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pUNO1-hMYT1La
(6747 bp)BsrS2

SV40 p(A)

(h) ßglobin p(A)

pMB1 ori
hEF1-HTLV prom

hCMV enh

hCMV prom

EM7

hMYT1L (NZF1) isoform 1

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

HindIII (245)
Bsu36I (291)

NgoMIV (441)
KasI (535)
SgrAI (551)
AgeI (552)
NgoMIV (558)
XcmI (563)

NcoI (566)

ScaI (893)

Tth111I (1227)

BspHI (1782)
BsrBI (1786)

NcoI (1925)
NdeI (1958)

BspEI (2143)
SandI (2165)

NsiI (2188)
Ppu10I (2188)

BspEI (2275)
PvuI (2285)

PstI (2291)
StuI (2357)

RsrII (2363)
XhoI (2473)

SspI (2480)
BbrPI (2700)

SandI (2872)
SacII (2905)

AgeI (2978)
XbaI (3111)

BstEII (3138)
BstBI (3236)MluI (3467)

Acc65I (3524)
HindIII (3685)

XcmI (3794)
BamHI (3981)

Bst1107I (4035)
BsaBI (4048)
EcoRI (4109)

NheI (4129)
HpaI (4267)

MfeI (4278)

EcoRI (4363)

SspI (4602)
SwaI (4616)

StuI (5041)

XmnI (5183)
BspHI (5191)

AseI (5249)

SpeI (5404)

SnaBI (5532)

NdeI (5637)

SdaI (5815)
PstI (5816)
PacI (5823)

BspLU11I (5833)

ApaLI (6147)

PacI (6563)
SwaI (6572)

NotI (6582)
EagI (6583)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTGCCGGCCACCATGGAGGTGGACACCGAGGAGAAGCGGCATCG

CACGCGGTCCAAAGGGGTTCGAGTTCCCGTGGAACCAGCCATACAAGAGCTGTTCAGCTGTCCCACCCCTGGCTGTGACGGCAGTGGTCATGTCAGTGGC

AAATATGCAAGACACAGAAGTGTATATGGTTGTCCCTTGGCGAAAAAAAGAAAAACACAAGATAAACAGCCCCAGGAACCTGCTCCTAAACGAAAGCCAT

TTGCCGTGAAAGCAGACAGCTCCTCAGTGGATGAGTGTGACGACAGTGATGGGACTGAGGACATGGATGAGAAGGAGGAGGATGAGGGGGAGGAGTACTC

CGAGGACAATGACGAGCCAGGGGATGAGGACGAGGAGGACGAGGAGGGGGACCGGGAGGAGGAGGAGGAGATCGAGGAGGAGGATGAGGACGATGACGAG

GATGGAGAAGATGTGGAGGATGAAGAAGAGGAAGAGGAGGAGGAGGAGGAGGAGGAAGAGGAAGAAGAAAACGAAGACCATCAAATGAATTGTCACAATA

CTCGAATAATGCAAGACACAGAAAAGGATGATAACAATAATGACGAATATGACAATTACGATGAACTGGTGGCCAAGTCATTGTTAAACCTCGGCAAAAT

CGCTGAGGATGCAGCCTACCGGGCCAGGACTGAGTCAGAAATGAACAGCAATACCTCCAATAGTCTGGAAGACGATAGTGACAAAAACGAAAACCTGGGT

CGGAAAAGTGAGTTGAGTTTAGACTTAGACAGTGATGTTGTTAGAGAAACAGTGGACTCCCTTAAACTATTAGCCCAAGGACACGGTGTTGTGCTCTCAG

AAAACATGAATGACAGAAATTATGCAGACAGCATGTCGCAGCAAGACAGTAGAAATATGAATTACGTCATGTTGGGGAAGCCCATGAACAATGGACTCAT

GGAAAAGATGGTGGAGGAGAGCGATGAGGAGGTGTGTCTGAGCAGTCTGGAGTGTTTGAGGAATCAGTGCTTCGACCTGGCCAGGAAGCTCAGTGAGACC

AACCCGCAGGAGAGGAATCCGCAGCAGAACATGAACATCCGTCAGCATGTCCGGCCAGAAGAGGACTTCCCAGGAAGGACGCCGGACAGAAACTACTCGG

ACATGCTGAACCTCATGCGGCTGGAGGAGCAGTTGAGCCCCCGGTCGAGAGTGTTTGCCAGCTGTGCGAAGGAGGATGGGTGTCATGAGCGGGACGACGA

TACCACCTCTGTGAACTCGGACAGGTCTGAAGAGGTGTTCGACATGACCAAGGGGAACCTGACCCTGCTGGAGAAAGCCATCGCTTTGGAAACGGAAAGA

GCAAAGGCCATGAGGGAGAAGATGGCCATGGAAGCTGGGAGGAGGGACAATATGAGGTCATATGAGGACCAGTCTCCGAGACAACTTCCCGGGGAGGACA

GAAAGCCTAAATCCAGTGACAGCCATGTCAAAAAGCCATACTATGATCCCTCAAGAACAGAAAAGAAAGAGAGCAAGTGTCCAACCCCCGGGTGTGATGG

AACCGGCCACGTAACTGGGCTGTACCCACATCACCGCAGCCTGTCCGGATGCCCGCACAAAGATAGGGTCCCTCCAGAAATCCTTGCCATGCATGAAAGT

GTCCTCAAGTGCCCCACTCCGGGCTGCACGGGGCGCGGGCATGTCAACAGCAACAGGAACTCCCACCGAAGCCTCTCCGGATGCCCGATCGCTGCAGCAG

AGAAACTGGCCAAGGCACAGGAAAAGCACCAGAGCTGCGACGTGTCCAAGTCCAGCCAGGCCTCGGACCGCGTGCTCAGGCCAATGTGCTTTGTGAAGCA

GCTGGAGATTCCTCAGTATGGCTACAGAAACAATGTCCCCACAACTACGCCGCGTTCCAACCTGGCCAAGGAGCTCGAGAAATATTCCAAGACCTCGTTT

GAATACAACAGTTACGACAACCATACTTATGGCAAGCGAGCCATAGCTCCCAAGGTGCAAACCAGGGATATATCCCCCAAAGGATATGATGATGCGAAGC

GGTACTGCAAGGACCCCAGCCCCAGCAGCAGCAGCACCAGCAGCTACGCGCCCAGCAGCAGCAGCAACCTGAGCTGCGGCGGGGGCAGCAGCGCCAGCAG

 M  E   V  D  T   E   E   K  R   H  R

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

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

F   A   V  K  A   D  S   S   S   V  D  E   C   D  D  S   D  G  T   E   D  M  D  E   K  E   E   D  E   G  E   E   Y   S

  E   D  N  D  E   P   G  D  E   D  E   E   D  E   E   G  D  R   E   E   E   E   E   I   E   E   E   D  E   D  D  D  E  

 D  G  E   D  V  E   D  E   E   E   E   E   E   E   E   E   E   E   E   E   E   E   E   N  E   D  H  Q  M  N  C  H  N  

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

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

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

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

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

 N  P   Q  E   R   N  P   Q  Q  N  M  N  I   R   Q  H  V  R   P   E   E   D  F   P   G  R   T   P   D  R   N  Y   S   

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

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

 A   K  A   M  R   E   K  M  A   M  E   A   G  R   R   D  N  M  R   S   Y   E   D  Q  S   P   R   Q  L   P   G  E   D  

R   K  P   K  S   S   D  S   H  V  K  K  P   Y   Y   D  P   S   R   T   E   K  K  E   S   K  C  P   T   P   G  C  D  G

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

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

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

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

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

R   Y   C   K  D  P   S   P   S   S   S   S   T   S   S   Y   A   P   S   S   S   S   N  L   S   C   G  G  G  S   S   A   S   S

SgfI (6)
PvuI (7)

MfeI (82)

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

NgoMIV (441)

KasI (535) SgrAI (551)
AgeI (552)

NgoMIV (558)

XcmI (563)
NcoI (566)

ScaI (893)

Tth111I (1227)

BspHI (1782)
BsrBI (1786)

NcoI (1925) NdeI (1958)

BspEI (2143) SandI (2165) NsiI (2188)
Ppu10I (2188)

BspEI (2275) PvuI (2285)
PstI (2291)

StuI (2357)
RsrII (2363)

XhoI (2473)
SspI (2480)
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401

501

601

701

801
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1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101
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2301

2401

2501

2601

1

11

45

78

111

145

178

211

245
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311

345

378

411

445

478

511

545

578

611

645

678



CACGTGCAGCAAGAGCAGCTTCGACTACACGCACGACATGGAGGCGGCCCACATGGCGGCCACCGCCATCCTCAACCTGTCCACGCGCTGCCGCGAGATG

CCGCAGAACCTGAGCACCAAGCCGCAGGACCTGTGCGCCACGCGGAACCCTGACATGGAGGTGGATGAGAACGGGACCCTGGACCTCAGCATGAACAAGC

AGAGGCCGCGGGACAGCTGCTGCCCCATCCTGACCCCTCTGGAGCCCATGTCCCCCCAGCAGCAGGCAGTGATGAACAACCGGTGTTTCCAGCTGGGCGA

GGGCGACTGCTGGGACTTGCCCGTAGACTACACCAAAATGAAACCCCGGAGGATAGACGAGGACGAGTCCAAAGACATTACTCCAGAAGACTTGGACCCA

TTCCAGGAGGCTCTAGAAGAAAGACGGTATCCCGGGGAGGTGACCATCCCAAGTCCCAAACCCAAGTACCCTCAGTGCAAGGAGAGCAAAAAGGACTTAA

TAACTCTGTCTGGCTGCCCCCTGGCGGACAAAAGCATTCGAAGTATGCTGGCCACCAGCTCCCAAGAACTCAAGTGCCCCACGCCTGGCTGTGATGGTTC

TGGACATATCACCGGCAATTATGCTTCTCATCGGAGCCTTTCAGGTTGCCCAAGAGCAAAGAAAAGTGGTATCAGGATAGCACAGAGCAAAGAAGATAAA

GAAGATCAAGAACCCATCAGGTGTCCGGTCCCCGGGTGCGACGGCCAGGGCCACATCACTGGGAAGTACGCGTCCCATCGCAGCGCCTCCGGGTGCCCCT

TGGCGGCCAAGAGGCAGAAAGACGGGTACCTGAATGGCTCCCAGTTCTCCTGGAAGTCGGTCAAGACGGAAGGCATGTCCTGCCCCACGCCAGGATGCGA

CGGCTCAGGCCACGTCAGCGGCAGCTTCCTCACACACCGCAGCTTGTCAGGATGCCCGAGAGCCACGTCAGCGATGAAGAAGGCAAAGCTTTCTGGAGAG

CAGATGCTGACCATCAAACAGCGGGCCAGCAACGGTATAGAAAATGATGAAGAAATCAAACAGTTAGATGAAGAAATCAAGGAGCTAAATGAATCCAATT

CCCAGATGGAAGCCGATATGATTAAACTCAGAACTCAGATTACCACGATGGAGAGCAACCTGAAGACCATCGAAGAGGAGAACAAAGTGATTGAGCAGCA

GAACGAGTCTCTCCTCCACGAGCTGGCGAACCTGAGCCAGTCTCTGATCCACAGCCTGGCTAACATCCAGCTGCCGCACATGGATCCAATCAATGAACAA

AATTTTGATGCTTACGTGACTACTTTGACGGAAATGTATACAAATCAAGATCGTTATCAGAGTCCAGAAAATAAAGCCCTACTGGAAAATATAAAGCAGG

CTGTGAGAGGAATTCAGGTCTGAACAGCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAA

ATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTT

CAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCC

AAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCT

TTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGT

AAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAG

TTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATG

AGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGG

GGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCC

AATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCG

ACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGG

CCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTC

ACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTT

 •  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 

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

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

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

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

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

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

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

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

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

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

 Q  M  L   T   I   K  Q  R   A   S   N  G  I   E   N  D  E   E   I   K  Q  L   D  E   E   I   K  E   L   N  E   S   N  

S   Q  M  E   A   D  M  I   K  L   R   T   Q  I   T   T   M  E   S   N  L   K  T   I   E   E   E   N  K  V  I   E   Q  Q

  N  E   S   L   L   H  E   L   A   N  L   S   Q  S   L   I   H  S   L   A   N  I   Q  L   P   H  M  D  P   I   N  E   Q 

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

A   V  R   G  I   Q  V  • 

BbrPI (2700)

SandI (2872)

SacII (2905) AgeI (2978)

XbaI (3111) BstEII (3138)

BstBI (3236)

MluI (3467)

Acc65I (3524)

HindIII (3685)

XcmI (3794)

BamHI (3981)

Bst1107I (4035)
BsaBI (4048)

EcoRI (4109) NheI (4129)

HpaI (4267) MfeI (4278)

EcoRI (4363)

SspI (4602) SwaI (4616)

StuI (5041)

XmnI (5183)
BspHI (5191)

AseI (5249)

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

4501

4601

4701

4801

4901

5001

5101

5201

5300

141

131

98

65

31

711

745

778

811

845

878

911

945

978

1011

1045

1078

1111

1145

1178



GATTTA C T A G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCC

AAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGG

CCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGA

CGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTA

CCGTAAGTTATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTT

TCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCC

TGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCA

CGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACT

ATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGA

GTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGC

TCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGA

TCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAA

ATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAA
AATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

SpeI (5404)

SnaBI (5532)

NdeI (5637)

SdaI (5815)
PstI (5816)

PacI (5823) BspLU11I (5833)

ApaLI (6147)

PacI (6563) SwaI (6572) NotI (6582)
EagI (6583)

5400

5499

5599

5699

5799

5897

5997

6097

6197

6297

6397

6497

6597
6697
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