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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCATCATGACTCCTCTCTGCCTCAATTGCTCTGTCCTCCCTGG

AGACCTGTACCCAGGGGGTGCAAGGAACCCCATGGCTTGCAATGGCAGTGCGGCCAGGGGGCACTTTGACCCTGAGGACTTGAACCTGACTGACGAGGCA

CTGAGACTCAAGTACCTGGGGCCCCAGCAGACAGAGCTGTTCATGCCCATCTGTGCCACATACCTGCTGATCTTCGTGGTGGGCGCTGTGGGCAATGGGC

TGACCTGTCTGGTCATCCTGCGCCACAAGGCCATGCGCACGCCTACCAACTACTACCTCTTCAGCCTGGCCGTGTCGGACCTGCTGGTGCTGCTGGTGGG

CCTGCCCCTGGAGCTCTATGAGATGTGGCACAACTACCCCTTCCTGCTGGGCGTTGGTGGCTGCTATTTCCGCACGCTACTGTTTGAGATGGTCTGCCTG

GCCTCAGTGCTCAACGTCACTGCCCTGAGCGTGGAACGCTATGTGGCCGTGGTGCACCCACTCCAGGCCAGGTCCATGGTGACGCGGGCCCATGTGCGCC

GAGTGCTTGGGGCCGTCTGGGGTCTTGCCATGCTCTGCTCCCTGCCCAACACCAGCCTGCACGGCATCCGGCAGCTGCACGTGCCCTGCCGGGGCCCAGT

GCCAGACTCAGCTGTTTGCATGCTGGTCCGCCCACGGGCCCTCTACAACATGGTAGTGCAGACCACCGCGCTGCTCTTCTTCTGCCTGCCCATGGCCATC

ATGAGCGTGCTCTACCTGCTCATTGGGCTGCGACTGCGGCGGGAGAGGCTGCTGCTCATGCAGGAGGCCAAGGGCAGGGGCTCTGCAGCAGCCAGGTCCA

GATACACCTGCAGGCTCCAGCAGCACGATCGGGGCCGGAGACAAGTGACCAAGATGCTGTTTGTCCTGGTCGTGGTGTTTGGCATCTGCTGGGCCCCGTT

CCACGCCGACCGCGTCATGTGGAGCGTCGTGTCACAGTGGACAGATGGCCTGCACCTGGCCTTCCAGCACGTGCACGTCATCTCCGGCATCTTCTTCTAC

CTGGGCTCGGCGGCCAACCCCGTGCTCTATAGCCTCATGTCCAGCCGCTTCCGAGAGACCTTCCAGGAGGCCCTGTGCCTCGGGGCCTGCTGCCATCGCC

TCAGACCCCGCCACAGCTCCCACAGCCTCAGCAGGATGACCACAGGCAGCACCCTGTGTGATGTGGGCTCCCTGGGCAGCTGGGTCCACCCCCTGGCTGG

GAACGATGGCCCAGAGGCGCAGCAAGAGACCGATCCATCCTGAGTGGAGCCTTAAAGTGGCTTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGT

TTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACA

AGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAA

TTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGC

CAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTT

TAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAAT

CCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTT

 M   T   P   L   C   L   N   C   S   V   L   P   G

  D   L   Y   P   G   G   A   R   N   P   M   A   C   N   G   S   A   A   R   G   H   F   D   P   E   D   L   N   L   T   D   E   A  

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

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

  L   P   L   E   L   Y   E   M   W   H   N   Y   P   F   L   L   G   V   G   G   C   Y   F   R   T   L   L   F   E   M   V   C   L  

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

R   V   L   G   A   V   W   G   L   A   M   L   C   S   L   P   N   T   S   L   H   G   I   R   Q   L   H   V   P   C   R   G   P   V

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

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

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

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

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

L   R   P   R   H   S   S   H   S   L   S   R   M   T   T   G   S   T   L   C   D   V   G   S   L   G   S   W   V   H   P   L   A   G

  N   D   G   P   E   A   Q   Q   E   T   D   P   S   •  

SgfI (6)
PvuI (7)

Psp1406I (203) HindIII (245) Bsu36I (291)

NgoMIV (441)

AgeI (552) BspHI (560)
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FspI (833)

BstXI (1067)

BbrPI (1177)

SphI (1217) SapI (1272) MscI (1292)
BspHI (1298)

SdaI (1406) PvuI (1425)

Tth111I (1507) BbrPI (1567)

DraIII (1749) XcmI (1785)
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13

47
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213

247
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413



CTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCA

TAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGT

CAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGAT

GATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGA

TCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAG

CGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGG

CGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTC

AAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCAT

AAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGT

GGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGG

GTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGA

ACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGAC

AGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCT

TCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTC

AGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAG

CAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAG

CCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCA

GAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTA

ATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATC
AAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   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   V   R   I   S   R   D   V   E   D   S   Y   P   H   R   V   A   V   I   T   D

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

 I   E   G   T   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   N   F   T   K   M  
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