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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGCCTCAGAGATCCACATGTCGGAACCCATGTGCCT

CATTGAGAACACTGAGGCTCAACTAGTGATCAACCAGGAGGCTCTGAGGATCCTGTCTGCCATTACACAGCCTGTGGTGGTGGTGGCAATCGTGGGCCTC

TACCGCACAGGCAAATCCTACCTGATGAACAAGCTAGCTGGGAAGAGGACAGGCTTTTCCCTGGGCTCCACTGTGCAGTCTCACACCAAGGGCATCTGGA

TGTGGTGTGTGCCTCACCCCAAGAAGGCAGGGCAAACCCTGGTTCTGCTTGACACTGAGGGCCTTGAAGATGTTGAGAAGGGTGACAACCAGAATGACTG

CTGGATCTTTGCTTTGGCAGTCCTCCTCAGCAGCACCTTCATCTACAACAGCATAGGAACCATCAACCAGCAGGCCATGGACCAGCTGCACTATGTGACG

GAGCTAACTGATCTTATCAAGTCAAAGTCATCACCTGACCAGAGTGGGGTAGACGATTCCGCTAACTTTGTGGGCTTCTTTCCAACCTTTGTGTGGACTC

TGAGAGATTTCTCCCTCGAGCTGGAGGTTAACGGAAAACCCGTCACTTCTGATGAGTACCTGGAACATTCCCTGACCCTGAAAAAAGGAGCTGATAAGAA

AACTAAAAGCTTTAATGAGCCGCGACTGTGCATCAGGAAATTCTTTCCAAAGAGGAAGTGCTTCATCTTTGACAGGCCTGCTCAGAGGAAGCAACTTAGC

AAACTGGAGACTCTGCGGGAGGAGGAGCTGTGTGGTGAATTTGTAGAACAAGTTGCAGAATTCACCTCATACATCTTGAGCTACTCTTCTGTCAAGACTC

TGTGTGGTGGCATCATAGTCAATGGGCCACGTCTAAAGAGCCTGGTGCAGACCTATGTTGGTGCCATCAGCAATGGGTCTCTCCCCTGCATGGAGAGTGC

TGTGCTGACTTTGGCCCAGATAGAGAACTCAGCAGCAGTGCAAAAGGCCATCACCCACTATGAAGAACAGATGAATCAGAAGATTCAGATGCCCACAGAA

ACCCTCCAGGAGCTCCTGGATCTGCACAGGCCAATTGAGAGTGAGGCCATTGAGGTCTTCCTGAAGAATTCTTTCAAGGATGTAGACCAAAAGTTCCAGA

CAGAATTAGGGAACCTGCTGGTAGCCAAGCGAGATGCCTTTATCAAGAAGAACATGGATGTCTCATCAGCTCGTTGCTCAGACTTGCTGGAGGATATTTT

TGGACCCCTGGAAGAAGAAGTAAAATTAGGGACATTTTCTAAACCAGGAGGTTACTACCTCTTCCTTCAAATGAGACAAGAGCTAGAGAAAAAGTATAAC

CAGGCTCCTGGGAAGGGGCTCCAGGCAGAAGCGATGCTGAAAAACTACTTTGATTCCAAGGCAGATGTTGTTGAAACACTTCTACAGACGGATCAGTCAC

TCACAGAGGCAGCAAAGGAGGTAGAAGAGGAACGTACGAAGGCTGAAGCTGCTGAAGCTGCAAACAGAGAGTTAGAAAAGAAGCAGAAGGAGTTCGAGCT

GATGATGCAGCAGAAGGAAAAGAGTTACCAGGAGCATGTGAAGAAGCTGACTGAGAAGATGAAAGACGAACAGAAACAGTTATTAGCAGAACAGGAAAAC

ATCATAGCTGCTAAACTTCGGGAACAGGAAAAATTTCTTAAGGAAGGATTCGAGAATGAGAGCAAAAAACTTATTCGAGAGATTGATACCCTGAAGCAAA

ACAAATCGTCTGGGAAGTGCACTATACTCTGAAGGCCCAAGGCCCAAACCTCTCTGCCAAGCTCTCTCCCTAGGACTAGCTGGCCAGACATGATAAGATA

CATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGC

 M   A   S   E   I   H   M   S   E   P   M   C   L

  I   E   N   T   E   A   Q   L   V   I   N   Q   E   A   L   R   I   L   S   A   I   T   Q   P   V   V   V   V   A   I   V   G   L  

 Y   R   T   G   K   S   Y   L   M   N   K   L   A   G   K   R   T   G   F   S   L   G   S   T   V   Q   S   H   T   K   G   I   W   

M   W   C   V   P   H   P   K   K   A   G   Q   T   L   V   L   L   D   T   E   G   L   E   D   V   E   K   G   D   N   Q   N   D   C
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TGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAAT

GTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCA

GGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATT

TCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTA

TTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAG

AAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGC

AGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGC

CACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGG

ACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCA

CCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAAT

TGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTG

CGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAAT

CCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAG

GAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATG

TACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTC

AATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCA

AAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGG

CGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCG

CCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGA

ACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGT

AACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCG

CTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCA

GATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTC

ATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATA

CGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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