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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGAAGGTGCCGATGCCTGCAGGAGCAATGGGGCCAG

CCCGGAAGCCAGGGACACCCGCAGCCCACCGGGTCCCAGCGGCAGCCTAGAGAATGGCACTAAAGCAGACAGTAAGGACACCAAGACAACCAACGGGCAC

AGTGGGGAGGTGACAGAGGGCAAGACCCTGGGCAGTGCCCTGAAGTCAGGGGAGGGGAAGAGTGGCCTATTTTCCAGCAATGAGTGGCGCAGGCCTATCA

TCCAGTTTGTGGAGTCTGTCGACGACAAAGGCTCCAGTTACTTCAGTATGGACTCTGCGGAAGGCAGGAGGTCCCCTTATGCGGGGCTCCAGTTGGGGGC

TTCCAAGAAACCTCCTGTGACCTTTGCTGAGAAGGGGGAGCTGCGAAAGTCCATTTTCTCCGAGCCCCGCAAACCCACGGTGACCATCGTGGAGCCCGGG

GAAGTCCGCAGGAATAGCTACCCCAGGGCTGACTCCAGCCTCCTGGCGCGGGCAAAGTCGGGCTCCGAGGAGGTGCTGTGCGACTCCTGCATCGGCAACA

AGCAGAAGGCCGTCAAGTCCTGCCTGGTGTGCCAGGCTTCCTTCTGTGAGCTGCATCTGAAGCCCCACCTGGAGGGCGCTGCCTTCCGGGACCACCAGCT

GCTCGAGCCCATCCGAGACTTCGAGGCCCGAAAATGTCCCTTGCACGGCAAGACTATGGAGCTCTTCTGTCAGACCGACCAGACCTGCATCTGTTATCTC

TGCATGTTCCAGGAGCACAAGAACCACAGCACCGTGACGGTGGAGGAGGCCAAGGCAGAGAAGGAGACCGAGCTGTCACTGCAAAAGGAACAGCTGCAAC

TGAAGATCATTGAGATTGAAGATGATGTTGAGAAGTGGCAAAAGGAGAAAGACCGGATCAAGAGCTTTACCACCAACGAGAAGGCGATCCTGGAGCAGAA

CTTCAGGGACCTGGTGAGGGAGCTGGAGAAGCAGAAGGAGGAAGTACGGGCTGCACTGGAGCAGCGGGAGCAGGATGCTGTGGACCAAGTGAAGGTGATC

GTGGATGCTCTAGATGAGAGGGCCAAGGTGCTGCATGAGGACAAGCAGACCCGAGAGCAGCTGCACAACATCAGTGACTCGGTGCTGTTCCTGCAGGAAT

TTGGTGCATTGATGAGCAATTACTCTCTCCCTCCACCTCTGCCCACCTACCATGTCCTGCTGGAGGGAGAGGGGCTGGGACAGTCTCTTGGCAACTGCAA

GGATGACCTGCTCAATGTGTGCATGCGTCATGTTGAGAAGATGTGCAAGGCCGATTTGAGCCGCAACTTCATTGAGAGGAACCATATGGAAAATGGTGGG

GACCATCGCTACATGAACAGCTACACCAGCAGCTATGGGAACGAGTGGAGCACGCCTGACACCATGAAAAGATACTCCATGTACCTCACGCCCAAGGGTG

GGGGCCGGACATCCTACCAGCCATCCTCGCCTAGCCGCCTCTCCAAGGAGACCAACCAGAAGAATTTTAACAATCTGTATGGCACAAAAGGCAACTATAC

CTCCAGGGTCTGGGAGTACACATCCACGGTTCAGAACTCTGAGGACATGCCCACGGTGCAAGGCAACTCCTCCTTCTCCCTGAAAGGCTTTCCCTCCCTC

CTCCGGAGCCAAGTTCCCAAGGCCCAGCCTCAGACTTGGAAATCTGGCAAGCAGACTCTGCTGTCTCACTACCGGCCATTCTACGTCAACAAGGGCAGCG

GCATCGGATCCAACGAGGCGCCCTGAGTTCAGGATGGAGGAAGCTGCACTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCAC

AACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAAC

 M   E   G   A   D   A   C   R   S   N   G   A   S

  P   E   A   R   D   T   R   S   P   P   G   P   S   G   S   L   E   N   G   T   K   A   D   S   K   D   T   K   T   T   N   G   H  

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

I   Q   F   V   E   S   V   D   D   K   G   S   S   Y   F   S   M   D   S   A   E   G   R   R   S   P   Y   A   G   L   Q   L   G   A

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

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

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

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

 C   M   F   Q   E   H   K   N   H   S   T   V   T   V   E   E   A   K   A   E   K   E   T   E   L   S   L   Q   K   E   Q   L   Q   

L   K   I   I   E   I   E   D   D   V   E   K   W   Q   K   E   K   D   R   I   K   S   F   T   T   N   E   K   A   I   L   E   Q   N

  F   R   D   L   V   R   E   L   E   K   Q   K   E   E   V   R   A   A   L   E   Q   R   E   Q   D   A   V   D   Q   V   K   V   I  

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

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

  D   D   L   L   N   V   C   M   R   H   V   E   K   M   C   K   A   D   L   S   R   N   F   I   E   R   N   H   M   E   N   G   G  

 D   H   R   Y   M   N   S   Y   T   S   S   Y   G   N   E   W   S   T   P   D   T   M   K   R   Y   S   M   Y   L   T   P   K   G   

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

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

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

G   I   G   S   N   E   A   P   •  
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AATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAG

CATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAG

CTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGAC

CTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAG

GCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTC

CTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGA

GCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTG

CCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTC

TTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGA

TGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTC

TCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACG

ACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCA

CGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACT

GGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCG

TAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGT

CAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGC

CGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGA

TACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGG

CGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTG

CGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTAT

GTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCG

GAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATC

TCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAA

TCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAA
ACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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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
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