAACAATA
CY032261     GGACCAAATTATCCGGTTGCCAAAGGATCGTACAACAATA
AF116575     GGAAGCTCATACCCAAAGCTTAGCAAGTCCTATGTGAACA
CY006667     AATGGTTTGTACCCAAACCTGAGCAAGTCCTATGCAAACA
CY009604     GGGGAYTCATACCCAAAGCTGAACAATTCCTATGTGAACA
CY020445     GGGGGCTCATACCCAAAGCTGAAAAATTCCTATGTGAACA
CY045772     GAGGACTCATACCCAAAGCTGAGCAATTCCTATGTGAACA
CY009340     AATGGCTTATACCCAAGTCTGAGCAAGTCCTATGTGAACG
CY013271     GATGGCTCATACCCAAATCTGAACAAGTCCTATGTGAACA
CY010372     AATGGCTCGTACCCAAATCTGAGCAAGTCCTATGTGAACA
CY021037     AATGGCTCGTACCCAAGTCTGAGCAAGTCCTATGTGAACA
CY021957     GAAAATTCATACCCAAAGCTCAGCAAATCCTATGTTAACA
JX046926     GGAAATTCATACCCAAAGCTCAGCAAATCCTACATTAATG
CY049987     GGAAATTCATACCCAAAGCTCAGCAAATCCTACATTAATG
GQ132138.1|  GGAAATTCATACCCAAAGCTCAGCAAATCCTACATTAATG

           641
CY080523     ATGACAATTTTGACAAACTATACATTTGGGGGGTTCACCA
CY118914     ATGAAAAATTTGACAAATTGTACATTTGGGGGGTTCACCA
CY113365     ATGGCAAATTTGACAAATTGTACATTTGGGGGGTTCACCA
CY112837     ATGACAAATTTGACAAATTGTACATTTGGGGGGTTCACCA
AJ404626     ACAGGGGAAAGAGCATTCTTTTCGTGTGGGGCATACATCA
CY087800     CAAGCGGAGAACAAATGCTAATAATTTGGGGGGTGCACCA
CY032261     CGAGCGGAGAGCAAATGCTAATAATTTGGGGAGTGCACCA
AF116575     ATAAAGGGAAAGAAGTCCTTGTACTATGGGGTGTTCATCA
CY006667     GCAAAGAGAAAGAAGTCCTTGTACTATGGGGTGTTCATCA
CY009604     ATAAAGGGAAAGAAGTCCTTGTACTATGGGGTGTTCATCA
CY020445     AAAAAGGGAAAGAAGTCCTTGTACTATGGGGTATTCATCA
CY045772     AGAAAGGGAAAGAAGTCCTTGTACTATGGGGTGTTCATCA
CY009340     ACAGAGAGAAAGAAGTCCTTGTGCTATGGGGTGTTCATCA
CY013271     AGAAAGAGAAAGAAGTCCTTGTACTATGGGGTGTTCATCA
CY010372     ACAAAGAGAAAGAAGTCCTTGTACTATGGGGTGTTCATCA
CY021037     ACAAAGAGAAAGAAGTCCTTGTACTATGGGGTGTTCATCA
CY021957     ATAAAGGGAAGGAAGTCCTTGTGCTATGGGGCATTCATCA
JX046926     ATAAAGGGAAAGAAGTCCTCGTGCTGTGGGGCATTCACCA
CY049987     ATAAAGGGAAAGAAGTCCTCGTGCTATGGGGCATTCACCA
GQ132138.1|  ATAAAGGGAAAGAAGTCCTCGTGCTATGGGGCATTCACCA

           681
CY080523     CCCGAGCACGAACCAAGAACAAACCAGCCTGTAT------
CY118914     CCCGGGTACAGACAATGACCAAATCTTCCTGTAT------
CY113365     CCCGATCACGGACAGAGAACAAACCAACCTATAT------
CY112837     CCCGAGTACGGACAGTGACCAAACCAGCCTATAT------
AJ404626     CCCACCCACCTATACCGAGCAAACAAATTTGTACATAAGA
CY087800     TCCCAATGATGAGACAGAACAAAGAACATTGTACCAGAAT
CY032261     TCCTAAGGATGAGGCAGAACAAAGAGCATTGTACCAGAAC
AF116575     TCCGCCTACCGGTACTGATCAACAGAGTCTCTATCAGAAT
CY006667     CCCGCCTAACATAGGGGACCAAAGGGCCCTCTATCATACA
CY009604     CCCGTCTAGCAGTAATGAGCAACAGAGTCTCTATCATAAT
CY020445     CCCGTCTAACAGTAAGGATCAACAGACTCTCTATCAGAAT
CY045772     CCCGTCTAGCAGTAAAGAGCAACAGACTCTCTATCAGAAT
CY009340     CCCGTCTAACATAGAGGATCAAAGGACCCTCTATCGGAAA
CY013271     CCCGTCTAACATAGAGAATCAAAAGACCCTCTATCGGAAA
CY010372     CCCGTCTAACATAGAGGACCAAAAGACCATCTATCGGAAA
CY021037     CCCGTCTAACATAAAGGACCAAAAGACCATCTATCGTAAA
CY021957     TCCACCTACCAGTACTGATCAACAAAGTCTCTACCAAAAT
JX046926     TCCATCTACTACTGCTGACCAACAAAGTCTCTATCAGAAT
CY049987     TCCATCTACTAGTGCTGACCAACAAAGTCTCTATCAGAAT
GQ132138.1|  TCCATCTACTAGTGCTGACCAACAAAGTCTCTATCAGAAT



           721
CY080523     ------GTTCAAGCATCAGGGAGAGTCACAGTCTCTACCA
CY118914     ------GCTCAAGCATCAGGAAGAATCACAGTCTCTACCA
CY113365     ------GTTCGAGCATCAGGGAGAGTCACAGTCTCTACCA
CY112837     ------GTTCAAGCATCAGGGAGAGTCACAGTCTCTACCA
AJ404626     AACGACACAACAACAAGCGTGACAACAGAAGATTTGAATA
CY087800     GTGGGAACCTATGTTTCCGTAGGCACATCAACATTGAACA
CY032261     GTGGGAACCTATGTTTCCGCAAGCACATCAACATTGAACA
AF116575     GCAGATGCTTATGTCTCTGTAGGGTCATCAAAATATAACA
CY006667     GAAAATGCTTATGTCTCTGTAGTGTCTTCACATTATAGCA
CY009604     GTAAATGCTTATGTCTCTGTAGTGTCTTCAAATTATAACA
CY020445     GAAAATGCTTATGTCTCTGTAGTGTCTTCAAATTATAACA
CY045772     GAAAATGCTTATGTCTCTGTAGTGTCTTCAAATTATAACA
CY009340     GAAAATGCTTATGTCTCTGTGGTGTCTTCAAATTATAACA
CY013271     GAAAATGCTTATGTCTCTGTAGTGTCTTCAAATTATAACA
CY010372     GAAAATGCTTATGTCTCTGTAGTGTCTTCAAATTATAACA
CY021037     GAAAATGCTTATGTCTCTGTAGTGTCTTCACATTATAACA
CY021957     GCAGATGCCTATGTTTTTGTAGGGTCATCAAAATATAACA
JX046926     GCAGATGCATATGTTTTTGTGGGGACATCAAGATACAGCA
CY049987     GCAGATGCATATGTTTTTGTAGGGTCATCAAGATACAGCA
GQ132138.1|  GCAGATGCATATGTTTTTGTGGGGTCATCAAGATACAGCA

           761
CY080523     GGAGAAGCCAGCAAACTATAATCCCGAATATCGAGTCCAG
CY118914     AAATAAGTCAACAAACTGTAATCCCGAATATCGGATCTAG
CY113365     AGAGAAGCCAGCAAACTGTAATCCCGAATATCGGGTTTAG
CY112837     AAAGAAGCCAACAAACTGTAATCCCGAATATCGGGTCTAG
AJ404626     GGACC------------TTCAAACCAGTGATAGGGCCAAG
CY087800     AAAGG------------TCAACCCCAGAAATAGCAACAAG
CY032261     AAAGG------------TCAACCCCTGAAATAGCAGCAAG
AF116575     GGAGA------------TTCACCCCGGAAATAGCAGCGAG
CY006667     GAAGA------------TTCACCCCAGAAATAGCCAAAAG
CY009604     GGAGA------------TTCACCCCGGAAATAGCTGCAAG
CY020445     GGAGA------------TTCACCCCGGAAATAGCAGAAAG
CY045772     GGAGA------------TTCATCCCGGAAATAGCAGAAAG
CY009340     GGAGA------------TTCACCCCGGAAATAGCAGAAAG
CY013271     GGAGA------------TTCACCCCGGAAATAGCAGAAAG
CY010372     GGAGA------------TTCACCCCAGAAATAGCAGAAAG
CY021037     GGAGA------------TTCACCCCAGAAATAGCAAAAAG
CY021957     GAAAG------------TTCAAGCCAGAAATAGCAGCAAG
JX046926     AGAAG------------TTCAAGCCGGAAATAGCAATAAG
CY049987     AGAAG------------TTCAAGCCGGAAATAGCAATAAG
GQ132138.1|  AGAAG------------TTCAAGCCGGAAATAGCAATAAG

           801
CY080523     ACCCTGGGTAAGGGGTCTGTCTAGTAGAATAAGCATCTAT
CY118914     ACCCAGAGTAAGGAATATCCCCAGCAGAATAAGCATCTAT
CY113365     ACCCTGGGTAAGGGGTCTGTCCAGTAGAATAAGCATCTAT
CY112837     ACCCTGGGTAAGGGGTGTCTCCAGCAGAATAAGCATCTAT
AJ404626     GCCCCTTGTCAATGGTCTGCAGGGAAGAATTGATTATTAT
CY087800     GCCTAAAGTGAATGGACAAGGAGGTAGAATGGAATTCTCT
CY032261     GCCTGAAGTGAATGGACTAGGAAGTAGAATGGAATTCTCT
AF116575     ACCCAAAGTAAGAGATCAAGCTGGGAGGATGAACTATTAC
CY006667     ACCCAAGGTGAGAGATCAGGAAGGAAGAATCAACTACTAC
CY009604     ACCCAAAGTAAGAGATCAACCTGGGAGGATGAACTATTAC
CY020445     ACCCGAAGTAAGAGATCAAGCTGGGAGGATGAACTATTAC
CY045772     ACCCGAAGTAAAAGATCAAGCTGGGAGGATAAACTATTAC
CY009340     ACCCAAAGTAAGAGGTCAACCAGGGAGAATGAACTATTAC
CY013271     ACCCAAAGTAAGAGGTCAAGCAGGGAGAATGAACTATTAC
CY010372     ACCCAAAGTAAGAGGTCAAGCAGGGAGAATTAACTACTAC
CY021037     ACCCAAAGTAAGAGATCAAGAAGGGAGAATTAACTACTAC
CY021957     ACCCAAGGTGAGAGGTCAAGCAGGGAGGATGAACTATTAC
JX046926     ACCCAAAGTGAGGGATCAAGAAGGGAGAATGAACTATTAC
CY049987     ACCCAAAGTGAGGGATCAAGAAGGGAGAATGAACTATTAC
GQ132138.1|  ACCCAAAGTGAGGGGTCAAGAAGGGAGAATGAACTATTAC



           841
CY080523     TGGACAATAGTTAATCCGGGAGACGTACTGGTAATTAATA
CY118914     TGGACAATAGTAAAACCGGGAGACATACTTTTGATTAACA
CY113365     TGGACAATAGTAAAACCGGGAGACATACTGTTGATTAATA
CY112837     TGGACAATAGTAAAACCGGGAGACATACTTTTGATTAACA
AJ404626     TGGTCGGTACTAAAACCAGGCCAAACATTGCGAGTACGAT
CY087800     TGGACCCTCTTGGATATGTGGGACACCATAAATTTTGAGA
CY032261     TGGACCCTCTTGGATGTGTGGGACACCATAAATTTTGAGA
AF116575     TGGACATTACTAGAACCCGGAGACACAATAACATTTGAGG
CY006667     TGGACTCTGCTGGAACCCGGGGATACAATAATATTTGAGG
CY009604     TGGACCTTGCTAGAACCCGGAGACACAATAATATTTGAGG
CY020445     TGGACCTTGCTAGAACCCGGAGACACAATAATGTTTGAGG
CY045772     TGGACCTTGCTAGAACCCGGAGACACAATAATATTTGAGG
CY009340     TGGACTTTGCTAGAACCCGGAGACAAAATAATATTTGAGG
CY013271     TGGACTTTGCTAGAACCCGGAGACACAATAATATTTGAGG
CY010372     TGGACTCTGCTGGAACCCGGGGACACAATAATATTTGAGG
CY021037     TGGACTCTGCTGGAACCCGGGGACACAATAATATTTGAGG
CY021957     TGGACACTAATAGAACCTGGAGACACAATAACATTTGAAG
JX046926     TGGACACTAGTAGAGCCGGGAGACAAAATAACATTCGAAG
CY049987     TGGACACTAGTAGAGCCGGGAGACAAAATAACATTCGAAG
GQ132138.1|  TGGACACTAGTAGAGCCGGGAGACAAAATAACATTCGAAG

           881
CY080523     GTAATGGGAACCTAATCGCTCCTCGGGGTTATTTCAAAAT
CY118914     GCACAGGGAATCTAATTGCTCCTAGGGGTTACTTCAAAAT
CY113365     GCACCGGGAACCTAATTGCTCCTCGGGGTTACTTCAAAAT
CY112837     GCACAGGGAATCTAATTGCTCCTCGGGGTTACTTCAAAAT
AJ404626     CCAATGGGAATCTAATTGCTCCATGGTATGGACACGTTCT
CY087800     GTACTGGTAATCTAATTGCACCAGAGTATGGATTCAAAAT
CY032261     GCACTGGTAATCTAGTTGCACCAGAGTATGGATTCAAAAT
AF116575     CAACTGGAAATCTAATAGCACCATGGTATGCTTTCGCACT
CY006667     CAAATGGAAATCTAATAGCGCCAAGGTATGCTTTCGCACT
CY009604     CAACTGGTAATCTAATAGCACCATGGTATGCTTTCGCACT
CY020445     CAAATGGAAATCTGGTAGCACCATGGTATGCTTTCGCACT
CY045772     CTAATGGAAATCTAGTAGCACCATGGTATGCTTTCGCACT
CY009340     CAAATGGAAACCTAATAGCGCCATGGTATGCTTTCGCACT
CY013271     CAAATGGAAATCTAATAGCGCCATGGTATGCTTTCGCACT
CY010372     CAAATGGAAATCTAATAGCGCCATGGCATGCTTTCGCACT
CY021037     CAAATGGAAATCTAATAGCGCCATGGTATGCTTTCGCACT
CY021957     CAACTGGAAATCTAGTGGTACCAAGATATGCTTTCGCAAT
JX046926     CAACTGGAAATCTATTGGTACCGAGATATGCATTCGCAAT
CY049987     CAACTGGAAATCTAGTGGTACCGAGATATGCATTCGCAAT
GQ132138.1|  CAACTGGAAATCTAGTGGTACCGAGATATGCATTCGCAAT

           921
CY080523     ---GCGCACTGGGAAAAGCTCA---ATAATGAGGTCAGAT
CY118914     ---ACGAAGTGGGAAAAGCTCA---ATAATGAGATCAGAT
CY113365     ---ACGCAATGGGAAAAGCTCA---ATAATGAGGTCAGAT
CY112837     ---ACGAAGTGGGAAAAGCTCA---ATAATGAGGTCAGAT
AJ404626     TTCAGGAGGGAGCCATGG---AAGAATCCTGAAGACTGAT
CY087800     ATCGAAAAGAGG---TAGTTCAGGGATCATGAAAACAGAA
CY032261     ATCGAAAAGAGG---TAGTTCAGGGATCATGAAGACAGAA
AF116575     ---GAATAGAGGTTCTGGATCCGGTATCATCACTTCAGAC
CY006667     ---GAGTAGAGGCTTTGGATCAGGAATCATCACCTCAAAT
CY009604     ---GAGTAGAGGATTTGGGTCCGGCATCATCACCTCAAAC
CY020445     ---GAGTAGAGGCTTTGGGTCCGGCATCATCACCTCAAAC
CY045772     ---GAGTAGAGGCTTTGGGTCCGGCATCATCACCTCAAAC
CY009340     ---GAGTAGAGGCCCTGGATCAGGAATCATCACCTCCAAC
CY013271     ---AAGTAGAGGCCTTGGATCAGGAATCATCACCTCAAAC
CY010372     ---GAATAGAGGCTTTGGGTCAGGAATCATCACCTCAAAC
CY021037     ---GAGTAGAGGCTTTGGGTCAGGAATCATCACCTCAAAC
CY021957     ---GAATAGAGGTTCTGGATCTGGTATTATAATTTCGGAT
JX046926     ---GGAAAGAAATGCTGGATCTGGTATTATCATTTCAGAT
CY049987     ---GGAAAGAAATGCTGGATCTGGTATTATCATTTCAGAT
GQ132138.1|  ---GGAAAGAAATGCTGGATCTGGTATTATCATTTCAGAT



           961
CY080523     GCACCTATTGATACCTGTATTTCTGAATGCATCACTCCAA
CY118914     GCACCCATTGGCAAATGCAATTCTGAATGCATCACTCCAA
CY113365     GCACCTATTGGCACCTGCAGTTCTGAATGCATCACTCCAA
CY112837     GCACCCATTGACAACTGCAATTCTGAATGCATCACTCCAA
AJ404626     TTAAAAGGTGGTAATTGTGTAGTGCAATGTCAGACTGAAA
CY087800     GGAACACTTGAGAACTGTGAGACCAAATGCCAAACTCCTT
CY032261     GGAACACTTGGGAACTGTGAGACCAAATGCCAAACTCCTT
AF116575     GCACCAGTGCATGATTGTAACACGAAGTGTCAAACACCCC
CY006667     GCACCAATGGATGAATGTGATGCGAAGTGTCAAACACCTC
CY009604     GCGTCAATGCATGAGTGTAACACGAAGTGTCAAACACCCC
CY020445     GCATCAATGCATGAGTGTAACACGAAGTGTCAAACACCCC
CY045772     GCATCAATGCATGAGTGTAACACGAAGTGTCAAACACCCC
CY009340     GCATCAATGGATGAATGTGACACGAAGTGTCAAACACCCC
CY013271     GCATCAATGGATGAATGTGACACGAAGTGTCAAACACCCC
CY010372     GCATCGATGGATGAATGTGACACGAAGTGTCAAACACCCC
CY021037     GCATCGATGGATGAATGTGACGCGAAGTGTCAAACACCCC
CY021957     GCACCAGTTCATGATTGTAACACGAAGTGTCAAACACCCA
JX046926     ACACCAGTCCACGATTGCAATACAACTTGTCAGACACCCA
CY049987     ACACCAGTCCACGATTGCAATACAACTTGTCAGACACCCA
GQ132138.1|  ACACCAGTCCACGATTGCAATACAACTTGTCAGACACCCA

          1001
CY080523     ATGGAAGCATTCCCAATGACAAGCCCTTTCAAAACGTAAA
CY118914     ATGGAAGCATTCCCAATGACAAACCATTTCAAAATGTAAA
CY113365     ATGGAAGCATTCCCAATGACAAACCCTTTCAAAATGTAAA
CY112837     ATGGAAGCATTCCCAATGGCAAACCTTTTCAAAATGTAAA
AJ404626     AAGGTGGCTTAAACAGTACATTGCCATTCCACAATATCAG
CY087800     TGGGAGCAATAAATACAACATTGCCTTTTCACAATGTCCA
CY032261     TGGGAGCAATAAATACAACACTACCTTTTCACAATGTCCA
AF116575     ATGGTGCTATAAACAGCAGTCTCCCTTTCCAGAATATACA
CY006667     AGGGAGCTATAAACAGCAGTCTTCCTTTCCAGAATGTACA
CY009604     AGGGAGCTATAAACAGCAGTCTCCCTTTCCAGAATATACA
CY020445     AGGGAGCTATAAACAGCAGTCTCCCTTTCCAGAATATACA
CY045772     AGGGAGCTATAAACAGCAGTCTCCCTTTCCAGAATATACA
CY009340     AGGGAGCCATAAACAGTAGCCTCCCTTTTCAGAACATACA
CY013271     AGGGAGCTATAAACAGTAGTCTCCCTTTCCAGAATATACA
CY010372     AGGGAGCTATAAACAGTAGTCTTCCTTTCCAGAATATACA
CY021037     AGGGAGCTATAAACAGTAGTCTTCCTTTTCAGAATGTACA
CY021957     AGGGTGCCATAAACACCAGCCTCCCATTTCAGAATATACA
JX046926     AGGGTGCTATAAACACCAGCCTCCCATTTCAGAATATACA
CY049987     AGGGTGCTATAAACACCAGCCTCCCATTTCAGAATATACA
GQ132138.1|  AGGGTGCTATAAACACCAGCCTCCCATTTCAGAATATACA

          1041
CY080523     CAAGATCACATATGGAGCATGCCCCAAGTATGTTAAGCAA
CY118914     CAGGATCACATACGGGGCCTGTCCCAGATATGTTAAGCAA
CY113365     CAAGATCACATATGGGGCATGTCCCAGGTATGTTAAGCAA
CY112837     CAGGATCACATATGGGGCCTGTCCCAGATATGTTAAGCAA
AJ404626     TAAATATGCATTTGGAACCTGCCCCAAATATGTAAGAGTT
CY087800     CCCACTGACAATAGGTGAGTGCCCCAAATATGTAAAATCG
CY032261     CCCACTAACAATAGGTGAATGCCCCAAATATGTAAAATCG
AF116575     TCCAGTCACAATAGGAGAGTGCCCAAAATACGTCAGGAGT
CY006667     CCCAGTCACAATAGGAGAGTGTCCAAAGTATGTCAGGAGT
CY009604     CCCAGTCACAATAGGAGAGTGCCCAAAATATGTCAGGAGT
CY020445     CCCAGTCACAATAGGAGAGTGCCCAAAATACGTCAGGAGT
CY045772     CCCAGTCACAATAGGAGAGTGCCCAAAATACGTCAAGAGT
CY009340     CCCAGTCACAATAGGAGAGTGCCCAAAATATGTCAGGAGT
CY013271     CCCATTCACAATAGGAGAGTGCCCAAAATACGTCAGGAGT
CY010372     CCCAGTCACAATAGGGGAGTGCCCAAAATACGTCAGGAGT
CY021037     CCCAGTCACAATAGGAGAGTGCCCAAAGTACGTAAGGAGT
CY021957     TCCAGTCACAATTGGAGAATGTCCAAAATATGTCAAAAGC
JX046926     TCCGATCACAATTGGAAAATGTCCAAAATATGTAAAAAGC
CY049987     TCCGATCACAATTGGAAAATGTCCAAAATATGTAAAAAGC
GQ132138.1|  TCCGATCACAATTGGAAAATGTCCAAAATATGTAAAAAGC



          1081
CY080523     AACACCCTGAAGTTGGCAACAGGGATGCGGAATGTACCAG
CY118914     AACACTCTGAAATTGGCAACAGGGATGCGAAATGTACCAG
CY113365     AACACTCTGAAATTGGCAACAGGGATGCGGAATGTACCAG
CY112837     AACACTCTAAAATTGGCAACAGGGATGCGGAATGTACCAG
AJ404626     AATAGTCTCAAACTGGCAGTCGGTCTGAGGAACGTGCCTG
CY087800     GAGAAGTTGGTCTTAGCAACAGGACTAAGGAATGTTCCCC
CY032261     GAGAAATTGGTCTTAGCAACAGGACTAAGGAATGTTCCCC
AF116575     ACCAAATTGAGGATGGCTACAGGACTAAGAAACATTCCAT
CY006667     GCAAAATTAAGGATGGTTACAGGACTAAGGAACATCCCAT
CY009604     ACCAAATTGAGGATGGTTACAGGACTAAGAAACATCCCAT
CY020445     GCCAAATTGAGGATGGTTACAGGACTAAGGAACATCCCGT
CY045772     GCCAAATTGAGGATGGTTACAGGACTAAGAAACATCCCAT
CY009340     ACCAAATTGAGGATGGTTACAGGACTAAGGAACATCCCAT
CY013271     ACCAAATTGAGGATGGTTACAGGACTAAGGAACATCCCAT
CY010372     ACAAAATTGAGGATGGTTACAGGACTAAGGAACATCCCAT
CY021037     ACAAAATTAAGGATGGTTACAGGACTAAGGAACATCCCAT
CY021957     ACAAAATTGAGAATGGCTACAGGACTAAGGAATATCCCGT
JX046926     ACAAAATTGAGACTGGCCACAGGATTGAGGAATGTCCCGT
CY049987     ACAAAATTGAGACTGGCCACAGGATTGAGGAATGTCCCGT
GQ132138.1|  ACAAAATTGAGACTGGCCACAGGATTGAGGAATGTCCCGT

          1121
CY080523     AGAAACAAACTAGAGGCCTATTCGGCGCAAAAGCAGGTTT
CY118914     AGAAACAAACTAGAGGCATATTTGGCGCAATCGCGGGTTT
CY113365     AGAAACAAACTAGAGGCATATTCGGCGCAATAGCAGGTTT
CY112837     AGAAACAAACTAGAGGCATATTCGGCGCAATCGCAGGTTT
AJ404626     CTAGATCAAGTAGAGGACTATTTGGAGCCATAGCTGGATT
CY087800     AGATTGAATCAAGAGGATTGTTTGGGGCAATAGCTGGTTT
CY032261     AGATTGAATCAAGAGGATTGTTTGGGGCAATAGCTGGCTT
AF116575     CTATTCAATCCAGGGGTCTATTTGGAGCCATTGCCGGTTT
CY006667     CCATTCAATCCAGAGGTTTGTTTGGAGCCATTGCCGGTTT
CY009604     CCATTCAATCCAGAGGTCTATTTGGAGCCATTGCTGGTTT
CY020445     CCATTCAATCCAGAGGTCTATTTGGAGCCATTGCCGGTTT
CY045772     CCATTCAATCCAGGGGTCTATTTGGAGCCATTGCCGGTTT
CY009340     CCATTCAATCCAGAGGTCTGTTTGGAGCCATTGCCGGTTT
CY013271     CCATTCAATCCAGAGGTCTGTTTGGAGCCATTGCCGGTTT
CY010372     CCATTCAATCCAGAGGTCTGTTTGGAGCCATTGCCGGTTT
CY021037     CCATTCAATCCAGAGGTTTGTTTGGAGCCATTGCCGGTTT
CY021957     CTATTCAATCTAGAGGTCTGTTTGGAGCCATTGCTGGTTT
JX046926     CTATTCAATCTAGAGGCCTATTTGGAGCCATTGCCGGCTT
CY049987     CTATTCAATCTAGAGGCCTATTTGGGGCCATTGCCGGTTT
GQ132138.1|  CTATTCAATCTAGAGGCCTATTTGGGGCCATTGCCGGTTT

          1161
CY080523     CATAGAAAATGGTTGGGAGGGAATGATAGACGGTTGGTAC
CY118914     CATAGAAAATGGTTGGGAGGGAATGGTGGATGGTTGGTAC
CY113365     CATAGAAAATGGTTGGGAGGGAATGGTAGACGGTTGGTAC
CY112837     CATAGAAAATGGTTGGGAGGGAATGGTAGACGGTTGGTAC
AJ404626     CATAGAAGGAGGTTGGCCAGGACTAGTCGCTGGCTGGTAT
CY087800     TATAGAAGGAGGATGGCAAGGAATGGTTGATGGTTGGTAT
CY032261     TATAGAAGGAGGATGGCAAGGAATGGTTGATGGTTGGTAT
AF116575     TATTGAGGGGGGATGGACTGGAATGATAGATGGATGGTAT
CY006667     CATTGAAGGGGGGTGGACTGGAATGGTAGATGGTTGGTAT
CY009604     TATTGAGGGGGGATGGACTGGAATGATAGATGGATGGTAT
CY020445     TATTGAAGGGGGATGGACTGGAATGATAGATGGATGGTAT
CY045772     TATTGAAGGAGGATGGACTGGAATGATAGATGGATGGTAT
CY009340     CATTGAAGGGGGATGGACTGGAATGGTGGATGGATGGTAT
CY013271     CATTGAAGGGGGATGGGCTGGAATGATAGATGGATGGTAT
CY010372     CATTGAAGGGGGATGGACTGGAATGATAGATGGATGGTAT
CY021037     CATTGAAGGGGGATGGACTGGAATGATTGATGGATGGTAT
CY021957     TATTGAGGGGGGATGGACAGGAATGATAGATGGATGGTAT
JX046926     CATTGAAGGGGGGTGGACAGGGATGGTAGATGGATGGTAC
CY049987     CATTGAAGGGGGGTGGACAGGGATGGTAGATGGATGGTAC
GQ132138.1|  CATTGAAGGGGGGTGGACAGGGATGGTAGATGGATGGTAC



          1201
CY080523     GGTTTCAGGCATCAAAATTCTGAGGGCACAGGACAAGCAG
CY118914     GGTTTCAGGCACCAAAATTCTGAGGGAATAGGACAAGCAG
CY113365     GGTTTCAGGCATCAAAATTCTGAGGGCACAGGACAAGCAG
CY112837     GGTTTCAGGCATCAAAATTCTGAGGGCACAGGACAAGCAG
AJ404626     GGTTTCCAGCATTCAAATGATCAAGGGGTTGGTATGGCTG
CY087800     GGATACCATCACAGCAATGACCAGGGATCAGGGTATGCAG
CY032261     GGATACCATCACAGCAATGACCAGGGATCAGGGTATGCAG
AF116575     GGTTATCATCATCAGAATGAACAGGGATCAGGCTATGCAG
CY006667     GGTTATCATCATCAGAATGAGCAAGGATCTGGGTATGCTG
CY009604     GGTTATCATCATCAGAATGAACAGGGATCAGGCTATGCAG
CY020445     GGTTATCATCATCAGAATGAACAGGGATCAGGCTATGCAG
CY045772     GGTTATCATCATCAGAATGAACAGGGATCAGGCTATGCAG
CY009340     GGTTACCATCATCAGAATGAGCAGGGATCTGGCTATGCTG
CY013271     GGTTACCATCATCAGAATGAACAGGGATCTGGCTATGCTG
CY010372     GGTTATCATCATCAGAATGAACAGGGATCTGGCTATGCTG
CY021037     GGTTATCATCATCAGAATGAACAGGGATCTGGCTATGCTG
CY021957     GGTTATCACCATCAGAATGAACAGGGATCAGGATATGCAG
JX046926     GGTTATCACCATCAAAATGAGCAGGGGTCAGGATATGCAG
CY049987     GGTTATCACCATCAAAATGAGCAGGGGTCAGGATATGCAG
GQ132138.1|  GGTTATCACCATCAAAATGAGCAGGGGTCAGGATATGCAG

          1241
CY080523     CAGATCTTAAAAGCACTCAAGCAGCCATCGACCAAATCAA
CY118914     CAGATCTCAAAAGCACTCAAGCAGCAATCGATCAAATCAA
CY113365     CAGATCTTAAAAGCACTCAAGCAGCAATCGACCAAATCAA
CY112837     CAGATCTTAAAAGCACTCAAGCAGCAATCAACCAAATCAA
AJ404626     CAGATAGGGATTCAACTCAAAAGGCAATTGATAAAATAAC
CY087800     CAGACAAAGAATCCACTCAAAAGGCATTTGATGGAATCAC
CY032261     CAGACAAAGAATCCACTCAAAAGGCATTTGATGGAATCAC
AF116575     CGGATCAAAAAAGCACACAAAATGCCATTGACGGGATTAC
CY006667     CAGATCAAAAAAGCACACAAAATGCCATTAACGGGATTAC
CY009604     CGGATCAAAAAAGCACACAAAATGCCATTAACGGGATTAC
CY020445     CGGATCAAAAAAGCACACAAAATGCCATTAACGGGATTAC
CY045772     CGGATCAAAAAAGCACACAAAATGCCATTAACGGGATTAC
CY009340     CGGACCAAAAAAGCACACAAAATGCCATTAACGGGATTAC
CY013271     CGGATCAAAAAAGCACACAAAATGCCATTAACGGGATTAC
CY010372     CGGATCAAAAAAGCACACAAAATGCCATTAACGGGATTAC
CY021037     CGGATCAAAAAAGCACACAAAGTGCCATTAACGGGATTAC
CY021957     CGGACCAAAGGAGCACACAAAATGCCATTGACGGGATCAC
JX046926     CCGACCTGAAGAGCACACAGAATGCCATTGACAAGATTAC
CY049987     CCGACCTGAAGAGCACACAGAATGCCATTGACGAGATTAC
GQ132138.1|  CCGACCTGAAGAGCACACAGAATGCCATTGACGAGATTAC

          1281
CY080523     TGGGAAATTGAACAGGGTAATCGAGAAGACGAACGAGAAA
CY118914     TGGGAAGCTGAATAGGTTGATCGGGAAAACCAATGAGAAA
CY113365     CGGGAAACTGAATAGGTTAATCGAGAAAACGAACGAGAAA
CY112837     CGGGAAACTGAATAGGTTAATCGAGAAAACGAACGAGAAA
AJ404626     ATCCAAGGTGAATAATATAGTCGACAAGATGAACAAGCAA
CY087800     CAACAAGGTAAATTCTGTGATTGAAAAGATGAACACCCAA
CY032261     CAACAAGGTAAATTCTGTGATTGAAAAGATGAACACCCAA
AF116575     AAACAAGGTGAATTCTGTTATCGAGAAAATGAACACCCAA
CY006667     AAACAAGGTGAATTCTGTAATTGAGAAAATGAACACTCAA
CY009604     AAACAAGGTGAACTCTGTTATCGAGAAAATGAACACTCAA
CY020445     AAACAAGGTGAACTCTGTTATCGAGAAAATGAACACTCAA
CY045772     AAACAAGGTGAACTCTGTTATCGAGAAAATGAACACTCAA
CY009340     AAATAAGGTGAACTCTGTTATCGAGAAAATGAACACTCAA
CY013271     AAATAAGGTAAACTCTGTTATCGAGAAAATGAACACTCAA
CY010372     AAACAAGGTGAACTCTGTTATCGAGAAAATGAACACTCAA
CY021037     AAACAAGGTGAACTCTATAATCGAGAAAATGAACACTCAA
CY021957     TAACAAAGTAAATTCTGTTATTGAAAAGATGAACACGCAA
JX046926     TAACAAAGTAAATTCTGTTATTGAAAAGATGAATACACAG
CY049987     TAACAAAGTAAATTCTGTTATTGAAAAGATGAATACACAG
GQ132138.1|  TAACAAAGTAAATTCTGTTATTGAAAAGATGAATACACAG



          1321
CY080523     TTCCATCAAATCGAAAAGGAATTCTCAGAAGTAGAAGGGA
CY118914     TTCCATCAGATTGAAAAAGAATTCTCAGAAGTAGAAGGGA
CY113365     TTCCATCAAATCGAAAAGGAATTCTCAGAAGTAGAAGGGA
CY112837     TTCCATCAAATCGAAAAAGAATTCTCAGAAGTAGAAGGGA
AJ404626     TATGAAATAATTGATCATGAATTCAGTGAGGTTGAAACTA
CY087800     TTTGAAGCTGTTGGGAAAGAATTCAGTAACTTAGAGAGAA
CY032261     TTTGAAGCTGTTGGGAAAGAATTCAATAATTTAGAGAAAA
AF116575     TT--------------------------------------
CY006667     TTCACAGCTGTGGGCAAAGAATTCAACAAATTGGAAAGAA
CY009604     TTCACAGCTGTGGGTAAAGAATTCAACAACTTAGAAAAAA
CY020445     TTCACAGCTGTGGGTAAAGAATTCAACAACTTAGAAAAAA
CY045772     TTCACTGCTGTGGGTAAAGAATTCAACAACTTAGAAAAAA
CY009340     TTCACAGCTGTGGGTAAAGAGTTCAACAAATTGGAAAAAA
CY013271     TTCACTGCTGTGGGTAAAGAATTCAACAAATTAGAAAAAA
CY010372     TTCACAGCTGTGGGTAAAGAATTCAACAAATTAGAAAAAA
CY021037     TTCACAGCTGTGGGTAAAGAATTCAACAAACTAGAAAAAA
CY021957     TTCACGGCAGTGGGTAAAGAATTCAACCACTTGGAAAAAA
JX046926     TTCACAGCAGTAGGTAAAGAGTTCAACCACCTGGAAAAAA
CY049987     TTCACAGCAGTAGGTAAAGAGTTCAACCACCTGGAAAAAA
GQ132138.1|  TTCACAGCAGTAGGTAAAGAGTTCAACCACCTGGAAAAAA

          1361
CY080523     GAATTCAGGACCTCGAGAAATACGTTGAAGACACTAAAAT
CY118914     GAATTCAGGACCTCGAGAAATATGTTGAGGACACTAAAAT
CY113365     GAATTCAGGACCTCGAGAAATATGTTGAAGACACTAAAAT
CY112837     GAATTCAGGACCTCGAGAAATATGTTGAAGACACTAAAAT
AJ404626     GACTCAATATGATCAATAATAAGATTGATGACCAAATACA
CY087800     GACTGGAGAACTTGAACAAAAAGGTGGAAGACGGGTTTCT
CY032261     GACTGGAGAACTTGAACAAAAAGATGGAAGACGGGTTTCT
AF116575     ----------------------------------------
CY006667     GGATGGAAAACTTAAATAAAAAAGTTGATGATGGGTTTCT
CY009604     GGATGGAAAATTTAAATAAAAAAGTTGATGATGGATTTCT
CY020445     GGATGGAAAATTTAAATAAAAAAGTTGATGATGGATTTCT
CY045772     GGATGGAAAATTTAAATAAAAAAGTTGATGATGGATTCCT
CY009340     GAATGGAAAACTTAAATAAAAAAGTTGATGATGGATTTCT
CY013271     GAATGGAAAACTTAAATAAAAAAGTTGATGATGGATTTCT
CY010372     GGATGGAAAACTTAAATAAAAAAGTTGATGATGGATTTCT
CY021037     GGATGGAAAACTTAAATAAAAAAGTTGATGATGGATTTCT
CY021957     GAATAGAGAATTTAAACAAAAAGGTTGATGATGGTTTTCT
JX046926     GAATAGAGAATTTAAATAAAAAAGTTGATGATGGTTTCCT
CY049987     GAATAGAGAATTTAAATAAAAAAGTTGATGATGGTTTCCT
GQ132138.1|  GAATAGAGAATTTAAATAAAAAAGTTGATGATGGTTTCCT

          1401
CY080523     AGATCTCTGGTCTTACAATGCGGAGCTTCTTGTCGCTCTG
CY118914     AGATCTCTGGTCATACAACGCGGATCTTCTTGTTGCCCTG
CY113365     AGATCTCTGGTCTTACAACGCGGAGCTTCTTGTCGCCCTG
CY112837     AGATCTCTGGTCTTACAACGCGGAGCTTCTTGTTGCCCTG
AJ404626     AGACGTATGGGCATATAATGCAGAATTGCTAGTACTACTT
CY087800     AGATGTGTGGACATACAATGCTGAGCTTCTAGTTCTGATG
CY032261     AGATGTGTGGACATACAATGCTGAGCTTCTAGTTCTGATG
AF116575     ----------------------------------------
CY006667     AGACATTTGGACATATAATGCAGAATTGTTGGTTCTACTG
CY009604     GGACATTTGGACATATAATGCAGAATTGTTAGTTCTACTG
CY020445     GGACATTTGGACATATAATGCAGAATTGTTAGTTCTACTG
CY045772     GGACATTTGGACGTATAATGCAGAATTGTTAGTTCTACTG
CY009340     GGACATTTGGACATATAATGCAGAATTATTGGTTCTACTG
CY013271     GGACATTTGGACATATAATGCAGAATTGTTGGTTCTACTG
CY010372     GGACATTTGGACATATAATGCAGAATTGTTGGTTCTACTG
CY021037     GGACATTTGGACATATAATGCAGAATTGTTGGTTCTACTG
CY021957     GGATATTTGGACATACAATGCAGAACTGTTGGTTCTATTG
JX046926     GGACATTTGGACTTACAATGCCGAACTGTTGGTTCTATTG
CY049987     GGACATTTGGACTTACAATGCCGAACTGTTGGTTCTATTG
GQ132138.1|  GGACATTTGGACTTACAATGCCGAACTGTTGGTTCTATTG



          1441
CY080523     GAGAATCAACATACAATTGACCTGACTGACTCGGAAATGA
CY118914     GAGAACCAACATACAATTGATTTAACTGACTCAGAAATGA
CY113365     GAGAACCAACATACAATTGATCTGACTGACTCAGAAATGA
CY112837     GAGAACCAACATACAATTGATCTAACTGACTCAGAAATGA
AJ404626     GAAAATCAAAAAACACTCGATGAGCATGATGCGAACGTGA
CY087800     GAAAATGAGAGGACACTTGACTTTCATGATTCTAATGTCA
CY032261     GAAAATGAGAGGACACTTGACTTTCATGATTCTAATGTCA
AF116575     ----------------------------------------
CY006667     GAAAATGAAAGGACTTTGGATTTCCATGACTCCAACGTGA
CY009604     GAAAATGAAAGGACTTTGGATTTCCATGACTTAAATGTGA
CY020445     GAAAATGAAAGGACTCTGGATTTCCATGACTCAAATGTGA
CY045772     GAAAATGAAAGAACTCTGGATTTCCATGACTCAAATGTGA
CY009340     GAAAATGAAAGGACTTTGGATTTCCATGACTCAAATGTGA
CY013271     GAAAACGAAAGGACTTTGGATTTCCATGACTCAAATGTGA
CY010372     GAAAATGAAAGGACTTTGGATTTTCATGACTCAAATGTGA
CY021037     GAAAATGAAAGGACTTTGGATTTCCATGACTCAAATGTGA
CY021957     GAAAATGAAAGAACTCTGGATTTCCACGACTCGAATGTAA
JX046926     GAAAATGAAAGAACTTTGGACTACCACGATTCAAATGTGA
CY049987     GAAAATGAAAGAACTTTGGACTACCACGATTCAAATGTGA
GQ132138.1|  GAAAATGAAAGAACTTTGGACTACCACGATTCAAATGTGA

          1481
CY080523     ACAAGCTGTTTGAAAAAACAAGGAGGCAACTGAGGGAAAA
CY118914     ACAAACTGTTTGAAAAAACAAAGAAGCAACTGAGGGAAAA
CY113365     ACAAACTGTTTGAAAAAACAAGGAAGCAACTGAGGGAAAA
CY112837     ACAAACTGTTTGAAAGAACAAGAAAGCAACTGAGGGAAAA
AJ404626     ACAATCTATATAACAAGGTGAAGAGGGCACTGGGCTCCAA
CY087800     AGAATCTGTATGATAAAGTCAGAATGCAGCTGAGAGACAA
CY032261     AGAACCTGTATGATAAAGTCAGAATGCAGCTGAGAGACAA
AF116575     ----------------------------------------
CY006667     AGAATCTGTATGAGAAAGTAAAAAGCCAATTAAAGAATAA
CY009604     AGAATCTGTACGAGAAAGTAAAAAGCCAATTAAAGAATAA
CY020445     AGAATCTGTATGAGAAAGTAAAAAGCCAATTAAAGAATAA
CY045772     AAAATCTGTATGAGAAAGTAAAAATCCAATTAAAGAATAA
CY009340     AGAATCTGTATGAGAAAGTAAAAAACCAATTGAGAAATAA
CY013271     AGAATCTGTATGAGAAAGTAAAAAACCAATTAAGGAATAA
CY010372     AGAATCTGTATGAGAAAGTAAAAAGCCAATTAAAGAATAA
CY021037     AGAACCTGTATGAGAAAGTAAAAAGCCAATTAAAGAATAA
CY021957     AGAACCTGTATGAGAAAGTAAGAAGCCAGCTAAGGAACAA
JX046926     AGAACTTGTATGAAAAGGTGAGAAACCAGTTAAAAAACAA
CY049987     AGAACTTATATGAAAAGGTAAGAAGCCAGCTAAAAAACAA
GQ132138.1|  AGAACTTATATGAAAAGGTAAGAAGCCAGCTAAAAAACAA

          1521
CY080523     TGCTGAAGACATGGGCAATGGTTGCTTCAAAATATACCAC
CY118914     TGCTGAGGATATGGGCAATGGTTGTTTCAAAATATACCAC
CY113365     TGCTGAGGACATGGGCAATGGTTGCTTCAAGATATACCAC
CY112837     TGCTGAGGACATGGGCAATGGTTGCTTCAAAATATATCAC
AJ404626     TGCTATGGAAGATGGGAAAGGCTGTTTCGAGCTATACCAT
CY087800     CGTCAAAGAACTAGGAAATGGATGTTTTGAATTTTATCAC
CY032261     CGTCAAAGAACTAGGAAATGGATGTTTTGAATTTTATCAC
AF116575     ----------------------------------------
CY006667     TGCCAAAGAAATAGGGAACGGGTGTTTTGAATTCTATCAC
CY009604     TGCCAAAGAAATCGGAAATGGGTGTTTTGAGTTCTACCAC
CY020445     TGCCAAAGAAATCGGAAATGGATGTTTTGAGTTCTACCAC
CY045772     TGCCAAAGAAATCGGAAATGGGTGTTTTGAGTTCTACCAC
CY009340     TGCAAAGGAAATAGGAAACGGGTGTTTTGAGTTCTACCAC
CY013271     TGCCAAAGAAATAGGAAACGGGTGTTTTGAGTTCTACCAC
CY010372     TGCCAAAGAAATAGGAAACGGGTGTTTTGAATTCTACCAC
CY021037     TGCCAAAGAAATAGGAAACGGGTGTTTTGAATTCTACCAC
CY021957     TGCCAAAGAAATTGGGAATGGCTGCTTTGAATTCTATCAC
JX046926     TGCCAAGGAAATTGGAAACGGCTGCTTTGAATTTTACCAC
CY049987     TGCCAAGGAAGTTGGAAACGGCTGCTTTGAATTTTACCAC
GQ132138.1|  TGCCAAGGAAATTGGAAACGGCTGCTTTGAATTTTACCAC



          1561
CY080523     AAATGTGACAACGCTTGCATAGAGTCAATCAGAAATGGGA
CY118914     AAATGTGACAATGCCTGCATAGGATCAATCAGAAATGGAA
CY113365     AAATGTGACAATGCCTGCATAGGGTCAATCAGAAATGGAA
CY112837     AAATGTGACAATGCCTGCATAGGGTCAATCAGAAATGGAA
AJ404626     AAATGTGATGATCAGTGCATGGAAACAATTCGGAACGGGA
CY087800     AAATGTGATGATGAATGCATGAATAGTGTGAAAAACGGGA
CY032261     AAATGTGACGATGAATGCATGAATAGTGTGAAAAACGGGA
AF116575     ----------------------------------------
CY006667     AAGTGTAACGATGAATGCATGGAGAGTGTGAAAAATGGAA
CY009604     AAGTGTGACAATGAATGCATGGAAAGTGTAAGAAATGGGA
CY020445     AAGTGTGACAATGAATGCATGGAAAGTGTAAGAAATGGGA
CY045772     AAGTGTGACAATGAATGCATGGAAAGTGTGAGAAATGGGA
CY009340     AAGTGTGACAATGAATGCATGGAAAGTGTAAAAAATGGAA
CY013271     AAGTGTAACAATGAATGCATGGAAAGTGTAAAAAATGGAA
CY010372     AAGTGTAACAATGAATGCATGGAAAGTGTAAAAAATGGAA
CY021037     AAGTGTAACAATGAATGCATGGAAAGTGTAAAAAATGGAA
CY021957     AAATGTGATGATACATGCATGGAGAGCGTCAAAAATGGGA
JX046926     AAATGCGATAACACGTGCATGGAAAGTGTCAAAAATGGGA
CY049987     AAATGCGATAACACGTGCATGGAAAGTGTCAAAAATGGGA
GQ132138.1|  AAATGCGATAACACGTGCATGGAAAGTGTCAAAAATGGGA

          1601
CY080523     CTTATGACCATGATGTATACAGAGACGAAGCATTAAACAA
CY118914     CTTATGACCATGATGTATACAGAGATGAAGCATTAAACAA
CY113365     CTTATGACCATGATGTATACAGAGACGAAGCATTAAACAA
CY112837     CTTATGACCATGATGTATACAGAGACGAAGCATTAAACAA
AJ404626     CCTATAATAGGAGAAAGTATAGAGAGGAATCAAGACTAGA
CY087800     CGTATGATTATCCCAAGTATGAAGAAGAGTCTAAACTAAA
CY032261     CGTATGATTATCCCAAGTATGAAAAAGAATCTAAACTAAA
AF116575     ----------------------------------------
CY006667     CTTATGACTATCCAAAATATTCCGAAGAATCAAAGTTAAA
CY009604     CTTATGATTATCCAAAATATTCAGAAGAATCAAAGTTGAA
CY020445     CTTATGATTATCCCAAATATTCAGAAGAGTCAAAATTGAA
CY045772     CTTATGATTATCCAAAATATTCAAAAGAATCAAAGTTGAA
CY009340     CTTATGATTACCCAAAGTATTCAGAGGAATCAAAGTTAAA
CY013271     CTTATGATTACCCAAAATATTCAGAGGAATCAAAGTTAAA
CY010372     CTTATGACTATCCAAAATATTCAGAGGAATCAAAGTTAAA
CY021037     CTTATGACTATCCAAAATATTCAGAGGAATCAAAATTAAA
CY021957     CTTATGATTACCCAAAGTACTCAGAAGAATCAAAGCTAAA
JX046926     CTTATGACTACCCAAAATACTCAGAGGAAGCAAAATTAAA
CY049987     CTTATGACTACCCAAAATACTCAGAGGAAGCAAAATTAAA
GQ132138.1|  CTTATGACTACCCAAAATACTCAGAGGAAGCAAAATTAAA

          1641
CY080523     CCGGTTTCAGATCAAAGGTGTTGAACTGAAGTCTGGATAC
CY118914     CCGGTTCCAGATCAAGGGCGTTGAGCTGAAGTCAGGATAC
CY113365     CCGGTTCCAGATCAAAGGTGTTGAGCTGAAGTCAGGATAC
CY112837     CCGGTTCCAGATCAAAGGTGTTGAGCTGAAGTCAGGATAC
AJ404626     AAGGCAGAAAATAGAGGGGGTTAAGCTGGAATCTGAGGGA
CY087800     TAGAAATGAAATCAAAGGGGTAAAATTGAGCAGCATGGGG
CY032261     TAGAAATGAAATCAAAGGGGTAAAATTGAGCAGCATGGGG
AF116575     ----------------------------------------
CY006667     CAGGGAGAAAATTGATGGAGTGAAATTGGAATCAATGGGA
CY009604     CAGGGAAAAGATAGATGGAGTGAAATTGGAATCAATGGGG
CY020445     CAGGGAAAAGATAGATGGAGTGAAATTGGAATCAATGGGG
CY045772     CAGGGAAAAGATAGATGGAGTGAAATTGGAATCAATGGGG
CY009340     CAGGGCAAAAATTGATGGAGTAAAACTGGAATCAATGGGG
CY013271     CAGGGAAAAAATTGATGGAGTGAAATTGGAATCAATGGGG
CY010372     CAGGGAAAAAATTGATGGAGTGAAATTGGAATCAATGGGA
CY021037     CAGGGAAAAAATTGATGGAGTGAAATTGGAATCAATGGGA
CY021957     CAGAGAGGAGATAGATGGAGTAAAGTTGGAGTCAACAAGA
JX046926     CAGAGAAGAAATAGATGGGGTAAAGCTGGAATCAACAAGG
CY049987     CAGAGAAGAAATAGATGGGGTAAAGCTGGAATCAACAAGG
GQ132138.1|  CAGAGAAGAAATAGATGGGGTAAAGCTGGAATCAACAAGG



          1681
CY080523     AAAGACTGGATCCTGTGGATTTCCTTTGCCATATCATGCT
CY118914     AAAGATTGGATCCTATGGATTTCCTTTGCCATATCATGTT
CY113365     AAAGACTGGATCCTATGGATTTCCTTTGCCATATCATGCT
CY112837     AAAGATTGGATCCTATGGATTTCCTTTGCCATATCATGCT
AJ404626     ACTTACAAAATCCTCACCATTTATTCGACTGTCGCCTCAT
CY087800     GTTTATCAAATCCTTGCCATTTATGCTACAGTAGCAGGTT
CY032261     GTTTACCAAATTCTTGCCATTTATGCTACAGTTGCAGGTT
AF116575     ----------------------------------------
CY006667     GTCTATCAGATTCTGGCGATCTACTCAACAGTCGCCAGTT
CY009604     GTGTATCAGATTCTGGCGATCTACTCAACTGTCGCCAGTT
CY020445     GTCTATCAGATTCTGGCGATCTACTCAACTGTCGCCAGTT
CY045772     GTCTATCAGATTCTGGCGATCTACTCAACTGTCGCCAGTT
CY009340     GTCTATCAGATTCTGGCGATCTACTCAACTGTCGCCAGTT
CY013271     GTCTATCAGATTCTGGCGATCTACTCAACTGTCGCCAGTT
CY010372     GTCTATCAGATTCTGGCGATCTACTCAACTGTCGCCAGTT
CY021037     GTCTATCAGATTCTGGCGATCTACTCAACTGTCGCCAGTT
CY021957     ATTTACCAGATTTTGGCGATCTATTCAACTGTCGCCAGTT
JX046926     ATTTACCAGATTTTGGCGATCTATTCAACTGTCGCCAGTT
CY049987     ATTTACCAGATTTTGGCGATCTATTCAACTGTCGCCAGTT
GQ132138.1|  TTTTACCAGATTTTGGCGATCTATTCAACTGTCGCCAGTT

          1721
CY080523     TTTTGCTTTGTGTTGTTTTGCTGGGGTTCATCA---TGTG
CY118914     TTTTGCTTTGTGTTGCTTTGTTGGGGTTCATCA---TGTG
CY113365     TTTTGCTTTGTGTTGTTTTGCTGGGGTTCATCA---TGTG
CY112837     TTTTGCTTTGTGTTGTTTTGCTGGGGTTCATCA---TGTG
AJ404626     CTCTTGTGCTTGCAATGGGGTTTGCTGCCTTCCTGTTCTG
CY087800     CTCTGTCACTGGCAATCATGATGGCTGGGATCTCTTTCTG
CY032261     CTCTGTCACTGGCAATCATGATGGCTGGGATCTCTTTCTG
AF116575     ----------------------------------------
CY006667     CCCTGGTTCTTTTGGTCTCCCTGGGGGCAATCAGCTTCTG
CY009604     CACTGGTGCTTTTGGTCTCCCTGGGGGCAATCAGTTTCTG
CY020445     CACTGGTGCTTTTGGTCTCCCTGGGGGCAATCAGTTTCTG
CY045772     CACTGGTGCTTTTGGTCTCCCTGGGGGCAATCAGTTTCTG
CY009340     CACTGGTGCTTCTGGTCTCCCTGGGGGCAATCAGCTTTTG
CY013271     CACTGGTGCTTCTGGTCTCCCTGGGGGCAATCAGCTTCTG
CY010372     CACTGGTGCTTTTGGTCTCCCTGGGGGCAATCAGCTTCTG
CY021037     CACTGGTGCTTTTGGTCTCCCTGGGGGCAATCAGCTTCTG
CY021957     CATTGGTACTGTTGGTCTCCCTGGGGGCAATCAGTTTTTG
JX046926     CATTGGTACTGGTAGTCTCCCTGGGGGCAATCAGTTTCTG
CY049987     CATTGGTACTGGTAGTCTCCCTGGGGGCAATCAGTTTCTG
GQ132138.1|  CATTGGTACTGGTAGTCTCCCTGGGGGCAATCAGTTTCTG

          1761
CY080523     GGCCTGCCAGAGAGGCAACATTAGGTGCAACATTTGCATT
CY118914     GGCCTGCCAAAAAGGCAACATTAGGTGCAACATTTGCATT
CY113365     GGCCTGCCAAAAAGGCAACATTAGGTGCAACATTTGCATT
CY112837     GGCCTGCCAAAAAGGCAACATTAGGTGCAACATTTGCATT
AJ404626     GGCCATGTCCAATGGATCTTGCAGATGCAACATTTGTATA
CY087800     GATGTGCTCCAACGGGTCTCTGCAGTGCAGGATCTGCATA
CY032261     GATGTGCTCCAACGGGTCTCTGCAGTGCAGAATCTGCATA
AF116575     ----------------------------------------
CY006667     GATGTGTTCCAATGGGTCTTTGCAGTGTAGAATATGCATC
CY009604     GATGTGTTCTAATGGGTCTTTGCAGTGCAGAATATGCATC
CY020445     GATGTGTTCTAATGGATCTTTGCAGTGCAGAATATGCATC
CY045772     GATGTGTTCTAATGGGTCTTTGCAGTGCAGAATATGCATC
CY009340     GATGTGTTCCAATGGGTCTTTGCAATGCAGAATATGCATC
CY013271     GATGTGTTCTAATGGGTCTTTGCAGTGCAGAATATGCATC
CY010372     GATGTGTTCTAATGGGTCTTTGCAGTGCAGAATATGCATC
CY021037     GATGTGTTCTAATGGGTCTTTGCAGTGCAGAATATGCATC
CY021957     GATGTGCTCTAATGGGTCTTTACAGTGCAGAATATGTATT
JX046926     GATGTGCTCTAATGGGTCTCTACAGTGTAGAATATGTATT
CY049987     GATGTGCTC---TTGGTCTCTACAGTGTAGAATATGTATT
GQ132138.1|  GATGTGCTCTAATGGGTCTCTACAGTGTAGAATATGTATT



          1801
CY080523     TGAGTGTATTAGTAATTAAAAACAC----------
CY118914     TGAGTGCATT--AATTAAAAAC-------------
CY113365     TGAGTGCATT--AATTAAAAA--------------
CY112837     TGAGTGCATT--AATTAAAAAC-------------
AJ404626     TAA--------------------------------
CY087800     TGATTATAAGTCATTTTATAATTAAAAACAC----
CY032261     TGATTGTAAGTCATTTTGTAATTAA----------
AF116575     -----------------------------------
CY006667     TAAGACCAGA--ATTTCAGAAATATAAGGAAAAA-
CY009604     TGAGATTAGG--ATTTCAGAAATATAAGGAAAAA-
CY020445     TGAGATTAGA--ATTTCAGAAATATAA--------
CY045772     TGAGATTAGA--ATTTCAGAAATATAAGGAA----
CY009340     TGAGACCAGA--ATTTCAGAAATATAAGGAAAAAA
CY013271     TGAGACCAGG--ATTTCAAAAATATAA--------
CY010372     TGAGACCAGA--ATTTCAGAAATATAAGAAAAAAA
CY021037     TGAGACCAGA--ATTTCAGAAATATAAGAAAAAAA
CY021957     TAAAACTAGG--ATT--------------------
JX046926     TAA--------------------------------
CY049987     TAA--------------------------------
GQ132138.1|  TAACATTAGG--ATTTCAGAAGCATGAGA------


