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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGCGAGCCGAAGGGCCCGGCAGCGCCTCAAGGGTGG

CGGCGGCGGC G GTGGCGGCGGCGGTGGGGATGCGGGCCCGGCGGCGGAGAAGCTGGAACAGCTCGGCAGCCGGGAGGCAGGCGCAGAGCCGCGGCCAGAG

TCTGGAAATAAAGCAGGGCAAGTCTGGGCCCCTGAAGGATCCACTGCTTTCAAGTGTCTGCTCTCAGCGAGGTTGTGCGCAGCCCTTCTGAGCAACATCT

CGGACTGTGATGAAACATTCAACTACTGGGAACCAACACACTACCTCATCTACGGGAAGGGATTCCAGACATGGGAATATTCCCCCGTGTATGCCATCCG

CTCATATGCTTACCTGCTGCTGCACGCCTGGCCAGCTGCATTTCATGCACGGATTCTGCAGACTAACAAGATTCTTGTATTCTACTTTTTGAGATGTCTC

CTGGCTTTTGTGAGCTGTGTTTGTGAACTTTACTTTTATAAGGCTGTGTGCAAGAAGTTTGGGCTGCATGTGAGTCGAATGATGCTGGCCTTCCTGGTGC

TCAGCACGGGCATGTTCTGCTCATCATCTGCATTCCTCCCCAGCAGCTTCTGCATGTACACCACGCTGATCGCCATGACGGGATGGTATATGGACAAGAC

ACCCATTGCTGTGCTGGGAGTAGCAGCCGGTGCCATCTTAGGGTGGCCGTTTAGTGCAGCTCTTGGTTTACCCATCGCCTTCGACTTGCTGGCCAGGAAG

CACAGGTGGAAGAGTTTCCTGCTCTGGTCCCTGGTGGCCCTGGCTCTCTTCTTGGTGCCTGTGGTGGTCATTGACAGCTACTATTACGGGAAGTTGGTGG

TTGCCCCTCTCAACATTGTTTTGTATAACGTCTTTACGTCTCATGGACCTGATCTTTATGGTACAGAACCATGGTATTTCTATTTAATCAATGGATTTCT

GAACTTCAATGTTGCCTTTGCTTTGGCTCTTCTGGTTTTGCCACTGACTTTCCTTATGGAGTACCTGCTGCAGAGGTTCCATGTTCAGAATTTAGGACAC

CCGTATTGGCTGACCTTGGCGCCAATGTATATTTGGTTTATAATTTTCTTCATCCAGCCTCACAAAGAAGAGCGCTTTCTCTTCCCAGTCTATCCGCTCA

TATGCCTCTGTGGTGCTGTTGCTCTTTCTGCACTTCAGAAATGCTACCACTTTGTGTTTCAACGATACCGCCTGGAGCATTACACGGTGACCTCCAACTG

GCTGGCGCTGGGCACAGTTTTCCTGTTTGGGCTCTTGTCGTTCTCCCGCTCTGTGGCTCTGTTCAGAGGATACCACGGGCCCCTTGATTTATATCCAGAA

TTTTACAGAATTGCCACAGACCCAACCATCCACACTGTCCCAGAAGGCAGGCCCGTGAACGTCTGTGTGGGAAAAGAGTGGTATCGATTTCCCAGTAGCT

TCCTTCTGCCTGACAATTGGCAGCTTCAGTTCATTCCATCAGAGTTCAGAGGTCAGCTACCAAAGCCTTTCGCAGAGGGACCACTGGCCACCAGGACTGT

TCCCACTCACATGAACGACCAGAACCGAGAGGAGCCTTCCAGATACATTGACATCAGCAAATGCCATTACTTAGTGGATTTGGATACCATGAGAGAAACA

CCTCGGGAGCCAAACTACTCATCCCACAGAGAAGAGTGGGTCAGCCTGGCTCACAGACCATTCCTGGATGCGTCTAGGTCTTCCAAGTTGCTTCGGGCAT

TCTATGTTCCCTTCCTGTCAGATCAGTACACGGTGTATGTGAACTACACCATCCTGAAGCCTCGGAAAGCAAAGCCGAGCAGGAAGAAAAGTGGAGGTTA

GCACCCCGGTGACTCCAGAGGACAGCCTGTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAA

 M  A   S   R   R   A   R   Q  R   L   K  G  G

  G  G  G   G   G  G  G  G  G  D  A   G  P   A   A   E   K  L   E   Q  L   G  S   R   E   A   G  A   E   P   R   P   E  

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

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

  S   Y   A   Y   L   L   L   H  A   W  P   A   A   F   H  A   R   I   L   Q  T   N  K  I   L   V  F   Y   F   L   R   C   L  

 L   A   F   V  S   C   V  C  E   L   Y   F   Y   K  A   V  C  K  K  F   G  L   H  V  S   R   M  M  L   A   F   L   V  

L   S   T   G  M  F   C   S   S   S   A   F   L   P   S   S   F   C   M  Y   T   T   L   I   A   M  T   G  W  Y   M  D  K  T

  P   I   A   V  L   G  V  A   A   G  A   I   L   G  W  P   F   S   A   A   L   G  L   P   I   A   F   D  L   L   A   R   K 

 H  R   W  K  S   F   L   L   W  S   L   V  A   L   A   L   F   L   V  P   V  V  V  I   D  S  Y   Y   Y   G  K  L   V  

V  A   P   L   N  I   V  L   Y   N  V  F   T   S   H  G  P   D  L   Y   G  T   E   P   W  Y   F   Y   L   I   N  G  F   L

  N  F   N  V  A   F   A   L   A   L   L   V  L   P   L   T   F   L   M  E   Y   L   L   Q  R   F   H  V  Q  N  L   G  H 

 P   Y   W  L   T   L   A   P   M  Y   I   W  F   I   I   F   F   I   Q  P   H   K  E   E   R   F   L   F   P   V  Y   P   L   

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

  L   A   L   G  T   V  F   L   F   G  L   L   S   F   S   R   S   V  A   L   F   R   G  Y   H  G  P   L   D  L   Y   P   E  

 F   Y   R   I   A   T   D  P   T   I   H  T   V  P   E   G  R   P   V  N  V  C  V  G  K  E   W  Y   R   F   P   S   S   

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

  P   T   H  M  N  D  Q  N  R   E   E   P   S   R   Y   I   D  I   S   K  C  H  Y   L   V  D  L   D  T   M  R   E   T  

 P   R   E   P   N  Y   S   S   H  R   E   E   W  V  S   L   A   H  R   P   F   L   D  A   S   R   S   S   K  L   L   R   A   

F   Y   V  P   F   L   S   D  Q  Y   T   V  Y   V  N  Y   T   I   L   K  P   R   K  A   K  P   S   R   K  K  S   G  G  •
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401

501
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1001

1101
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1301
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1
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380
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AATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTT

TCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTC

CAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTC

TTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAG

TAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCA

GTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGAT

GAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAG

GGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACC

CAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCC

GACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATG

GCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTC

ACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTT

GATTTA C T A G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCC

AAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGG

CCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGA

CGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTA

CCGTAAGTTATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTT

TCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCC

TGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCA

CGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACT

ATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGA

GTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGC

TCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGA

TCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAA

ATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAA
AATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •  N  R   T   Y   K  L   P   I  

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

P   S   V  V  R   I   S   R   D  V  E   D  S   Y   P   H  R   V  A   V  I   T   D  F   D  K  Q  G  N  S   V  A   S   G

  I   A   I   A   E   A   C  V  T   V  R   G  I   Y   A   E   I   H  V  A   S   I   I   E   G  T   K  T   R   I   A   A   G 

 V  H  H  K  N  D  E   Y  L   M  T   I   K  E   T   A   V  E   V  L   E   L   D  Q  Q  S   I   N  F   T   K  M 
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3900
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141

132

98
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