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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGTAGGGCTGGGAGCCTGCACCCTGACTGGAGTTAC

CCTGATCTTCTTGCTACTCCCCAGAAGTCTGGAGAGCTGTGGACACATCGAGATTTCACCCCCTGTTGTCCGCCTGGGGGACCCTGTCCTGGCCTCTTGC

ACCATCAGCCCAAACTGCAGCAAACTGGACCAACAGGCAAAGATCTTATGGAGACTGCAAGATGAGCCCATCCAACCTGGGGACAGACAGCATCATCTGC

CTGATGGGACCCAAGAGTCCCTCATCACTCTGCCTCACTTGAACTACACCCAGGCCTTCCTCTTCTGCTTAGTGCCATGGGAAGACAGCGTCCAACTCCT

GGATCAAGCTGAGCTTCACGCAGGCTATCCCCCTGCCAGCCCCTCAAACCTATCCTGCCTCATGCACCTCACCACCAACAGCCTGGTCTGCCAGTGGGAG

CCAGGTCCTGAGACCCACCTGCCCACCAGCTTCATCCTAAAGAGCTTCAGGAGCCGCGCCGACTGTCAGTACCAAGGGGACACCATCCCGGATTGTGTGG

CAAAGAAGAGGCAGAACAACTGCTCCATCCCCCGAAAAAACTTGCTCCTGTACCAGTATATGGCCATCTGGGTGCAAGCAGAGAATATGCTAGGGTCCAG

CGAGTCCCCAAAGCTGTGCCTCGACCCCATGGATGTTGTGAAATTGGAGCCTCCCATGCTGCAGGCCCTGGACATTGGCCCTGATGTAGTCTCTCACCAG

CCTGGCTGCCTGTGGCTGAGCTGGAAGCCATGGAAGCCCAGTGAGTACATGGAACAGGAGTGTGAACTTCGCTACCAGCCACAGCTCAAAGGAGCCAACT

GGACTCTGGTGTTCCACCTGCCTTCCAGCAAGGACCAGTTTGAGCTCTGCGGGCTCCATCAGGCCCCAGTCTACACCCTACAGATGCGATGCATTCGCTC

ATCTCTGCCTGGATTCTGGAGCCCCTGGAGCCCCGGCCTGCAGCTGAGGCCTACCATGAAGGCCCCCACCATCAGACTGGACACGTGGTGTCAGAAGAAG

CAACTAGATCCAGGGACAGTGAGTGTGCAGCTGTTCTGGAAGCCAACGCCCCTGCAGGAAGACAGTGGACAGATCCAGGGCTACCTGCTGTCCTGGAATT

CCCCAGATCATCAAGGGCAGGACATACACCTTTGCAACACCACGCAGCTCAGCTGTATCTTCCTCCTGCCCTCAGAGGCCCAGAACGTGACCCTTGTGGC

CTACAACAAAGCAGGGACCTCTTCACCTACTACAGTGGTTTTCCTGGAGAACGAAGGTCCAGCTGTGACTGGACTCCATGCCATGGCCCAAGACCTTAAC

ACCATCTGGGTAGACTGGGAAGCCCCCAGCCTTCTGCCTCAGGGCTATCTCATTGAGTGGGAAATGAGTTCTCCCAGCTACAATAACAGCTATAAGTCCT

GGATGATAGAACCTAACGGGAACATCACTGGAATTCTGTTAAAGGACAACATAAATCCCTTTCAGCTCTACAGAATTACAGTGGCTCCCCTGTACCCAGG

CATCGTGGGACCCCCTGTAAATGTCTACACCTTCGCTGGAGAGAGAGCTCCTCCTCATGCTCCAGCGCTGCATCTAAAGCATGTTGGCACAACCTGGGCA

CAGCTGGAGTGGGTACCTGAGGCCCCTAGGCTGGGGATGATACCCCTCACCCACTACACCATCTTCTGGGCCGATGCTGGGGACCACTCCTTCTCCGTCA

CCCTAAACATCTCCCTCCATGACTTTGTCCTGAAGCACCTGGAGCCCGCCAGTTTGTATCATGTCTACCTCATGGCCACCAGTCGAGCAGGGTCCACCAA

TAGTACAGGCCTTACCCTGAGGACCCTAGATCCATCTGACTTAAACATTTTCCTGGGCATACTTTGCTTAGTACTCTTGTCCACTACCTGTGTAGTGACC

TGGCTCTGCTGCAAACGCAGAGGAAAGACTTCCTTCTGGTCAGATGTGCCAGACCCAGCCCACAGTAGCCTGAGCTCCTGGTTGCCCACCATCATGACAG

AGGAAACCTTCCAGTTACCCAGCTTCTGGGACTCCAGCGTGCCATCAATCACCAAGATCACTGAACTGGAGGAAGACAAGAAACCGACCCACTGGGATTC

CGAAAGCTCTGGGAATGGTAGCCTTCCAGCCCTGGTTCAGGCCTATGTGCTCCAAGGAGATCCAAGAGAAATTTCCAACCAGTCCCAGCCTCCCTCTCGC

ACTGGTGACCAGGTCCTCTATGGTCAGGTGCTTGAGAGCCCCACCAGCCCAGGAGTAATGCAGTACATTCGCTCTGACTCCACTCAGCCCCTCTTGGGGG

 M  V  G  L   G  A   C  T   L   T   G  V  T

  L   I   F   L   L   L   P   R   S   L   E   S   C   G  H  I   E   I   S   P   P   V  V  R   L   G  D  P   V  L   A   S   C  

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

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

  D  Q  A   E   L   H  A   G  Y   P   P   A   S   P   S   N  L   S   C   L   M  H  L   T   T   N  S   L   V  C  Q  W  E  

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

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

  E   S   P   K  L   C   L   D  P   M  D  V  V  K  L   E   P   P   M  L   Q  A   L   D  I   G  P   D  V  V  S   H  Q 

 P   G  C  L   W  L   S   W  K  P   W  K  P   S   E   Y   M  E   Q  E   C   E   L   R   Y   Q  P   Q  L   K  G  A   N  

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

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

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

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

  Y   N  K  A   G  T   S   S   P   T   T   V  V  F   L   E   N  E   G  P   A   V  T   G  L   H  A   M  A   Q  D  L   N 

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

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

  I   V  G  P   P   V  N  V  Y   T   F   A   G  E   R   A   P   P   H  A   P   A   L   H  L   K  H  V  G  T   T   W  A  

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

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

  S   T   G  L   T   L   R   T   L   D  P   S   D  L   N  I   F   L   G  I   L   C   L   V  L   L   S   T   T   C  V  V  T  

 W  L   C   C  K  R   R   G  K  T   S   F   W  S   D  V  P   D  P   A   H  S   S   L   S   S   W  L   P   T   I   M  T   

E   E   T   F   Q  L   P   S   F   W  D  S   S   V  P   S   I   T   K  I   T   E   L   E   E   D  K  K  P   T   H  W  D  S

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

 T   G  D  Q  V  L   Y   G  Q  V  L   E   S   P   T   S   P   G  V  M  Q  Y   I   R   S   D  S   T   Q  P   L   L   G  
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GCCCCACCCCTAGCCCTAAATCTTATGAAAACATCTGGTTCCATTCAAGACCCCAGGAGACCTTTGTGCCCCAACCTCCAAACCAGGAAGATGACTGTGT

CTTTGGGCCTCCATTTGATTTTCCCCTCTTTCAGGGGCTCCAGGTCCATGGAGTTGAAGAACAAGGGGGTTTCTAGAACTTTGGGGCTAGCTGGCCAGAC

ATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAA

CCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAA

CCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGG

CATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACT

AGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATA

AATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAAT

TGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAAT

GAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGG

TGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGG

CCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGT

GGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGC

CGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTA

CCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGA

GACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTA

CTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGA

TACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCA

TTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCA

AAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAA

GTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGG

ATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGC

TGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAG

CAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATT

TGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTT

TGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAG

GGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCG

TAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATC
GAA

 •  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 

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

  F   G  P   P   F   D  F   P   L   F   Q  G  L   Q  V  H  G  V  E   E   Q  G  G  F   • 
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