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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGTGCCCACTGGCCAGGTGGCAGAAAAGCAGGCATA

CGAAGAGCCCAGGCAGGACCACGAACTGAAATCCTGGCGATGCCTGGTGTTCTATCTCTGCTTCTTCGGCTTCATGGCCCAGTTGCGTCCTGGGGAAAGC

TTCATCACACCCTTCCTCCTGGAACGTAAATTCACCAAGGAGCAGGTGACTAACGAGATCATTCCGATGCTGCCCTACTCCCACCTGGCTGTGCTGGTCC

CGGTCTTCCTGCTCACCGACTACCTGCGATACAAGCCAGTCTTGGTCCTGCAGTGCCTGAGCTTCGTGTGCGTGTGGCTGTTGCTGCTGCTGGGCACATC

TGTCGTGCACATGCAACTCATGGAAGTCTTCTACAGCGTCACCATGGCGGCCCGCATCGCCTACTCCTCCTACATATTCTCCCTGGTGCACCCCTCCCGC

TACCAGCGCATGGCCAGCTACTCACGGGCGGCAGTACTGCTGGGAGTCTTCATCAGCTCTGTGTTGGGCCAGGCGCTGGTCACCGTAGGACATATAAGCA

CCTATACACTCAACTGTGTCTCCCTGGGCTTCATCCTCTTCAGCCTGGTCCTCTCCCTCTTTCTAAAGCGCCCTAAGCGGAGCCTCTTTTTCAACCGCAG

TACGCTTGCGCGTGGAGCCTTGCCCTGTGAGCTGGATCAGATGCACCCGGGGCCTGACCGGCCAGAAACCAGGAAACTAGATCGCATGCTGGGCACTTGC

AGGGACTCCTTCCTGGTGCGCATGCTAAGTGAACTGGTGGAAAATGCTCGGCAACCACAGCTGCGTCTCTGGTGCCTCTGGTGGGTCTTCAACTCTTCAG

GCTACTACCTGATCACCTACTATGTGCATGTCCTGTGGAGAAGCACTGACAGCAGCCTCAGCTACAATGGCGCCGTAGATGCCGCCTCCACACTGCTGAG

CGCCATCACGTCCTTCTCCGCCGGCTTCCTGAGCATCCGCTGGACTCTGTGGTCCAAGCTGGTCATCGCAGGTGTGATCGCCATCCAGGCCAGCCTGGTT

TTCTGTATGTTCCAGATCCGGGACATCTGGGTGTGCTACGTGACCTTTGTGCTTTTCCGTGGGGCCTACCAGTTCCTTGTGCCCATTGCCACTTTTCAGA

TTGCGTCTTCCCTGTCTAAAGAGCTCTGTGCATTGGTCTTTGGGATCAACACTTTCCTAGCTACTGCGCTTAAGACCTGTATCACACTTGTGGTCTCTGA

CAAGCGGGGTCTGGGTCTCCAAGTCCGTGATCAGTTCCGTATCTACTTCATATACTTCCTGATGCTGTCTATCACCTGCTTTGCCTGGGCGGGGCTGGAT

GGCTTAAGGTACTGCCAGCGTGGTCGCCACCAGCCCCTGGCCCAGGCCCAGGAGCTGAGGAGTCCCTTGGAGACTTCTGTGCAAGCGATAAGCCTACAGG

ATGGAGACCTAAGGGGACCGCAGCCCTCAGCGCCACAGCTGCTCTCAGAGGATGGCATGGAGGACGACAGGGGAGACTTAAGAGTCGAAGCCAAGGCTTG

ACCTTCCTAGCTTCATCCCAGTTCAGCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAAT

GCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCA

GGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAA

ATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTT

 M   V   P   T   G   Q   V   A   E   K   Q   A   Y

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

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

P   V   F   L   L   T   D   Y   L   R   Y   K   P   V   L   V   L   Q   C   L   S   F   V   C   V   W   L   L   L   L   L   G   T   S

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

 Y   Q   R   M   A   S   Y   S   R   A   A   V   L   L   G   V   F   I   S   S   V   L   G   Q   A   L   V   T   V   G   H   I   S   

T   Y   T   L   N   C   V   S   L   G   F   I   L   F   S   L   V   L   S   L   F   L   K   R   P   K   R   S   L   F   F   N   R   S

  T   L   A   R   G   A   L   P   C   E   L   D   Q   M   H   P   G   P   D   R   P   E   T   R   K   L   D   R   M   L   G   T   C  

 R   D   S   F   L   V   R   M   L   S   E   L   V   E   N   A   R   Q   P   Q   L   R   L   W   C   L   W   W   V   F   N   S   S   

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

  A   I   T   S   F   S   A   G   F   L   S   I   R   W   T   L   W   S   K   L   V   I   A   G   V   I   A   I   Q   A   S   L   V  

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

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

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

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

D   G   D   L   R   G   P   Q   P   S   A   P   Q   L   L   S   E   D   G   M   E   D   D   R   G   D   L   R   V   E   A   K   A   •
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CATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAA

AATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTT

TAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAG

TTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGG

CTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAA

TGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGAC

ATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCC

CTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACT

AAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGAT

TTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAA

CCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCAT

TTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTC

AATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGT

AAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATA

GGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAG

CTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGT

AGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTC

TTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTT

GAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGA

TCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTT

CTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCT

TTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGG
CTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   N   R   T   Y   K   L   P   I   L  
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