
100

pUNO1-mAAMP
(4513 bp)

BsrS2

SV40 p(A)
(h) ßglobin p(A)

pMB1 ori

hEF1-HTLV prom

hCMV enh

hCMV prom

EM7

mAAMP

SgfI (6)
PvuI (7)

MfeI (82) Psp1406I (203)
HindIII (245)

Bsu36I (291)
NaeI (441)
NgoMIV (441)

KasI (535)
AgeI (552)

NcoI (560)
BsrBI (579)

BsrBI (584)
NotI (586)
EagI (587)
BamHI (660)

StuI (908)

Acc65I (1273)
Asp718I (1273)

XcmI (1433)

PstI (1539)

BsrGI (1682)

HpaI (1865)
NheI (1895)

HpaI (2033)
MfeI (2044)

EcoRI (2129)
SspI (2368)

SwaI (2382)

SacI (2643)

StuI (2807)

XmnI (2949)
BspHI (2957)

AseI (3015)
SacI (3072)

SpeI (3170)

SnaBI (3298)

NdeI (3403)

SdaI (3581)
PstI (3582)
PacI (3589)

BspLU11I (3599)

ApaLI (3913)

PacI (4329)
SwaI (4338)
NotI (4348)
EagI (4349)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGAGTCCGAATCGGAGAGCGGAGCGGCCGCTGACAC

CCCGCCTCTGGAGACTCTGAGCTTTCACGGAGATGAAGAGATCATTGAGGTGGTAGAGCTGGATCCAGGCCCGCCGGACCCGGATGATCTGGCCCAGGAG

ATGGAAGACGTGGACTTTGAGGAAGAGGAAGAAGAAGAAGAGGGCAATGACGAGGGCTGGGTCTTGGAACCCCAGGAAGGGGTGGTCGGTAGCATGGAGG

GCCCGGATGATAGTGAGGTCACCTTTGCATTGCACTCAGCGTCTGTGTTCTGTGTGAGCCTGGACCCCAAAACCAACACCTTGGCAGTGACAGGGGGCGA

AGACGACAAGGCCTTCGTGTGGAGGCTCGGTGATGGAGAGCTGCTCTTTGAGTGTGCAGGCCACAAAGACTCTGTGACATGCGCTGGTTTCAGTCACGAT

TCCACCCTAGTGGCCACAGGGGACATGAGTGGTCTTTTGAAAGTATGGCAGGTAGACACCAAGGAAGAAGTCTGGTCCTTTGAAGCAGGAGACCTGGAGT

GGATGGAGTGGCACCCTCGGGCTCCTGTCCTGTTGGCGGGCACAGCCGATGGCAACACTTGGATGTGGAAGGTCCCGAATGGTGACTGTAAGACCTTTCA

GGGCCCCAACTGCCCTGCAACCTGTGGCCGCGTCCTCCCTGATGGGAAGAGAGCTGTGGTAGGGTATGAAGATGGTACCATCAGGATCTGGGACCTCAAG

CAAGGAAACCCCATCCATGTACTAAAAGGGACTGAGGGTCATCAGGGCCCTCTGACCTGTGTAGCCACCAACCAGGATGGCAGTCTGATCCTGACTGGCT

CTGTAGACTGCCAGGCCAAGCTGGTCAGTGCCACCACTGGCAAGGTGGTGGGTGTGTTCAGACCTGAGACAGTCGCCTCCCAGCCCAGCCTGGGAGAGGG

GGAGGAGAGTGAGTCTAACTCCGTGGAGTCCTTGGGCTTCTGCAGTGTCATGCCTCTGGCCGCTGTTGGCTATCTGGACGGAACCTTGGCCATCTATGAC

CTGTCTACGCAGACACTCCGGCACCAATGTCAGCACCAGTCGGGCATTGTTCAGCTGCTGTGGGAGGCTGGCACTGCTGTGGTGTACACCTGTAGCCTGG

ATGGTGTTGTACGTCTCTGGGATGCCCGGACTGGCCGCCTGCTTACTGACTACCGGGGCCACACTGCTGAGATCCTGGACTTTGCCCTCAGCAAAGATGC

TTCCCTGGTGGTGACCACATCAGGAGACCACAAAGCAAAAGTATTTTGTGTCCAGAGACCTGACCGTTAACAGCTGTAGCCTCTGGCATGGTGTCGCTAG

CTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCT

TTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAA

GCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGG

ATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAA

GGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGC

AATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTT

TAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCAT

TCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATC

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

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

 L   S   T   Q  T   L   R   H  Q  C  Q  H  Q  S   G  I   V  Q  L   L   W  E   A   G  T   A   V  V  Y   T   C  S   L   
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SgfI (6)
PvuI (7)

MfeI (82)

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

NaeI (441)
NgoMIV (441)

KasI (535) AgeI (552)
NcoI (560)

BsrBI (579)
BsrBI (584)

NotI (586)

EagI (587)

BamHI (660)

StuI (908)

Acc65I (1273)
Asp718I (1273)

XcmI (1433)

PstI (1539)

BsrGI (1682)

HpaI (1865) NheI (1895)

HpaI (2033) MfeI (2044)

EcoRI (2129)

SspI (2368) SwaI (2382)
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201
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401

501

601

701

801
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1001

1101

1201

1301
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1501

1601

1701

1801

1901

2001

2101

2201

2301

2401

2501

2601

141
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1

13
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147
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213

247

280

313
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380
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AGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTG

CCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGA

TCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGA

TATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACC

GTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTA C T A G TCAAAACAAACTCCCATTGACGT

CAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAA

TACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTA

CTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGG

GAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCC T G C AG G TT AA TTA

AGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAA

AAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACC

CTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTC

GCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTT

ATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACT

AGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCG

GTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGA

AAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTT

TTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAG
AACATTTCTCTATCGAA

 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 
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XmnI (2949)
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SnaBI (3298)
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PstI (3582)

PacI (3589)
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2701

2801

2901

3001

3100

3199

3299

3399

3499

3597

3697

3797

3897

3997

4097
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