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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCATCATGAACCACTCAGCCCCAGGGATTCCCCCACCACCCCG

CCGTGTGAGGCTGAAGCCCTGGTTGGTGGCCCAGGTGAACAGCTGCCAGTACCCAGGGCTTCAGTGGGTCAACGGGGAAAAGAAACTCTTCTATATACCC

TGGCGCCATGCCACGAGGCATGGTCCCAGCCAGGATGGGGACAACACCATCTTCAAGGCCTGGGCTAAAGAGACAGGGAAGTACACTGAAGGGGTGGATG

AGGCTGACCCAGCCAAGTGGAAGGCCAACCTGCGCTGTGCCCTTAACAAAAGCCGTGACTTCCAGCTGTTCTATGATGGCCCTCGGGACATGCCACCTCA

GCCGTACAAGATCTACGAGGTCTGCTCCAACGGCCCTGCTCCCACAGAGAGCCAACCCACTGATGATTACGTTCTGGGAGAAGAGGAGGAGGAGGAAGAG

GAAGAGCTCCAGAGAATGCTACCAGGCCTGAGCATCACAGAGCCTGCGCTACCTGGGCCTCCCAACGCACCCTATTCCTTACCCAAAGAAGACACCAAGT

GGCCACCTGCTCTCCAGCCACCTGTAGGGCTGGGTCCCCCTGTCCCAGACCCAAATCTCCTGGCCCCTCCCTCTGGAAATCCTGCTGGCTTCAGGCAGCT

TCTCCCTGAGGTCCTGGAGCCTGGACCTCTGGCTTCCAGCCAGCCCCCTACAGAACCACTCTTGCCTGACCTGCTGATCAGCCCCCACATGTTGCCTTTG

ACGGACCTAGAGATCAAGTTCCAGTACCGGGGACGCGCACCCCGGACCCTCACCATCAGCAACCCACAAGGCTGCAGGCTCTTCTACAGCCAGCTAGAGG

CTACCCAGGAGCAAGTGGAACTCTTTGGCCCTGTGACCCTGGAGCAAGTGCGCTTCCCTAGCCCAGAGGACATCCCCAGTGACAAGCAGCGTTTCTATAC

GAACCAGCTGCTAGATGTCCTGGACCGTGGGCTCATCCTGCAGCTGCAGGGCCAGGACCTGTACGCCATCCGTCTGTGCCAGTGTAAGGTGTTCTGGAGT

GGGCCCTGCGCCTTGGCCCATGGCTCCTGCCCCAACCCCATTCAGCGGGAAGTCAAGACGAAGCTCTTTAGCCTAGAGCAGTTTCTCAATGAGCTCATCC

TGTTCCAGAAGGGCCAGACTAATACCCCACCACCTTTTGAGATCTTCTTTTGCTTTGGAGAAGAATGGCCTGATGTCAAACCCCGAGAGAAGAAGCTCAT

TACTGTACAGGTGGTACCTGTTGCAGCCCGGTTGCTGCTGGAGATGTTCTCAGGGGAGCTTTCTTGGTCGGCAGACAGCATCCGACTGCAGATCTCAAAC

CCGGATCTCAAAGACCACATGGTAGAGCAGTTTAAAGAGCTTCATCACCTCTGGCAGTCCCAGCAGCAATTGCAGCCCATGGTCCAGGCCCCTCCTGTGG

CAGGCCTCGATGCAAGCCAGGGGCCCTGGCCCATGCACCCAGTTGGCATGCAATAATGAGGCTACAGATAGTGGCTGCCGCTAGCTGGCCAGACATGATA

AGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTA

TAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTA

CAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGG

CATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCT

TCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTT

TTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACA
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L   F   Q  K  G  Q  T   N  T   P   P   P   F   E   I   F   F   C   F   G  E   E   W  P   D  V  K  P   R   E   K  K  L   I

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

 P   D  L   K  D  H  M  V  E   Q  F   K  E   L   H  H  L   W  Q  S   Q  Q  Q  L   Q  P   M  V  Q  A   P   P   V  

A   G  L   D  A   S   Q  G  P   W  P   M  H  P   V  G  M  Q  • 

SgfI (6)
PvuI (7)

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

NgoMIV (441)

AgeI (552)
BspHI (560)

XcmI (652) XmnI (681)

BstXI (808)

BbsI (1087)
DraIII (1092)

MscI (1099)

SandI (1131)

Bsu36I (1204) BspLU11I (1286)

Bsp120I (1600) NcoI (1617)

BsrGI (1803)
Acc65I (1812)

BstAPI (1962) NcoI (1976)

Bsp120I (2020) SphI (2045) NheI (2079)
MscI (2085)

HpaI (2217)

EcoRI (2313)

SspI (2552) SwaI (2566)

1

101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

2301

2401

2501

2601

1

13

47

80

113

147

180

213

247

280

313

347

380

413

447

480



GCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCAC

AAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTG

ACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAA

TGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGAC

CTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGA

TTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCC

ATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTG

GAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCA

AGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACT

TGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTG

ACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGC

CAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGA

GGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCT

GTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTG

CACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCA

CTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTAT

CTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAG

CAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTT

TGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTA

ACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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