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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCATCATGAGGGAGGACCTGCTCCTTGGCTTTTTGCTTCTGGG

ACTGCTTTGGGAAGCTCCAGTTGTGTCTTCAGGGCCTGGGAAAGAGCTCCCCGTGGTGTGGGCCCAGGAGGGAGCTCCCGTCCATCTTCCCTGCAGCCTC

AAATCCCCCAACCTGGATCCTAACTTTCTACGAAGAGGAGGGGTTATCTGGCAACATCAACCAGACAGTGGCCAACCCACTCCCATCCCGGCCCTTGACC

TTCACCAGGGGATGCCCTCGCCTAGACAACCCGCACCCGGTCGCTACACGGTGCTGAGCGTGGCTCCAGGAGGCCTGCGCAGCGGGAGGCAGCCCCTGCA

TCCCCACGTGCAGCTGGAGGAGCGCGGCCTCCAGCGCGGGGACTTCTCTCTGTGGTTGCGCCCAGCTCTGCGCACCGATGCGGGCGAGTACCACGCCACC

GTGCGCCTCCCGAACCGCGCCCTCTCCTGCAGTCTCCGCCTGCGCGTCGGCCAGGCCTCGATGATTGCTAGTCCCTCAGGAGTCCTCAAGCTGTCTGATT

GGGTCCTTTTGAACTGCTCCTTCAGCCGTCCTGACCGCCCAGTCTCTGTGCACTGGTTCCAGGGCCAGAACCGAGTGCCTGTCTACAACTCACCGCGTCA

TTTTTTAGCTGAAACTTTCCTGTTACTGCCCCAAGTCAGCCCCCTGGACTCTGGGACCTGGGGCTGTGTCCTCACCTACAGAGATGGCTTCAATGTCTCC

ATCACGTACAACCTCAAGGTTCTGGGTCTGGAGCCCGTAGCCCCTCTGACAGTGTACGCTGCTGAAGGTTCTAGGGTGGAGCTGCCCTGTCATTTGCCCC

CAGGAGTGGGGACCCCTTCTTTGCTCATTGCCAAGTGGACTCCTCCTGGAGGAGGTCCTGAGCTCCCCGTGGCTGGAAAGAGTGGCAATTTTACCCTTCA

CCTTGAGGCTGTGGGTCTGGCACAGGCTGGGACCTACACCTGTAGCATCCATCTGCAGGGACAGCAGCTCAATGCCACTGTCACGTTGGCGGTCATCACA

GTGACTCCCAAATCCTTCGGGTTACCTGGCTCCCGGGGGAAGCTGTTGTGTGAGGTAACCCCGGCATCTGGAAAGGAAAGATTTGTGTGGCGTCCCCTGA

ACAATCTGTCCAGGAGTTGCCCGGGCCCTGTGCTGGAGATTCAGGAGGCCAGGCTCCTTGCTGAGCGATGGCAGTGTCAGCTGTACGAGGGCCAGAGGCT

TCTTGGAGCGACAGTGTACGCCGCAGAGTCTAGCTCAGGCGCCCACAGTGCTAGGAGAATCTCAGGTGACCTTAAAGGAGGCCATCTCGTTCTCGTTCTC

ATCCTTGGTGCCCTCTCCCTGTTCCTTTTGGTGGCCGGGGCCTTTGGCTTTCACTGGTGGAGAAAACAGTTGCTACTGAGAAGATTTTCTGCCTTAGAAC

ATGGGATTCAGCCATTTCCGGCTCAGAGGAAGATAGAGGAGCTGGAGCGAGAACTGGAGACGGAGATGGGACAGGAGCCGGAGCCCGAGCCGGAGCCACA

GCTGGAGCCAGAGCCCAGGCAGCTCTGACCTGGAGCCGAGGCAGCCAGCAGGTCTCAGCAGCTCCGCCCGCCCGCCCGCCCGCCCGAATAAACTCCCTGT

CAGCAGCATGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTT

GTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTG

GGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAA

TCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATA

 M  R   E   D  L   L   L   G  F   L   L   L   G

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

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

L   H  Q  G  M  P   S   P   R   Q  P   A   P   G  R   Y   T   V  L   S   V  A   P   G  G  L   R   S   G  R   Q  P   L   H

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

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

W  V  L   L   N  C  S   F   S   R   P   D  R   P   V  S   V  H  W  F   Q  G  Q  N  R   V  P   V  Y   N  S   P   R   H

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

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

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

  L   E   A   V  G  L   A   Q  A   G  T   Y   T   C  S   I   H  L   Q  G  Q  Q  L   N  A   T   V  T   L   A   V  I   T  

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

N  N  L   S   R   S   C   P   G  P   V  L   E   I   Q  E   A   R   L   L   A   E   R   W  Q  C  Q  L   Y   E   G  Q  R   L

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

 I   L   G  A   L   S   L   F   L   L   V  A   G  A   F   G  F   H  W  W  R   K  Q  L   L   L   R   R   F   S   A   L   E   

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

  L   E   P   E   P   R   Q  L   • 

SgfI (6)
PvuI (7)

MfeI (82)

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

NgoMIV (441)

AgeI (552)
BspHI (560)

BbsI (624) Bsp120I (659)

BamHI (714) MscI (768)

FspI (875) BstAPI (888)

BbrPI (904) FspI (968)

Bsu36I (1073)

ApaLI (1147)

SandI (1408)

XcmI (1574)

XmaI (1631)

SrfI (1718)
XmaI (1719)

Bsp120I (1722)

XcmI (1791)

XmnI (1979)

SphI (2205)
NheI (2209)

MscI (2215)

HpaI (2347) MfeI (2358)

EcoRI (2443)

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

1

13

47

80

113

147

180

213

247

280

313

347

380

413

447

480

513



GTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTT

AAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGG

AACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTT

GACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGAT

CTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCAC

AGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTC

ATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTA

TTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATA

TAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAAC

TCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAAT

AGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCA

ATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTG

GCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGC

AGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACG

AGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCC

TGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTG

TAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAA

GACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTA

CGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACC

GCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTC

AGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTG

TGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTG
CAGGTGCCAGAACATTTCTCTATCGAA

 •  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 

SapI (2625) SspI (2682) SwaI (2696)

BstXI (2986)

XmnI (3263)
BbsI (3267)

AseI (3329)

SpeI (3484)

SnaBI (3612)

NdeI (3717)

SdaI (3895)

PacI (3903) BspLU11I (3913)

ApaLI (4227)

PacI (4643) SwaI (4652) NotI (4662)
EagI (4663)

2601

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

4501

4601

4701
4801

141

125

91

58

25


	Map
	Sequence



