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GCGGCCGCGTCGACGATATCTAGAATTCGGATCCTGCAGGCCTCTAGAAATCTAGCTGATATAGTGTGGCTCAAAACCTTCAGCACAAATCACACCGTTA

GACTATCTGGTGTGGCCCAAACCTTCAGGTGAACAAAGGCACTCTAATCTGGCAGGATATTCCAAAGCATTAGAGATGACCTCTTGCAAAGAAAAAGAAA

TGGAAAAGAAAAAGAAAGAAAGGAAAAAAAAAAAAAAAAAGAGATGACCTCTCAGGCTCTGAGGGGAAACGCCTGAGGTCTTTGAGCAAGGTCAGTCCTC

TGTTGCACAGTCTCCCTCACAGGGTCATTGTGACGATCAAATGTGGTCACGTGTATGAGGCACCAGCACATGCCTGGCTCTGGGGAGTGCCGTGTAAGTG

TATGCTTGCACTGCTGAATGGCTGGGATGTGTCAGGGATTATCTTCAGCACTTACAGATGCTCATCTCATCCTCACAGCATCACTATGGGATGGGTATTA

CTGGCCTCATTTGATGGAGAAAGTGGCTGTGGCTCAGAAAGGGGGGACCACTAGACCAGGGACACTCTGGATGCTGGGGACTCCAGAGACCATGACCACT

CACCAACTGCAGAGAAATTAATTGTGGCCTGATGTCCCTGTCCTGGAGAGGGTGGAGGTGGACCTTCACTAACCTCCTACCTTGACCCTCTCTTTTAGGG

CTCTTTCTGACCTCCACCATGATACTAGGACCCCATTGTATTCTGTACCCTCTTGACTCTATGACCCCCACTGCCCACTGCATCCAGCTGGGTCCCCTCC

TATCTCTATTCCCAGCTGGCCAGTGCAGTCTCAGTGCCCACCTGTTTGTCAGTAACTCTGAAGGGGCTGACATTTTACTGACTTGCAAACAAATAAGCTA

ACTTTCCAGAGTTTTGTGAATGCTGGCAGAGTCCATGAGACTCCTGAGTCAGAGGCAAAGGCTTTTACTGCTCACAGCTTAGCAGACAGCATGAGGTTCA

TGTTCACATTAGTACACCTTGCCCCCCCCCAAATCTTGTAGGGTGACCAGAGCAGTCTAGGTGGATGCTGTGCACACGGGGTTTGTGCCACTGGTGAGAA

ACCTGAGATTAGGAATCCTCAATCTTATACTGGGACAACTTGCAAACCTGCTCAGCCTTTGTCTCTGATGAAGATATTATCTTCATGATCTTGGATTGAA

AACAGACCTACTCTGGAGGAACATATTGTATCGATTGTCCTTGACAGTAAACAAATCTGTTGTAAGAGACATTATCTTTATTATCTAGGACAGTAAGCAA

GCCTGGATCTGAGAGAGATATCATCTTGCAAGGATGCCTGCTTTACAAACATCCTTGAAACAACAATCCAGAAAAAAAAAGGTGTTGCTGTCTTTGCTCA

GAAGACACACAGATACGTGACAGAACCATGGAGAATTGCCTCCCAACGCTGTTCAGCCAGAGCCTTCCACCCTTGTCTGCAGGACAGTCTCAACGTTCCA

CCATTAAATACTTCTTCTATCACATCCTGCTTCTTTATGCCTAACCAAGGTTCTAGGTCCCGATCGACTGTGTCTGGCAGCACTCCACTGCCAAACCCAG

AATAAGGCAGCGCTCAGGATCCCGACTAGTACATTGTTTGCTGCACGTTGGATTTTGAAATGCTAGGGAACTTTGGGAGACTCATATTTCTGGGCTAGAG

GATCTGTGGACCACAAGATCTTTTTATGATGACAGTAGCAATGTATCTGTGGAGCTGGATTCTGGGTTGGGAGTGCAAGGAAAAGAATGTACTAAATGCC

AAGACATCTATTTCAGGAGCATGAGGAATAAAAGTTCTAGTTTCTGGTCTCAGAGTGGTGCAGGGATCAGGGAGTCTCACAATCTCCTGAGTGCTGGTGT

CTTAGGGCACACTGGGTCTTGGAGTGCAAAGGATCTAGGCACGTGAGGCTTTGTATGAAGAATCGGGGATCGTACCCACCCCCTGTTTCTGTTTCATCCT

GGGCGTGTCTCCTCTGCCTTTGTCCCCTAGATGAAGTCTCCATGAGCTACAGGGCCTGGTGCATCCAGGGTGATCTAGTAATTGCAGAACAGCAAGTGCT

AGCTCTCCCTCCCCTTCCACAGCTCTGGGTGTGGGAGGGGGTTGTCCAGCCTCCAGCAGCATGGGGAGGGCCTTGGTCAGCCTCTGGGTGCCAGCAGGGC

AGGGGCGGAGTCCTGGGGAATGAAGGTTTTATAGGGCTCCTGGGGGAGGCTCCCCAGCCCCAAGCTTACCACCTGCACCCGGAGAGCTGTGTCACCATGG

AAATCAAGGTGCTGTTTGCCCTCATCTGTATTGCTGTTGCTGAGGCAAAACCCACTGAAATCAATGAAGACCTCAATATAGCTGCTGTGGCCTCCAACTT

TGCCACCACAGATCTTGAGACTGACCTGTTCACCAACTGGGAGACCATGAATGTGATTAGCACTGACACAGAGCAGGTGAACACAGATGCTGACAGGGGC

AAGCTGCCTGGCAAAAAACTCCCCCCAGATGTCCTGAGGGAGCTGGAGGCCAATGCCAGAAGGGCTGGTTGCACAAGAGGCTGCCTCATTTGCCTCTCCC

ACATTAAGTGCACCCCTAAGATGAAGAAATTTATCCCTGGCAGGTGCCACACTTATGAAGGTGAAAAGGAGTCTGCTCAGGGAGGGATTGGAGAGGCAAT

TGTTGATATCCCAGAGATTCCTGGCTTCAAGGATAAGGAGCCACTGGACCAGTTTATTGCTCAAGTGGACCTCTGTGCTGATTGCACCACTGGCTGTCTG

AAGGGCCTTGCCAATGTCCAGTGCTCTGACCTCCTGAAGAAGTGGCTTCCCCAGAGGTGTACCACTTTTGCCAGCAAGATTCAGGGTAGGGTGGACAAAA

TCAAGGGTCTGGCTGGGGACAGATGATAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAA

TGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTC

AGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTAATTCTAAAATACAGCATAGCAAAACTTTAACC

TCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCT
TCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTT

AGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCC

 M  

E   I   K   V   L   F   A   L   I   C   I   A   V   A   E   A   K   P   T   E   I   N   E   D   L   N   I   A   A   V   A   S   N   F

  A   T   T   D   L   E   T   D   L   F   T   N   W  E   T   M  N   V   I   S   T   D   T   E   Q  V   N   T   D   A   D   R   G  

 K   L   P   G   K   K   L   P   P   D   V   L   R   E   L   E   A   N   A   R   R   A   G   C   T   R   G   C   L   I   C   L   S   

H   I   K   C   T   P   K   M  K   K   F   I   P   G   R   C   H   T   Y   E   G   E   K   E   S   A   Q  G   G   I   G   E   A   I

  V   D   I   P   E   I   P   G   F   K   D   K   E   P   L   D   Q  F   I   A   Q  V   D   L   C   A   D   C   T   T   G   C   L  

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

I   K   G   L   A   G   D   R   •  
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1

2

35

69

102

135

169

202



CAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTATCCTCAGTCCTGCTCCTCTGCCA

CAAAGTGCACGCAGTTGCCGGCCGGGTCGCGCAGGGCGAACTCCCGCCCCCACGGCTGCTCGCCGATCTCGGTCATGGCCGGCCCGGAGGCGTCCCGGAA

GTTCGTGGACACGACCTCCGACCACTCGGCGTACAGCTCGTCCAGGCCGCGCACCCACACCCAGGCCAGGGTGTTGTCCGGCACCACCTGGTCCTGGACC

GCGCTGATGAACAGGGTCACGTCGTCCCGGACCACACCGGCGAAGTCGTCCTCCACGAAGTCCCGGGAGAACCCGAGCCGGTCGGTCCAGAACTCGACCG

CTCCGGCGACGTCGCGCGCGGTGAGCACCGGAACGGCACTGGTCAACTTGGCCATGATGGCTCCTCCTGTCAGGAGAGGAAAGAGAAGAAGGTTAGTACA

ATTGCTATAGTGAGTTGTATTATACTATGCAGATATACTATGCCAATGATTAATTGTCAAACTAGGGCTGCAGGTTAATTAAGAACATGTGAGCAAAAGG

CCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAG

AGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACC

TGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGT

GCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCC

ACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTA

TCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAA

GCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATT

TTGGTCATGGCTAGTTAATTAACATTTAAATCA

 •   D   Q  E   E   A   V

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

 N   T   S   V   V   E   S   W  E   A   Y   L   E   D   L   G   R   V   W  V   W  A   L   T   N   D   P   V   V   Q  D   Q  V   

A   S   I   F   L   T   V   D   D   R   V   V   G   A   F   D   D   E   V   F   D   R   S   F   G   L   R   D   T   W  F   E   V   A

  G   A   V   D   R   A   T   L   V   P   V   A   S   T   L   K   A   M 

SgrAI (3836)
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