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GGATCTGCGATCGCTGAATTCTGGGGACTTTCCACTGGGGACTTTCCACTGGGGACTTTCCACTGGGGACTTTCCACTGGGGACTTTCCACTCCTGCAGC

AGTGGATATTCCCAGAAAACTTTTTGGATGCAGTTGGGGATTTCCTCTTTACTGGATGTGGACAATATCCTCCTATTATTCACAGGAAGCAATCCCTCCT

ATAAAAGGGCCTCAGCAGAAGTAGTGTTCAGCTGTTCTTGGCTGACTTCACATCAAAGCTTCTATACTGACCTGAGACAGAGCCATGGAAATCAAGGTGC

TGTTTGCCCTCATCTGTATTGCTGTTGCTGAGGCAAAACCCACTGAAATCAATGAAGACCTCAATATAGCTGCTGTGGCCTCCAACTTTGCCACCACAGA

TCTTGAGACTGACCTGTTCACCAACTGGGAGACCATGAATGTGATTAGCACTGACACAGAGCAGGTGAACACAGATGCTGACAGGGGCAAGCTGCCTGGC

AAAAAACTCCCCCCAGATGTCCTGAGGGAGCTGGAGGCCAATGCCAGAAGGGCTGGTTGCACAAGAGGCTGCCTCATTTGCCTCTCCCACATTAAGTGCA

CCCCTAAGATGAAGAAATTTATCCCTGGCAGGTGCCACACTTATGAAGGTGAAAAGGAGTCTGCTCAGGGAGGGATTGGAGAGGCAATTGTTGATATCCC

AGAGATTCCTGGCTTCAAGGATAAGGAGCCACTGGACCAGTTTATTGCTCAAGTGGACCTCTGTGCTGATTGCACCACTGGCTGTCTGAAGGGCCTTGCC

AATGTCCAGTGCTCTGACCTCCTGAAGAAGTGGCTTCCCCAGAGGTGTACCACTTTTGCCAGCAAGATTCAGGGTAGGGTGGACAAAATCAAGGGTCTGG

CTGGGGACAGATGATAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGT

GAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGG

AGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCT

ACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTA

AGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAA

ATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGA

CTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTCAGGTTTAAGCTCCAGGCTTCCTTGTCATGCACCAAGTTCT

TGGGCCTTCTGGAACCTCAACATCAGCTGTCACAGTGAATCCCAGTCTTTCATAAAAAGGCAGGTTTCTGGGAGCAGAAGTTTCCAGAAAGGCAGGAACT

CCAGCCCTTTCAGCAGCTTCAACTCCAGGCAGAACAACAGCAGATCCCAGACCCTTTCCCTGGTGGTCAGGGCTCACTCCAACAGTTGCCAGAAACCAAG

CTGGCTCTTTTGGCCTGTGTGGTGCCAGCAGACCTTCCATTTGTTGTTGTGCTGCCAGCCTGCTTCCAGAGAGCTCAGCCATTCTTGGTCCAATTTCAGC

AAAAACAGCACCAGCTTCAACAGACTCAGGTGTTGTCCAAACTGCAACAGCAGCTCCATCATCTGCAACCCAAACTTTTCCAATGTCCAGTCCCACTCTG

GTGAGGAAGAGTTCTTGCAGTTCTGTCACCCTCTCAATGTGCCTGTCAGGGTCAACTGTGTGCCTTGTTGCAGGGTAGTCTGCAAAAGCAGCAGCCAGTG

TTCTCACAGCTCTTGGAACATCATCTCTGGTTGCCAGCCTCACTGTGGGTTTGTACTCAGTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGC

CGATATACTATGCCGATGATTAATTGTCAACTACTGTTTGTAGGCGCCGGTCACAGCTTGGATCTGTAACGGCGCAGAACAGAAAACGAAACAAAGACGT

AGAGTTGAGCAAGCAGGGTCAGGCAAAGCGTGGAGAGCCGGCTGAGTCTAGGTAGGCTCCAAGGGAGCGCCGGACAAAGGCCCGGTCTCGACCTGAGCTT

TAAACTTACCTAGACGGCGGACGCAGTTCAGGAGGCACCACAGGCGGGAGGCGGCAGAACGCGACTCAACCGGCGTGGATGGCGGCCTCAGGTAGGGCGG

CGGGCGCGTGAAGGAGAGATGCGAGCCCCTCGAAGCTTCAGCTGTGTTCTGGCGGCAAACCCGTTGCGAAAAAGAACGTTCACGGCGACTACTGCACTTA

TATACGGTTCTCCCCCACCCTCGGGAAAAAGGCGGAGCCAGTACACGACATCACTTTCCCAGTTTACCCCGCGCCACCTTCTCTAGGCACCGGTTCAATT

 M   E   I   K   V   

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

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

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

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

  E   I   P   G   F   K   D   K   E   P   L   D   Q   F   I   A   Q   V   D   L   C   A   D   C   T   T   G   C   L   K   G   L   A  

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

A   G   D   R   •  

 •   A   G   P   K   R   T   M   C   W   T   R  

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

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

  P   E   K   P   R   H   P   A   L   L   G   E   M   Q   Q   Q   A   A   L   R   S   G   S   L   E   A   M   R   P   G   I   E   A  

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

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

  R   V   A   R   P   V   D   D   R   T   A   L   R   V   T   P   K   Y   E   T   M  
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GCCGACCCCTCCCCCCAACTTCTCGGGGACTGTGGGCGATGTGCGCTCTGCCCACTGACTAGTGGGCCCTGCAGGTTAATTAAGAACATGTGAGCAAAAG

GCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCA

GAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATAC

CTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTG

TGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGC

CACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGT

ATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCA

AGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGAT

TTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAAC

TAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

SpeI (2758) BspLU11I (2786)

NotI (3536)
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