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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGAACGCGTACCATGGCTGGCGGAGCCTGGGGCCGCCTGGCCTGT

TACTTGGAGTTCCTGAAGAAGGAGGAGCTGAAGGAGTTCCAGCTTCTGCTCGCCAATAAAGCGCACTCCAGGAGCTCTTCGGGTGAGACACCCGCTCAGC

CAGAGAAGACGAGTGGCATGGAGGTGGCCTCGTACCTGGTGGCTCAGTATGGGGAGCAGCGGGCCTGGGACCTAGCCCTCCATACCTGGGAGCAGATGGG

GCTGAGGTCACTGTGCGCCCAAGCCCAGGAAGGGGCAGGCCACTCTCCCTCATTCCCCTACAGCCCAAGTGAACCCCACCTGGGGTCTCCCAGCCAACCC

ACCTCCACCGCAGTGCTAATGCCCTGGATCCATGAATTGCCGGCGGGGTGCACCCAGGGCTCAGAGAGAAGGGTTTTGAGACAGCTGCCTGACACATCTG

GACGCCGCTGGAGAGAAATCTCTGCCTCACTCCTCTACCAAGCTCTTCCAAGCTCCCCAGACCATGAGTCTCCAAGCCAGGAGTCACCCAACGCCCCCAC

ATCCACAGCAGTGCTGGGGAGCTGGGGATCCCCACCTCAGCCCAGCCTAGCACCCAGAGAGCAGGAGGCTCCTGGGACCCAATGGCCTCTGGATGAAACG

TCAGGAATTTACTACACAGAAATCAGAGAAAGAGAGAGAGAGAAATCAGAGAAAGGCAGGCCCCCATGGGCAGCGGTGGTAGGAACGCCCCCACAGGCGC

ACACCAGCCTACAGCCCCACCACCACCCATGGGAGCCTTCTGTGAGAGAGAGCCTCTGTTCCACATGGCCCTGGAAAAATGAGGATTTTAACCAAAAATT

CACACAGCTGCTACTTCTACAAAGACCTCACCCCAGAAGCCAAGATCCCCTGGTCAAGAGAAGCTGGCCTGATTATGTGGAGGAGAATCGAGGACATTTA

ATTGAGATCAGAGACTTATTTGGCCCAGGCCTGGATACCCAAGAACCTCGCATAGTCATACTGCAGGGGGCTGCTGGAATTGGGAAGTCAACACTGGCCA

GGCAGGTGAAGGAAGCCTGGGGGAGAGGCCAGCTGTATGGGGACCGCTTCCAGCATGTCTTCTACTTCAGCTGCAGAGAGCTGGCCCAGTCCAAGGTGGT

GAGTCTCGCTGAGCTCATCGGAAAAGATGGGACAGCCACTCCGGCTCCCATTAGACAGATCCTGTCTAGGCCAGAGCGGCTGCTCTTCATCCTCGATGGT

GTAGATGAGCCAGGATGGGTCTTGCAGGAGCCGAGTTCTGAGCTCTGTCTGCACTGGAGCCAGCCACAGCCGGCGGATGCACTGCTGGGCAGTTTGCTGG

GGAAAACTATACTTCCCGAGGCATCCTTCCTGATCACGGCTCGGACCACAGCTCTGCAGAACCTCATTCCTTCTTTGGAGCAGGCACGTTGGGTAGAGGT

CCTGGGGTTCTCTGAGTCCAGCAGGAAGGAATATTTCTACAGATATTTCACAGATGAAAGGCAAGCAATTAGAGCCTTTAGGTTGGTCAAATCAAACAAA

GAGCTCTGGGCCCTGTGTCTTGTGCCCTGGGTGTCCTGGCTGGCCTGCACTTGCCTGATGCAGCAGATGAAGCGGAAGGAAAAACTCACACTGACTTCCA

AGACCACCACAACCCTCTGTCTACATTACCTTGCCCAGGCTCTCCAAGCTCAGCCATTGGGACCCCAGCTCAGAGACCTCTGCTCTCTGGCTGCTGAGGG

CATCTGGCAAAAAAAGACCCTTTTCAGTCCAGATGACCTCAGGAAGCATGGGTTAGATGGGGCCATCATCTCCACCTTCTTGAAGATGGGTATTCTTCAA

GAGCACCCCATCCCTCTGAGCTACAGCTTCATTCACCTCTGTTTCCAAGAGTTCTTTGCAGCAATGTCCTATGTCTTGGAGGATGAGAAGGGGAGAGGTA

AACATTCTAATTGCATCATAGATTTGGAAAAGACGCTAGAAGCATATGGAATACATGGCCTGTTTGGGGCATCAACCACACGTTTCCTATTGGGCCTGTT

AAGTGATGAGGGGGAGAGAGAGATGGAGAACATCTTTCACTGCCGGCTGTCTCAGGGGAGGAACCTGATGCAGTGGGTCCCGTCCCTGCAGCTGCTGCTG

CAGCCACACTCTCTGGAGTCCCTCCACTGCTTGTACGAGACTCGGAACAAAACGTTCCTGACACAAGTGATGGCCCATTTCGAAGAAATGGGCATGTGTG

TAGAAACAGACATGGAGCTCTTAGTGTGCACTTTCTGCATTAAATTCAGCCGCCACGTGAAGAAGCTTCAGCTGATTGAGGGCAGGCAGCACAGATCAAC

ATGGAGCCCCACCATGGTAGTCCTGTTCAGGTGGGTCCCAGTCACAGATGCCTATTGGCAGATTCTCTTCTCCGTCCTCAAGGTCACCAGAAACCTGAAG

 M  A   G  G  A   W  G  R   L   A   C 

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

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

  L   R   S   L   C   A   Q  A   Q  E   G  A   G  H  S   P   S   F   P   Y   S   P   S   E   P   H  L   G  S   P   S   Q  P  

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

G  R   R   W  R   E   I   S   A   S   L   L   Y   Q  A   L   P   S   S   P   D  H  E   S   P   S   Q  E   S   P   N  A   P   T

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

 S   G  I   Y   Y   T   E   I   R   E   R   E   R   E   K  S   E   K  G  R   P   P   W  A   A   V  V  G  T   P   P   Q  A   

H  T   S   L   Q  P   H  H  H  P   W  E   P   S   V  R   E   S   L   C   S   T   W  P   W  K  N  E  D  F   N  Q  K  F

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

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

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

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

 V  D  E   P   G  W  V  L   Q  E   P   S   S   E   L   C   L   H  W  S   Q  P   Q  P   A   D  A   L   L   G  S   L   L   

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

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

 E   L   W  A   L   C   L   V  P   W  V  S   W  L   A   C  T   C  L   M  Q  Q  M  K  R   K  E   K  L   T   L  T   S   

K  T   T   T   T   L   C   L   H  Y   L   A   Q  A   L   Q  A   Q  P   L   G  P   Q  L   R   D  L   C   S   L   A   A   E   G

  I   W  Q  K  K  T   L   F   S   P   D  D  L   R   K  H  G  L   D  G  A   I   I   S   T   F   L   K  M  G  I   L   Q 

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

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

  S   D  E   G  E   R   E   M  E   N  I   F   H  C  R   L   S   Q  G  R   N  L   M  Q  W  V  P   S   L   Q  L   L   L  

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

V  E   T   D  M  E   L   L   V  C  T   F   C   I   K  F   S   R   H  V  K  K  L   Q  L   I   E   G  R   Q  H  R   S   T

  W  S   P   T   M  V  V  L   F   R   W  V  P   V  T   D  A   Y   W  Q  I   L   F   S   V  L   K  V  T   R   N  L   K 
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Psp1406I (203) HindIII (245)
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BamHI (925)

BamHI (1125)

BsrBI (1773)
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45
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545
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678
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GAGCTGGACCTAAGTGGAAACTCGCTGAGCCACTCTGCAGTGAAGAGTCTTTGTAAGACCCTGAGACGCCCTCGCTGCCTCCTGGAGACCCTGCGGTTGG

CTGGCTGTGGCCTCACAGCTGAGGACTGCAAGGACCTTGCCTTTGGGCTGAGAGCCAACCAGACCCTGACCGAGCTGGACCTGAGCTTCAATGTGCTCAC

GGATGCTGGAGCCAAACACCTTTGCCAGAGACTGAGACAGCCGAGCTGCAAGCTACAGCGACTGCAGCTGGTCAGCTGTGGCCTCACGTCTGACTGCTGC

CAGGACCTGGCCTCTGTGCTTAGTGCCAGCCCCAGCCTGAAGGAGCTAGACCTGCAGCAGAACAACCTGGATGACGTTGGCGTGCGACTGCTCTGTGAGG

GGCTCAGGCATCCTGCCTGCAAACTCATACGCCTGGGGCTGGACCAGACAACTCTGAGTGATGAGATGAGGCAGGAACTGAGGGCCCTGGAGCAGGAGAA

ACCTCAGCTGCTCATCTTCAGCAGACGGAAACCAAGTGTGATGACCCCTACTGAGGGCCTGGATACGGGAGAGATGAGTAATAGCACATCCTCACTCAAG

CGGCAGAGACTCGGATCAGAGAGGGCGGCTTCCCATGTTGCTCAGGCTAATCTCAAACTCCTGGACGTGAGCAAGATCTTCCCAATTGCTGAGATTGCAG

AGGAAAGCTCCCCAGAGGTAGTACCGGTGGAACTCTTGTGCGTGCCTTCTCCTGCCTCTCAAGGGGACCTGCATACGAAGCCTTTGGGGACTGACGATGA

CTTCTGGGGCCCCACGGGGCCTGTGGCTACTGAGGTAGTTGACAAAGAAAAGAACTTGTACCGAGTTCACTTCCCTGTAGCTGGCTCCTACCGCTGGCCC

AACACGGGTCTCTGCTTTGTGATGAGAGAAGCGGTGACCGTTGAGATTGAATTCTGTGTGTGGGACCAGTTCCTGGGTGAGATCAACCCACAGCACAGCT

GGATGGTGGCAGGGCCTCTGCTGGACATCAAGGCTGAGCCTGGAGCTGTGGAAGCTGTGCACCTCCCTCACTTTGTGGCTCTCCAAGGGGGCCATGTGGA

CACATCCCTGTTCCAAGTGGCCCACTTTAAAGAGGAGGGGATGCTCCTGGAGAAGCCAGCCAGGGTGGAGCTGCATCACATAGTTCTGGAAAACCCCAGC

TTCTCCCCCTTGGGAGTCCTCCTGAAAATGATCCATAATGCCCTGCGCTTCATTCCCGTCACCTCTGTGGTGTTGCTTTACCACCGCGTCCATCCTGAGG

AAGTCACCTTCCACCTCTACCTGATCCCAAGTGACTGCTCCATTCGGAAGGCCATAGATGATCTAGAAATGAAATTCCAGTTTGTGCGAATCCACAAGCC

ACCCCCGCTGACCCCACTTTATATGGGCTGTCGTTACACTGTGTCTGGGTCTGGTTCAGGGATGCTGGAAATACTCCCCAAGGAACTGGAGCTCTGCTAT

CGAAGCCCTGGAGAAGACCAGCTGTTCTCGGAGTTCTACGTTGGCCACTTGGGATCAGGGATCAGGCTGCAAGTGAAAGACAAGAAAGATGAGACTCTGG

TGTGGGAGGCCTTGGTGAAACCAGGAGATCTCATGCCTGCAACTACTCTGATCCCTCCAGCCCGCATAGCCGTACCTTCACCTCTGGATGCCCCGCAGTT

GCTGCACTTTGTGGACCAGTATCGAGAGCAGCTGATAGCCCGAGTGACATCGGTGGAGGTTGTCTTGGACAAACTGCATGGACAGGTGCTGAGCCAGGAG

CAGTACGAGAGGGTGCTGGCTGAGAACACGAGGCCCAGCCAGATGCGGAAGCTGTTCAGCTTGAGCCAGTCCTGGGACCGGAAGTGCAAAGATGGACTCT

ACCAAGCCCTGAAGGAGACCCATCCTCACCTCATTATGGAACTCTGGGAGAAGGGCAGCAAAAAGGGACTCCTGCCACTCAGCAGCTGAGCTAGCTGGCC

AGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTT

GTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGT

AAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAAT

AAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTG

AACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAA

AATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAG

AAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCT

CAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTA

GGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATG

TAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCT

CAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACT

 •  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 

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

A   G  C  G  L   T   A   E   D  C  K  D  L   A   F   G  L   R   A   N  Q  T   L   T   E   L   D  L   S   F   N  V  L   T

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

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

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

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

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

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

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

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

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

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

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

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

  P   P   L   T   P   L   Y   M  G  C  R   Y   T   V  S   G  S   G  S   G  M  L   E   I   L   P   K  E   L   E   L   C   Y  

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

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

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

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

Y   Q  A   L   K  E   T   H  P   H  L   I   M  E   L   W  E   K  G  S   K  K  G  L   L   P   L   S   S   • 

BglII (3673)

AgeI (3722)

BstEII (3932) EcoRI (3948)

DraIII (4068)

XbaI (4361)

BglII (4625)

DraIII (4704)

NheI (4989)

HpaI (5127)

EcoRI (5223)

SspI (5462) SwaI (5476)

BspHI (6051)

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

4501

4601

4701

4801

4901

5001

5101

5201

5301

5401

5501

5601

5701

5801

5901

6001

141

118

85

51

18

812

845

878

912

945

978

1012

1045

1078

1112

1145

1178

1212

1245

1278

1312

1345

1378

1412

1445



ATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACG

CCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGG

TGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGA

TGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCAT

ATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATAC

GTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTG

AGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGC

TCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTA

CCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCT

GGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTG

GCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAG

TATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTT

TGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGT

TAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGA

ATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTC
TATCGAA

AseI (6109)

SpeI (6264)

SnaBI (6392)

NdeI (6497)

SdaI (6675)
PacI (6683)

BspLU11I (6693)

PacI (7423) SwaI (7432) NotI (7442)
EagI (7443)

6101

6201

6301
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6501
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7001

7101
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7301
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