
100

pUNO1-mSLAMF7a
(4202 bp)

BsrS2 SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hEF1-HTLV prom

hCMV enh

hCMV prom

EM7

mSLAMF7 (CD319,CRACC)

SgfI (6)
PvuI (7)

EcoNI (96)
Psp1406I (203)

PvuII (239)
HindIII (245)

EcoNI (287)
Bsu36I (291)

NaeI (441)
NgoMI (441)

KasI (535)
AgeI (552)
BstEII (555)

NcoI (560)

NcoI (743)

BstEII (948)
BspLU11I (1000)
PvuII (1038)
BspHI (1074)
Eco147I (1124)
StuI (1124)
NsiI (1134)
Ppu10I (1134)
MscI (1139)

HindIII (1542)
XbaI (1559)

NheI (1584)
MscI (1590)

HpaI (1722)

EcoRI (1818)

SspI (2057)
SwaI (2071)

EcoO109I (2132)
SacI (2332)

BstXI (2361)
Eco147I (2496)

StuI (2496)
XmnI (2638)
BspHI (2646)

AseI (2704)
VspI (2704)
SacI (2761)

SpeI (2859)

Eco105I (2987)
SnaBI (2987)

NdeI (3092)

SdaI (3270)
PstI (3271)

PacI (3278)
BspLU11I (3288)

ApaLI (3602)

PacI (4018)
SwaI (4027)

NotI (4037)
EagI (4038)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGCTCGTTTCTCAACGTACATCATCTTTACCTCTGT

CCTCTGTCAGCTAACAGTCACAGCAGCTTCTGGAACTCTGAAGAAGGTGGCCGGTGCCCTTGATGGATCTGTGACATTCACTCTGAATATCACTGAAATA

AAGGTTGACTATGTTGTATGGACGTTCAACACATTCTTTCTTGCCATGGTAAAAAAAGACGGCGTTACATCACAAAGTAGTAACAAAGAAAGGATAGTCT

TTCCAGATGGACTCTACTCCATGAAGCTCAGCCAATTGAAGAAGAATGACTCTGGAGCCTACCGTGCAGAGATTTACAGTACATCGAGTCAGGCTTCCTT

AATCCAGGAGTATGTGCTGCATGTCTACAAGCATTTGTCAAGGCCCAAGGTCACCATAGATCGGCAAAGCAACAAGAATGGCACCTGCGTAATCAATCTG

ACATGTTCCACGGATCAGGACGGGGAGAATGTAACCTACAGCTGGAAAGCTGTGGGGCAGGGGGACAATCAGTTTCATGATGGTGCCACCCTCTCCATCG

CCTGGAGATCAGGAGAGAAAGACCAGGCCTTAACATGCATGGCCAGGAATCCAGTCAGCAACAGTTTCTCAACCCCCGTCTTTCCCCAGAAGCTCTGTGA

AGATGCTGCCACGGATCTAACTTCACTCAGGGGCATCCTATACATCCTGTGCTTCTCAGCAGTGCTCATCCTATTTGCTGTCTTGCTGACTATTTTTCAT

ACTACGTGGATAAAGAAAAGAAAAGGATGTGAGGAAGACAAGAAGAGAGTGGACAGGCACCAGGAAATGCCCGACTTGTGCCCTCACTTAGAGGAGAACG

CAGACTATGACACAATCCCTTACACGGAAAAAAGAAGACCAGAAGAAGATGCACCAAACACATTTTATTCCACTGTGCAGATCCCCAAAGTGGTAAAGAG

TCCCAGCTCCCTGCCTGCAAAGCCACTCGTGCCAAGGTCATTAAGCTTTGAAAATGTTATCTAGATGACAGCACTCCGTCCTCTGCTAGCTGGCCAGACA

TGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAAC

CATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAAC

CTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGC

ATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTA

GCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAA

ATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATT

GGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATG

AGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGT

GCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGC

 •  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  

 M  A   R   F   S   T   Y   I   I   F   T   S   V

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

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

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

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

 T   C   S   T   D  Q  D  G  E   N  V  T   Y   S   W  K  A   V  G  Q  G  D  N  Q  F   H  D  G  A   T   L   S   I   

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

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

 T   T   W  I   K  K  R   K  G  C  E   E   D  K  K  R   V  D  R   H  Q  E   M  P  D  L   C   P   H  L   E   E   N  

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

  P   S   S   L   P   A   K  P   L   V  P   R   S   L   S   F   E   N  V  I   • 

SgfI (6)
PvuI (7)

EcoNI (96)

Psp1406I (203) PvuII (239)
HindIII (245)

EcoNI (287)
Bsu36I (291)

NaeI (441)
NgoMI (441)

KasI (535) AgeI (552)
BstEII (555)

NcoI (560)

NcoI (743)

BstEII (948)

BspLU11I (1000) PvuII (1038) BspHI (1074)

Eco147I (1124)
StuI (1124)

NsiI (1134)
Ppu10I (1134)

MscI (1139)

HindIII (1542) XbaI (1559) NheI (1584)
MscI (1590)

HpaI (1722)

EcoRI (1818)

SspI (2057) SwaI (2071)

EcoO109I (2132)

SacI (2332) BstXI (2361)

Eco147I (2496)
StuI (2496)

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

141

116

83

1

13

47

80

113

147

180

213

247

280

313



CTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTG

GCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCC

GATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTAC

CGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTA C T A G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGA

GACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTA

CTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGA

TACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCA

TTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAG

CAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTC

AAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACC

GGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGG

GCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGC

AGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTA

TTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTG

TTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTA

AGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAAT

CGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTA
TCGAA

 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 

XmnI (2638)
BspHI (2646)

AseI (2704)
VspI (2704)

SacI (2761)

SpeI (2859)

Eco105I (2987)
SnaBI (2987)

NdeI (3092)

SdaI (3270)
PstI (3271)

PacI (3278) BspLU11I (3288)

ApaLI (3602)

PacI (4018) SwaI (4027) NotI (4037)
EagI (4038)

2501

2601

2701

2801

2900

3000

3100

3200

3298

3398

3498

3598

3698

3798

3898

3998

4098
4198

50

16
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