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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGGAGACTGCCTGGTCCTGCTCTTGACCTTGCTCGT

GGCCAGTCCTGCACTTGGAATGCCTTCCTGCTTCTTTGATGGCCAGAGGGCTATCTATCGTGGCTGCAACCTCACCCAGGTTCCCCAGGTCCCCAGTGGC

ACCAAGAGCCTCCTGCTCAGCTTCAACTACATCAGGACGGTCACAGCTGGTTCCTTCCCCTTCCTGGAGGGGCTGCAGCTGCTGGAGCTCGGGACTCAGT

TGACTCCCTTGAGCATTGACAGGGAAGCCTTCAGGAACCTGCCCAATCTCAGGATCTTGGACCTGGGCCATAGTCAGATCGCATTCTTGCACCCAGATGC

ATTTCAGGAACTGCCCCATCTTTCTGAACTTCGACTGTTTTCCTGTGGTCTCTCTGATGCTATCTTAAAAGATGGTTATTTCAGAAATTTGGCATCTTTA

ACTCGCTTGGACCTATCCAAAAATCAGATTCAGAGTCTTCACCTTCATCCTTCATTCCAGGAACTGAATTCCTTGAAGGCCATTGATCTGTCCCTCAACC

AGATACCCCTTGTGTGCGAGCAGGGGCTCAAACCCCTCCAAGGGAAAACGCTCTCCTTTTTAAGCCTTGCGGATAATAACCTGTACAGTAGGGTCTCGGT

GGATTGGGGGAAGTGTATGAACCCTTTCAGAAACATGGCCTTGGAAATGCTAGATGTTTCTGGCAATGGCTGGACAGCGGACACCACAAGGAACTTCAGC

CAGGCCGTCAATGGAAGCCAGATTTCCTCCTTGGTTCTCGCCCACCACATTATGGGTTCTGGGTTTGGCTTCCATAACATCAAAGATCCTGACCATCACA

CCTTTGCCAGCCTGGGCAGAAGCTCCCTGATACAGCTGGACCTTTCTCATGGGTTTATCTTCTCCCTGAACTTCCGACTCTTTGGGACCCTCAAGGAGCT

GAAAGTTCTGAACCTGGCCTTCAACAAGATAAACAAGATTGCAGACCAAGCATTTCATGGACTTGACAACCTCCAGATTCTCAACATGTCATATAACCTT

CTGGGGGAACTATATAATTCTAATTTTGAAGGACTGCCTAAGCTCGCTTATATTGATCTGCAGAAGAATCACATTGGGATCATTCAGGACCAAACATTCA

GGTTCCTAAAAAAATTAAATACCTTGGATCTCCGGGATAATGCTCTTAAAACAATTCAGTTTATTCCGAGCATACCTACTCTCTTCTTGGGCGGCAATAA

ACTGGTGACTTTGCCAAACATCAGGCTTACGGCCAACTTCATCCACTTATCAGAGAACAGGCTAGAAAATCTGGATAACCTCTACTTCCTTCTCCAGGTA

CCTCATCTCCAGATTCTCATTTTAAATCAAAATCGCTTTTCCAATTGTAACCAGAGGCACGCGCCTTCAGAGAATCCCAGCTTGGAACAGCTTTTCCTCG

GAGAAAATATGTTGCAACTTGCCTGGGAAGCCGGCTTCTGTTGGGATGTTTTTAAGGGGCTTTCTCATCTCCAAGTCCTGTATTTGAATAACAACTACCT

GAATTTCCTTCCACCAGGAGTCTTTCGCCATCTGACTGCACTGAGGGGACTCAGCCTCAGCTACAACAGGCTAACAGTTCTTTATCCGGGTGACTTACCT

GCTCACCTCGAGGTCCTGGATCTATCCAGAAACCAGCTCCTCTCTCCCGATCCTGACTTATTCACCTCACTAAGTGCCGTGGACCTGAGTCATAACAAGT

TTGTTTGTGACTGTGAACTTAGCACTTTTATCAATTGGCTCAATCAAACCAATGTCACGATATTTGGGTCTCGAGATGATATATACTGCATGTATCCGAG

CTCGCTCGCTGGGAGTCCCCTCAACACCGTTTCCATGGCAGGTTGCAGTGAAGAGGAAGTCTTAGAGTCCCTGAAGTTTTCCCTTTTCATCTTGTTCACT

GTCACCCTGACTCTGCTTTTCGTGGCCATCCTCGTAGTCATGAAGTTCCGGGGATTTTGTTTCATCTGTTATAAGAAAGTCCAGAGACTGGTGTTCAAGG

 M  G  D  C  L   V  L   L   L   T   L   L   V

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

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

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

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

 T   R   L   D  L   S   K  N  Q  I   Q  S   L   H  L   H  P   S   F   Q  E   L   N  S   L   K  A   I   D  L   S   L   N  

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

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

 Q  A   V  N  G  S   Q  I   S   S   L   V  L   A   H  H  I   M  G  S   G  F   G  F   H  N  I   K  D  P   D  H  H  

T   F   A   S   L   G  R   S   S   L   I   Q  L   D  L   S   H  G  F   I   F   S   L   N  F   R   L   F   G  T   L   K  E   L

  K  V  L   N  L   A   F   N  K  I   N  K  I   A   D  Q  A   F   H  G  L   D  N  L   Q  I   L   N  M  S   Y   N  L  

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

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

CCTGGATGCCCAGTACAGCGACCAAAACAGATTGAACCTCTGCTTTGAAGAAAGAGACTTTGTGCCGGGGGAAGATCGCATCAGCAACATCCAGGATGCC

GTGTGGAGCAGCAGGAAGGTTGTCTGTCTGGTGAGCAGACACTTCCTTAGGGACGGCTGGTGCCTGGAAGCCTTCAGTTACGCCCAGAGCAGGTGCTTAG

CAGACCTGAATGGCACCCTCATCATGGTGGTGGTTGGGTCCCTGCCTCAGTATCAACTGATGAAGCATCAGTCCATCAGAGGATTTGTCCGGAAACAGCA

GTACTTGAGGTGGCCTGAGGATCTCCAGGACGTCAGCTGGTTTCTCAACAAGCTCTCTCAATACATTCTAAAGAAAGTCAAGGAAAAGAAGAAAGACAGC

GACATTCAGTTGCAAAGCGTGACCATCTCCTAGTCACGGGAGCAGTTTTTCACTTAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACA

AACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAAC

AACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAA

ATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTG

CATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGC

ACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATG

CTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTT

TAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAG

AGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTC

CTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCC

CCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCT

GAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGAT

GGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGT

TGTTACGACATTTTGGAAAGTCCCGTTGATTTA C T A G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACC

GCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGT

CATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCA

GTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGT

TGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACC

GTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGG

ACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCG

GGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGC

CCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAG

AGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCA

GTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAA

AAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATT
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AACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAA
ACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

SwaI (5599) NotI (5609)
EagI (5610)
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