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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGGCCCGCAGGCGGCAGCTGGCAGGATGATTCTGCT

GGTGGTCCTGATGCTGTCTGCGAAGGTCGGGAGTGGAGCTTTGACGAGCACCGAGGATCCTGAGCCTCCCTCGGTGCCTGTACCGACGAATGTTCTAATT

AAGTCTTATAACTTGAACCCTGTCGTATGCTGGGAATACCAGAACATGTCACAGACTCCTATTTTTACTGTACAGGTAAAGGTGTATTCGGGTTCCTGGA

CTGATTCCTGCACCAACATTTCTGATCATTGTTGTAATATCTATGGACAAATTATGTATCCTGATGTATCTGCCTGGGCCAGAGTTAAAGCTAAGGTTGG

ACAAAAAGAATCTGACTATGCACGGTCAAAAGAGTTCCTTATGTGCCTAAAGGGAAAGGTCGGGCCCCCTGGCCTGGAGATCAGGAGGAAGAAGGAAGAA

CAGCTCTCCGTCCTCGTATTTCACCCTGAAGTCGTTGTGAATGGAGAGAGCCAGGGAACCATGTTTGGTGACGGGAGCACCTGTTACACATTCGACTATA

CTGTGTATGTGGAGCATAACCGGAGTGGGGAGATCCTACATACGAAACATACGGTCGAAAAAGAAGAGTGTAATGAGACTCTGTGTGAGTTAAACATCTC

AGTATCCACACTGGATTCCAGATATTGTATTTCAGTAGACGGAATCTCATCTTTCTGGCAAGTTAGAACAGAAAAATCGAAAGACGTCTGTATCCCTCCT

TTCCATGATGACAGAAAGGATTCAATTTGGATTCTGGTGGTTGCTCCTCTTACCGTCTTTACAGTAGTTATCCTGGTATTTGCGTATTGGTATACTAAGA

AGAATTCATTCAAGAGAAAAAGCATAATGTTACCTAAGTCCTTGCTCTCTGTGGTAAAAAGTGCCACGTTAGAGACAAAACCTGAATCGAAGTATTCACT

TGTCACACCGCACCAGCCAGCTGTCCTAGAGAGTGAGACGGTGATCTGTGAAGAGCCCCTGTCCACAGTGACAGCTCCAGACAGCCCCGAAGCAGCAGAA

CAGGAAGAACTTTCAAAAGAAACAAAGGCTCTGGAGGCTGGAGGAAGCACGTCTGCCATGACCCCAGACAGCCCTCCAACTCCGACACAAAGACGCAGCT

TTTCCCTGTTAAGTAGTAACCAGTCAGGCCCTTGTAGCCTCACCGCCTATCACTCCCGAAACGGCTCTGACAGTGGCCTCGTGGGATCGGGCAGCTCCAT

ATCGGACTTGGAATCTCTCCCAAACAACAACTCAGAAACAAAGATGGCAGAGCACGACCCTCCACCCGTGAGAAAGGCCCCCATGGCCTCCGGTTATGAC

AAACCGCACATGTTGGTGGACGTGCTTGTGGATGTTGGGGGGAAGGAGTCTCTCATGGGGTATAGACTCACAGGAGAGGCCCAGGAGCTGTCCTAAGGTC

TCCCGAGGCCTGCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGA

AATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAG

GTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTAC

TTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAG

 M   G   P   Q   A   A   A   G   R   M   I   L   L

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

 K   S   Y   N   L   N   P   V   V   C   W   E   Y   Q   N   M   S   Q   T   P   I   F   T   V   Q   V   K   V   Y   S   G   S   W   

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

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

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

T   V   Y   V   E   H   N   R   S   G   E   I   L   H   T   K   H   T   V   E   K   E   E   C   N   E   T   L   C   E   L   N   I   S

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

 F   H   D   D   R   K   D   S   I   W   I   L   V   V   A   P   L   T   V   F   T   V   V   I   L   V   F   A   Y   W   Y   T   K   

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

  V   T   P   H   Q   P   A   V   L   E   S   E   T   V   I   C   E   E   P   L   S   T   V   T   A   P   D   S   P   E   A   A   E  

 Q   E   E   L   S   K   E   T   K   A   L   E   A   G   G   S   T   S   A   M   T   P   D   S   P   P   T   P   T   Q   R   R   S   

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

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

 K   P   H   M   L   V   D   V   L   V   D   V   G   G   K   E   S   L   M   G   Y   R   L   T   G   E   A   Q   E   L   S   •  

SgfI (6)
PvuI (7)

MfeI (82)

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

NgoMIV (441)

AgeI (552)
BstEII (555)
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201
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401

501

601

701

801
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1101
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1301
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247

280

313

347

380

413

447



ATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAAT

AATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACT

TAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTG

GTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGA

TGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTC

AGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTG

TCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAG

TCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGC

TTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAA

CAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATG

GTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGA

CGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCC

TATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACG

CCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCC

TGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGC

TCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTT

CGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCC

GGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCT

AACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAA

CCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGA

CGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTAC

ATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGC
AAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   N   R   T   Y   K   L   P   I   L   E   E   I   T   
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 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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