
100

pUNO1-mG3BP1
(4580 bp)

BsrS2

SV40 p(A)(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

mG3BP1

SgfI (6)
PvuI (7)

MfeI (82)
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PvuII (239)
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NgoMIV (441)
AgeI (552)

BstEII (555)
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BbrPI (796)
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RsrII (1769)
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StuI (2874)

XmnI (3016)
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SdaI (3648)
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PacI (3656)
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PacI (4396)
SwaI (4405)
NotI (4415)
EagI (4416)
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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGTTATGGAGAAGCCTAGTCCCCTGCTGGTCGGGCG

GGAGTTTGTGCGACAGTACTACACTCTGCTGAACCAGGCCCCGGACATGTTGCACAGATTTTATGGAAAGAACTCTTCCTATGCCCACGGGGGCTTGGAT

TCCAACGGGAAGCCAGCAGATGCAGTCTACGGGCAGAAGGAAATCCACAGGAAAGTGATGTCACAAAACTTCACCAACTGCCACACCAAGATCCGCCACG

TGGATGCTCACGCAACTCTGAATGACGGGGTGGTGGTCCAAGTGATGGGGCTACTGTCCAACAACAACCAGGCTCTGCGGAGGTTCATGCAGACCTTTGT

CCTTGCTCCTGAGGGCTCTGTTGCCAACAAATTCTATGTTCACAACGACATCTTCAGGTACCAAGATGAGGTCTTCGGTGGCTTTGTCACAGAGCCTCAA

GAGGAATCCGAGGAAGAAGTAGAAGAACCTGAAGAAAGACAGCAGACACCAGAGGTGGTGCCTGATGATTCTGGAACTTTCTATGATCAGACTGTCAGCA

ATGACTTGGAGGAGCATTTAGAGGAGCCTGTAGTGGAACCAGAACCGGAGCCAGAGCCGGAGCCGGAGCCGGAACCTGTGTCCGACATTCAAGAGGACAA

GCCTGAGGCTGCATTGGAAGAAGCTGCTCCCGACGATGTGCAGAAGAGCACTTCCCCGGCCCCGGCTGATGTGGCCCCGGCACAGGAGGACTTGAGGACG

TTTTCTTGGGCATCTGTGACGAGTAAGAACCTTCCTCCCAGTGGGGCTGTTCCAGTGACGGGGACACCACCTCATGTGGTCAAAGTGCCAGCGTCACAGC

CCCGTCCAGAATCTAAACCTGACTCTCAGATCCCACCACAAAGGCCTCAGAGAGATCAGAGAGTTCGAGAGCAGCGAATCAATATCCCTCCTCAGAGAGG

ACCCCGACCAATCCGTGAGGCTGGTGAACCAGGAGATGTGGAACCTCGAAGGATGGTGAGGCACCCTGACAGTCACCAGCTCTTCATTGGGAACCTGCCA

CATGAGGTTGACAAGTCGGAACTGAAGGATTTTTTCCAAAATTTTGGCAATGTGGTGGAGCTGCGCATCAACAGTGGTGGGAAGTTACCCAATTTCGGTT

TTGTTGTGTTTGATGATTCTGAACCTGTTCAGAAGGTCCTTAGTAATAGGCCCATCATGTTCCGAGGCGCGGTCCGCCTGAATGTGGAAGAGAAGAAGAC

TCGAGCTGCCAGAGAAGGCGACCGCAGGGATAACCGCCTTCGGGGACCTGGAGGCCCCCGTGGTGGGCCGAGTGGTGGGATGAGAGGCCCTCCCCGCGGA

GGCATGGTGCAGAAACCAGGCTTTGGCGTGGGCAGGGGGATTACAACTCCAAGGCAGTGAATGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTT

TGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAA

GTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAAT

TCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCC

AATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTT

 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   A   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   T   V   S   

N   D   L   E   E   H   L   E   E   P   V   V   E   P   E   P   E   P   E   P   E   P   E   P   E   P   V   S   D   I   Q   E   D   K

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

P   R   P   E   S   K   P   D   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   P   G   D   V   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   N   F   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   A   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   P   S   G   G   M   R   G   P   P   R   G  

 G   M   V   Q   K   P   G   F   G   V   G   R   G   I   T   T   P   R   Q   •  

SgfI (6)
PvuI (7)

MfeI (82)

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

NgoMIV (441)

AgeI (552)
BstEII (555)

NcoI (560)

ScaI (614) BspLU11I (644)

BbrPI (796)

PshAI (891)

Acc65I (956)

StuI (1441)

XcmI (1575)

FspI (1661)

XmnI (1720) RsrII (1769) XhoI (1799)

SacII (1893)

BstAPI (1953)
NheI (1962)

MscI (1968)

HpaI (2100) MfeI (2111) EcoRI (2196)

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



AAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATC

CAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTC

TAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCAT

AGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTC

AAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATG

ATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGAT

CCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGC

GTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGC

GGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCA

AACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATA

AGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTG

GGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGG

TCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAA

CCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACA

GGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTT

CGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCA

GCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGC

AGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGC

CAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAG

AAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAA

TTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCA
AAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   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  

SspI (2435) SwaI (2449)

SacI (2710)

StuI (2874)

XmnI (3016) AseI (3082)

SacI (3139)

SpeI (3237)

SnaBI (3365)

NdeI (3470)

SdaI (3648)
PstI (3649)

PacI (3656)

BspLU11I (3666)

ApaLI (3980)

PacI (4396)

SwaI (4405) NotI (4415)
EagI (4416)

2401

2501

2601

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401
4501

141
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42
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