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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCAACATGTTGCTAGTGTTGCTGATCTTGGCTGCATCGTGCAG

GAGCGCCCTGCCTCGAGAGCCGACTATTCAGTGTGGCTCTGAGACAGGGCCATCTCCAGAGTGGATGGTCCAACACACACTCACTCCAGGAGACTTGAGG

GACCTCCAAGTGGAACTCGTCAAGACAAGTGTGGCAGCAGAGGAGTTTTCAATTTTGATGAACATAAGCTGGATACTCCGGGCAGACGCCAGCATCCGCT

TGTTGAAGGCCACCAAGATCTGCGTGAGTGGCAAAAACAACATGAATTCATACAGCTGTGTGAGGTGCAACTACACAGAGGCCTTCCAAAGCCAGACCAG

ACCTTCCGGCGGCAAATGGACATTCTCCTATGTAGGCTTCCCTGTGGAGCTGAGCACTCTCTATCTCATCAGCGCCCATAACATCCCCAATGCTAATATG

AATGAGGACAGCCCTTCTTTGTCTGTGAACTTCACCTCGCCAGGCTGCCTAAACCACGTAATGAAATATAAAAAGCAGTGCACTGAGGCGGGAAGCCTGT

GGGACCCAGACATCACTGCTTGTAAAAAGAACGAGAAGATGGTTGAAGTGAATTTCACAACCAATCCCCTTGGAAACAGATACACGATTCTCATTCAACG

GGACACGACATTGGGGTTTTCTAGAGTGCTGGAGAATAAACTGATGAGGACGTCTGTAGCCATCCCGGTGACTGAGGAGAGTGAAGGTGCGGTGGTTCAG

CTGACCCCATATTTACATACCTGCGGCAATGACTGCATCCGACGCGAAGGGACAGTTGTGCTTTGCTCAGAGACAAGTGCTCCCATCCCTCCAGATGACA

ACAGACGCATGCTGGGAGGCTGGCTGCCTCTCTTCCTGGTGCTGCTGGTGGCTGTGTGGGTGCTGGCAGCTGGGATCTACCTAACTTGGAGGCAAGGAAG

GAGCACGAAGACGTCCTTTCCTATTTCCACCATGCTCCTGCCCCTCATTAAGGTCCTGGTGGTTTATCCTTCTGAGATATGTTTCCATCACACCGTCTGT

CGCTTCACTGACTTTCTTCAAAACTACTGCAGAAGTGAGGTCATCCTTGAAAAATGGCAGAAAAAGAAAATCGCCGAGATGGGGCCGGTACAGTGGCTGA

CCACTCAGAAGCAAGCGGCAGATAAAGTGGTCTTCCTTCTTCCCAGTGACGTCCCGACCCTTTGTGACAGTGCCTGTGGCCACAATGAGGGCAGCGCCAG

GGAGAACTCTCAGGATCTGTTCCCTCTTGCCTTTAACCTCTTTTGTAGTGATTTCAGCAGCCAGACGCATCTGCACAAATACCTGGTGGTCTATCTTGGG

GGAGCAGACCTCAAAGGCGACTATAATGCCCTGAGTGTCTGCCCCCAATATCATCTCATGAAGGACGCCACAGCTTTCCACACAGAACTTCTCAAGGCTA

CGCAGAGCATGTCAGTGAAGAAACGCTCACAAGCCTGCCATGATAGCTGTTCACCCTTGTAGTCCACCCGGGGGAATAGAGACTCTGAAGCCTTCCGCTA

GCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGC

TTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAA

AGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGG

GATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCA

AGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTG

CAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCT
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 R   F   T   D  F   L   Q  N  Y   C   R   S   E   V  I   L   E   K  W  Q  K  K  K  I   A   E   M  G  P   V  Q  W  L   

T   T   Q  K  Q  A   A   D  K  V  V  F   L   L   P   S   D  V  P   T   L   C   D  S   A   C  G  H  N  E   G  S   A   R
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TTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCA

TTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCAT

CAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCT

GCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTG

ATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCG

ATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACC

GTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTA C T A G TCAAAACAAACTCCCATTGACGT

CAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAA

TACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTA

CTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGG

GAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCC T G C AG G TT AA TTA

AGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAA

AAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACC

CTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTC

GCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTT

ATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACT

AGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCG

GTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGA

AAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTT

TTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAG
AACATTTCTCTATCGAA

 •  N  R   T   Y   K  L   P   I   L   E   E   I   T   T   K  V  L   K  G  
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