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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCAGCATGCCCCGGGGCCCAGTGGCTGCCTTACTCCTGCTGAT

TCTCCATGGAGCTTGGAGCTGCCTGGACCTCACTTGCTACACTGACTACCTCTGGACCATCACCTGTGTCCTGGAGACACGGAGCCCCAACCCCAGCATA

CTCAGTCTCACCTGGCAAGATGAATATGAGGAACTTCAGGACCAAGAGACCTTCTGCAGCCTACACAAGTCTGGCCACAACACCACACATATATGGTACA

CGTGCCATATGCGCTTGTCTCAATTCCTGTCCGATGAAGTTTTCATTGTCAACGTGACGGACCAGTCTGGCAACAACTCCCAAGAGTGTGGCAGCTTTGT

CCTGGCTGAGAGCATCAAGCCAGCTCCCCCCTTGAACGTGACTGTGGCCTTCTCAGGACGCTATGATATCTCCTGGGACTCAGCTTATGACGAACCCTCC

AACTACGTGCTGAGAGGCAAGCTACAATATGAGCTGCAGTATCGGAACCTCAGAGACCCCTATGCTGTGAGGCCGGTGACCAAGCTGATCTCAGTGGACT

CAAGAAACGTCTCTCTTCTCCCTGAAGAGTTCCACAAAGATTCTAGCTACCAGCTGCAGATGCGGGCAGCGCCTCAGCCAGGCACTTCATTCAGGGGGAC

CTGGAGTGAGTGGAGTGACCCCGTCATCTTTCAGACCCAGGCTGGGGAGCCCGAGGCAGGCTGGGACCCTCACATGCTGCTGCTCCTGGCTGTCTTGATC

ATTGTCCTGGTTTTCATGGGTCTGAAGATCCACCTGCCTTGGAGGCTATGGAAAAAGATATGGGCACCAGTGCCCACCCCTGAGAGTTTCTTCCAGCCCC

TGTACAGGGAGCACAGCGGGAACTTCAAGAAATGGGTTAATACCCCTTTCACGGCCTCCAGCATAGAGTTGGTGCCACAGAGTTCCACAACAACATCAGC

CTTACATCTGTCATTGTATCCAGCCAAGGAGAAGAAGTTCCCGGGGCTGCCGGGTCTGGAAGAGCAACTGGAGTGTGATGGAATGTCTGAGCCTGGTCAC

TGGTGCATAATCCCCTTGGCAGCTGGCCAAGCGGTCTCAGCCTACAGTGAGGAGAGAGACCGGCCATATGGTCTGGTGTCCATTGACACAGTGACTGTGG

GAGATGCAGAGGGCCTGTGTGTCTGGCCCTGTAGCTGTGAGGATGATGGCTATCCAGCCATGAACCTGGATGCTGGCAGAGAGTCTGGTCCTAATTCAGA

GGATCTGCTCTTGGTCACAGACCCTGCTTTTCTGTCTTGTGGCTGTGTCTCAGGTAGTGGTCTCAGGCTTGGGGGCTCCCCAGGCAGCCTACTGGACAGG

TTGAGGCTGTCATTTGCAAAGGAAGGGGACTGGACAGCAGACCCAACCTGGAGAACTGGGTCCCCAGGAGGGGGCTCTGAGAGTGAAGCAGGTTCCCCCC

CTGGTCTGGACATGGACACATTTGACAGTGGCTTTGCAGGTTCAGACTGTGGCAGCCCCGTGGAGACTGATGAAGGACCCCCTCGAAGCTATCTCCGCCA

GTGGGTGGTCAGGACCCCTCCACCTGTGGACAGTGGAGCCCAGAGCAGCTAGCATATAATAACCAGCTGTAGTGAGAAGAGGCCTCTGAGCCTGCCTAGG

ACTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTA

TTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTT

TTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCT

GAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTT

CCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATC

ATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGA

 M  P   R   G  P   V  A   A   L   L   L   L   I

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

 L   S   L   T   W  Q  D  E   Y   E   E   L   Q  D  Q  E   T   F   C   S   L   H  K   S   G  H  N  T   T   H  I   W  Y   

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

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

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

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

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

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

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

  L   H  L   S   L   Y   P   A   K  E   K  K  F   P   G  L   P   G  L   E   E   Q  L   E   C   D  G  M  S   E   P   G  H 

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

G  D  A   E   G  L   C   V  W  P   C   S   C   E   D  D  G  Y   P   A   M  N  L   D  A   G  R   E   S   G  P   N  S   E

  D  L   L   L   V  T   D  P   A   F   L   S   C   G  C  V  S   G  S   G  L   R   L   G  G  S   P   G  S   L   L   D  R  

 L   R   L   S   F   A   K  E   G  D  W  T   A   D  P   T   W  R   T   G  S   P   G  G  G  S   E   S   E   A   G  S   P   

P   G  L   D  M  D  T   F   D  S   G  F   A   G  S   D  C  G  S   P   V  E   T   D  E   G  P   P   R   S   Y   L   R   Q

  W  V  V  R   T   P   P   P   V  D  S   G  A   Q  S   S   • 
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ACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTT

GCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACC

TCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGA

CCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCAT

GGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTAT

GCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCC

CACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTA C T A G TCAAAACAAACTCCCATTG

ACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGA

CTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGG

CGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACT

ATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCC T G C AG G TT A

A TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATC

ACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCC

GACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTC

GTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACG

ACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTA

CACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGT

AGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGA

ACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTT

GGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTG
CCAGAACATTTCTCTATCGAA

 •  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 
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