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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGGAGCATTTTTAGACAAGCCAAAGATGGAGAAGCA

TAATGCCCAGGGGCAGGGGAATGGGTTACGATACGGCCTAAGCAGCATGCAAGGTTGGCGAGTTGAAATGGAGGACGCACACACGGCTGTGATCGGTTTG

CCAAGTGGACTTGAGACATGGTCATTCTTTGCTGTATATGATGGGCATGCTGGTTCTCAGGTTGCCAAATACTGCTGTGAGCACTTGTTAGATCACATCA

CCAATAACCAGGATTTCAGAGGATCTGCAGGAGCACCTTCTGTGGAGAACGTAAAGAATGGAATCAGAACAGGGTTTCTGGAGATTGATGAACACATGAG

AGTTATGTCAGAGAAGAAACATGGTGCAGATAGAAGCGGGTCAACAGCTGTGGGCGTCTTAATCTCTCCCCAACATACTTATTTCATTAACTGTGGAGAC

TCGAGAGGTTTACTTTGTAGGAATAGAAAAGTTCACTTCTTCACACAAGACCATAAACCAAGTAACCCGCTGGAAAAAGAACGAATTCAGAATGCAGGGG

GCTCGGTGATGATTCAGCGTGTCAATGGCTCTCTGGCTGTATCGAGGGCCCTTGGGGATTTCGATTACAAATGTGTCCATGGAAAAGGTCCCACAGAGCA

GCTTGTCTCCCCAGAGCCCGAAGTCCATGATATTGAAAGGTCTGAAGAAGATGACCAGTTCATCATCCTTGCATGCGATGGCATCTGGGACGTCATGGGG

AACGAAGAGCTCTGTGACTTTGTGAGATCCAGACTTGAAGTCACTGATGACCTTGAGAAAGTTTGCAATGAAGTAGTCGACACCTGCTTGTATAAGGGAA

GTCGAGACAACATGAGTGTGATTTTGATCTGTTTTCCAAGTGCACCCAAAGTCTCGGCAGAGGCGGTGAAGAAGGAGGCGGAGCTGGACAAGTACCTGGA

GAGCAGAGTAGAAGAAATCATAAAGAAGCAGGTGGAAGGCGTCCCTGACTTAGTCCACGTGATGCGCACGTTAGCCAGTGAGAACATCCCCAGCCTCCCA

CCAGGGGGTGAATTGGCAAGCAAGCGGAATGTAATTGAAGCCGTTTACAATAGACTGAACCCTTACAAAAATGACGACACTGATTCTGCGTCAACCGATG

ATATGTGGTAAAGCCGCTCACGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTA

TTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCA

GGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAG

CCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGA

GTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATT

CAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAG

 M   G   A   F   L   D   K   P   K   M   E   K   H

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

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

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

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

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

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

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

 N   E   E   L   C   D   F   V   R   S   R   L   E   V   T   D   D   L   E   K   V   C   N   E   V   V   D   T   C   L   Y   K   G   

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

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

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

AATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACC

ACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAA

TGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTG

CTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTA

TAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGA

GCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTA

GTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCAT

CATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCG

TCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGA

AAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTA

TGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCC

GCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCT

CGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTAT

CTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGT

CCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTG

GTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGC

AAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGG

GGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTT

TCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCC
CCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   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   
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