
100

pUNO1-hG3BP1
(4613 bp)

BsrS2

SV40 p(A)(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

hG3BP1

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

PvuII (239)
HindIII (245)

NgoMIV (441)
AgeI (552)

BstEII (555)
BstXI (560)
NcoI (560)

NcoI (684)

Psp1406I (891)

EcoRV (946)

Acc65I (1056)

PstI (1265)

DraIII (1340)

SspI (1486)
SandI (1503)

XcmI (1581)
BspHI (1605)

FspI (1667)

NheI (1995)
MscI (2001)

HpaI (2133)
MfeI (2144)

EcoRI (2229)
SapI (2411)

SspI (2468)
SwaI (2482)

SacI (2743)
BstXI (2772)

StuI (2907)

XmnI (3049)
AseI (3115)

SacI (3172)

SpeI (3270)

SnaBI (3398)

NdeI (3503)

SdaI (3681)
PstI (3682)
PacI (3689)

BspLU11I (3699)

ApaLI (4013)

PacI (4429)
SwaI (4438)
NotI (4448)
EagI (4449)

19D01v40



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGTGATGGAGAAGCCTAGTCCCCTGCTGGTCGGGCG

GGAATTTGTGAGACAGTATTACACACTGCTGAACCAGGCCCCAGACATGCTGCATAGATTTTATGGAAAGAACTCTTCTTATGTCCATGGGGGATTGGAT

TCAAATGGAAAGCCAGCAGATGCAGTCTACGGACAGAAAGAAATCCACAGGAAAGTGATGTCACAAAACTTCACCAACTGCCACACCAAGATTCGCCATG

TTGATGCTCATGCCACGCTAAATGATGGTGTGGTAGTCCAGGTGATGGGGCTTCTCTCTAACAACAACCAGGCTTTGAGGAGATTCATGCAAACGTTTGT

CCTTGCTCCTGAGGGGTCTGTTGCAAATAAATTCTATGTTCACAATGATATCTTCAGATACCAAGATGAGGTCTTTGGTGGGTTTGTCACTGAGCCTCAG

GAGGAGTCTGAAGAAGAAGTAGAGGAACCTGAAGAAAGACAGCAAACACCTGAGGTGGTACCTGATGATTCTGGAACTTTCTATGATCAGGCAGTTGTCA

GTAATGACATGGAAGAACATTTAGAGGAGCCTGTTGCTGAACCAGAGCCTGATCCTGAACCAGAACCAGAACAAGAACCTGTATCTGAAATCCAAGAGGA

AAAGCCTGAGCCAGTATTAGAAGAAACTGCCCCTGAGGATGCTCAGAAGAGTTCTTCTCCAGCACCTGCAGACATAGCTCAGACAGTACAGGAAGACTTG

AGGACATTTTCTTGGGCATCTGTGACCAGTAAGAATCTTCCACCCAGTGGAGCTGTTCCAGTTACTGGGATACCACCTCATGTTGTTAAAGTACCAGCTT

CACAGCCCCGTCCAGAGTCTAAGCCTGAATCTCAGATTCCACCACAAAGACCTCAGCGGGATCAAAGAGTGCGAGAACAACGAATAAATATTCCTCCCCA

AAGGGGACCCAGACCAATCCGTGAGGCTGGTGAGCAAGGTGACATTGAACCCCGAAGAATGGTGAGACACCCTGACAGTCACCAACTCTTCATTGGCAAC

CTGCCTCATGAAGTGGACAAATCAGAGCTTAAAGATTTCTTTCAAAGTTATGGAAACGTGGTGGAGTTGCGCATTAACAGTGGTGGGAAATTACCCAATT

TTGGTTTTGTTGTGTTTGATGATTCTGAGCCTGTTCAGAAAGTCCTTAGCAACAGGCCCATCATGTTCAGAGGTGAGGTCCGTCTGAATGTCGAAGAGAA

GAAGACTCGAGCTGCCAGGGAAGGCGACCGACGAGATAATCGCCTTCGGGGACCTGGAGGCCCTCGAGGTGGGCTGGGTGGTGGAATGAGAGGCCCTCCC

CGTGGAGGCATGGTGCAGAAACCAGGATTTGGAGTGGGAAGGGGGCTTGCGCCACGGCAGTGAATCTTCATGGATCTTCATGCAGCCATACAAACGCTAG

CTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCT

TTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAA

GCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGG

ATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAA

 M   V   M   E   K   P   S   P   L   L   V   G   R

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

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

V   D   A   H   A   T   L   N   D   G   V   V   V   Q   V   M   G   L   L   S   N   N   N   Q   A   L   R   R   F   M   Q   T   F   V

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

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

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

  K   P   E   P   V   L   E   E   T   A   P   E   D   A   Q   K   S   S   S   P   A   P   A   D   I   A   Q   T   V   Q   E   D   L  

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

S   Q   P   R   P   E   S   K   P   E   S   Q   I   P   P   Q   R   P   Q   R   D   Q   R   V   R   E   Q   R   I   N   I   P   P   Q

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

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

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

  K   T   R   A   A   R   E   G   D   R   R   D   N   R   L   R   G   P   G   G   P   R   G   G   L   G   G   G   M   R   G   P   P  

 R   G   G   M   V   Q   K   P   G   F   G   V   G   R   G   L   A   P   R   Q   •  

SgfI (6)
PvuI (7)

MfeI (82)

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

NgoMIV (441)

AgeI (552)
BstEII (555)

BstXI (560)

NcoI (560)

NcoI (684)

Psp1406I (891)

EcoRV (946)

Acc65I (1056)

PstI (1265)

DraIII (1340)

SspI (1486)

SandI (1503) XcmI (1581)

BspHI (1605) FspI (1667)

NheI (1995)

MscI (2001)

HpaI (2133) MfeI (2144)

EcoRI (2229)

1

101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

2301

1

13

47

80

113

147

180

213

247

280

313

347

380

413

447



GGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGC

AATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTT

TAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCAT

TCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATC

AGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTG

CCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGA

TCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGA

TATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCG

TACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCA

ATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATA

CGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACT

TGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGA

ACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAA

CATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAAT

CGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGC

CGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTC

CAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCG

CCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAA

GAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGG

TTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAAC

TCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTT

GTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACA
TTTCTCTATCGAA

 •   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 (2411) SspI (2468) SwaI (2482)

SacI (2743) BstXI (2772)

StuI (2907)

XmnI (3049)

AseI (3115) SacI (3172)

SpeI (3270)

SnaBI (3398)

NdeI (3503)

SdaI (3681)
PstI (3682)

PacI (3689)

BspLU11I (3699)

ApaLI (4013)

PacI (4429) SwaI (4438) NotI (4448)
EagI (4449)

2401

2501

2601

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

4501
4601

141

120

87

53

20
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