
150

pUNO1-hEGFRa
(6872 bp)BsrS2

SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

hEGFR (ERBB1) isoform 1

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

HindIII (245)
NgoMIV (441)

AgeI (552)
SphI (560)

EagI (578)
Eco47III (588)

BspLU11I (1085)

SmaI (1289)
XmaI (1289)
BbrPI (1335)

NgoMIV (2398)

DraIII (2639)

BbrPI (2878)

ApaLI (3061)
BstEII (3264)

BglII (3326)
ClaI (3382)

Eco47III (3488)
NsiI (3520)

StuI (3859)

NheI (4254)
HpaI (4392)
MfeI (4403)

SapI (4670)

SwaI (4741)

StuI (5166)

XmnI (5308)
BspHI (5316)

AseI (5374)

SpeI (5529)

SnaBI (5657)

SdaI (5940)
PacI (5948)

BspLU11I (5958)

ApaLI (6272)

PacI (6688)
SwaI (6697)

NotI (6707)
EagI (6708)

14I05v11



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCAGCATGCGACCCTCCGGGACGGCCGGGGCAGCGCTCCTGGC

GCTGCTGGCTGCGCTCTGCCCGGCGAGTCGGGCTCTGGAGGAAAAGAAAGTTTGCCAAGGCACGAGTAACAAGCTCACGCAGTTGGGCACTTTTGAAGAT

CATTTTCTCAGCCTCCAGAGGATGTTCAATAACTGTGAGGTGGTCCTTGGGAATTTGGAAATTACCTATGTGCAGAGGAATTATGACCTTTCCTTCTTAA

AGACCATCCAGGAGGTGGCTGGTTATGTCCTCATTGCCCTCAACACAGTGGAGCGAATTCCTTTGGAAAACCTGCAGATCATCAGAGGAAATATGTACTA

CGAAAATTCCTATGCCTTAGCAGTCTTATCTAACTATGATGCAAATAAAACCGGACTGAAGGAGCTGCCCATGAGAAATTTACAGGAAATCCTGCATGGC

GCCGTGCGGTTCAGCAACAACCCTGCCCTGTGCAACGTGGAGAGCATCCAGTGGCGGGACATAGTCAGCAGTGACTTTCTCAGCAACATGTCGATGGACT

TCCAGAACCACCTGGGCAGCTGCCAAAAGTGTGATCCAAGCTGTCCCAATGGGAGCTGCTGGGGTGCAGGAGAGGAGAACTGCCAGAAACTGACCAAAAT

CATCTGTGCCCAGCAGTGCTCCGGGCGCTGCCGTGGCAAGTCCCCCAGTGACTGCTGCCACAACCAGTGTGCTGCAGGCTGCACAGGCCCCCGGGAGAGC

GACTGCCTGGTCTGCCGCAAATTCCGAGACGAAGCCACGTGCAAGGACACCTGCCCCCCACTCATGCTCTACAACCCCACCACGTACCAGATGGATGTGA

ACCCCGAGGGCAAATACAGCTTTGGTGCCACCTGCGTGAAGAAGTGTCCCCGTAATTATGTGGTGACAGATCACGGCTCGTGCGTCCGAGCCTGTGGGGC

CGACAGCTATGAGATGGAGGAAGACGGCGTCCGCAAGTGTAAGAAGTGCGAAGGGCCTTGCCGCAAAGTGTGTAACGGAATAGGTATTGGTGAATTTAAA

GACTCACTCTCCATAAATGCTACGAATATTAAACACTTCAAAAACTGCACCTCCATCAGTGGCGATCTCCACATCCTGCCGGTGGCATTTAGGGGTGACT

CCTTCACACATACTCCTCCTCTGGATCCACAGGAACTGGATATTCTGAAAACCGTAAAGGAAATCACAGGGTTTTTGCTGATTCAGGCTTGGCCTGAAAA

CAGGACGGACCTCCATGCCTTTGAGAACCTAGAAATCATACGCGGCAGGACCAAGCAACATGGTCAGTTTTCTCTTGCAGTCGTCAGCCTGAACATAACA

TCCTTGGGATTACGCTCCCTCAAGGAGATAAGTGATGGAGATGTGATAATTTCAGGAAACAAAAATTTGTGCTATGCAAATACAATAAACTGGAAAAAAC

TGTTTGGGACCTCCGGTCAGAAAACCAAAATTATAAGCAACAGAGGTGAAAACAGCTGCAAGGCCACAGGCCAGGTCTGCCATGCCTTGTGCTCCCCCGA

GGGCTGCTGGGGCCCGGAGCCCAGGGACTGCGTCTCTTGCCGGAATGTCAGCCGAGGCAGGGAATGCGTGGACAAGTGCAACCTTCTGGAGGGTGAGCCA

AGGGAGTTTGTGGAAAACTCTGAGTGCATACAGTGCCACCCAGAGTGCCTGCCTCAGGCCATGAACATCACCTGCACAGGACGGGGACCAGACAACTGTA

TCCAGTGTGCCCACTACATTGACGGCCCCCACTGCGTCAAGACCTGCCCGGCAGGAGTCATGGGAGAAAACAACACCCTGGTCTGGAAGTACGCAGACGC

CGGCCATGTGTGCCACCTGTGCCATCCAAACTGCACCTACGGATGCACTGGGCCAGGTCTTGAAGGCTGTCCAACGAATGGGCCTAAGATCCCATCCATC

GCCACTGGGATGGTGGGGGCCCTCCTCTTGCTGCTGGTGGTGGCCCTGGGGATCGGCCTCTTCATGCGAAGGCGCCACATCGTTCGGAAGCGCACGCTGC

GGAGGCTGCTGCAGGAGAGGGAGCTTGTGGAGCCTCTTACACCCAGTGGAGAAGCTCCCAACCAAGCTCTCTTGAGGATCTTGAAGGAAACTGAATTCAA

AAAGATCAAAGTGCTGGGCTCCGGTGCGTTCGGCACGGTGTATAAGGGACTCTGGATCCCAGAAGGTGAGAAAGTTAAAATTCCCGTCGCTATCAAGGAA

TTAAGAGAAGCAACATCTCCGAAAGCCAACAAGGAAATCCTCGATGAAGCCTACGTGATGGCCAGCGTGGACAACCCCCACGTGTGCCGCCTGCTGGGCA

TCTGCCTCACCTCCACCGTGCAGCTCATCACGCAGCTCATGCCCTTCGGCTGCCTCCTGGACTATGTCCGGGAACACAAAGACAATATTGGCTCCCAGTA

 M  R   P   S   G  T   A   G  A   A   L   L   A

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

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

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

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

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

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

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

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

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

  D  S   Y   E   M  E   E   D  G  V  R   K  C  K  K  C  E   G  P   C   R   K  V  C  N  G  I   G  I   G  E   F   K 

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

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

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

 S   L   G  L   R   S   L   K  E   I   S   D  G  D  V  I   I   S   G  N  K  N  L   C   Y   A   N  T   I   N  W  K  K  

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

  G  C  W  G  P   E   P   R   D  C  V  S   C   R   N  V  S   R   G  R   E   C   V  D  K  C  N  L   L   E   G  E   P  

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

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

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

 A   T   G  M  V  G  A   L   L   L   L   L   V  V  A   L   G  I   G  L   F   M  R   R   R   H  I   V  R   K  R   T   L   

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

  K  I   K  V  L   G  S   G  A   F   G  T   V  Y   K  G  L   W  I   P   E   G  E   K  V  K  I   P   V  A   I   K  E  

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

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

SgfI (6)
PvuI (7)

MfeI (82)

Psp1406I (203) HindIII (245)

NgoMIV (441)

AgeI (552)
SphI (560)

EagI (578) Eco47III (588)

BspLU11I (1085)

SmaI (1289)
XmaI (1289)

BbrPI (1335)

NgoMIV (2398)

DraIII (2639)

BbrPI (2878)

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

2501

2601

2701

2801

2901

1

13

47

80

113

147

180

213

247

280

313

347

380

413

447

480

513

547

580

613

647

680

713

747

780



CCTGCTCAACTGGTGTGTGCAGATCGCAAAGGGCATGAACTACTTGGAGGACCGTCGCTTGGTGCACCGCGACCTGGCAGCCAGGAACGTACTGGTGAAA

ACACCGCAGCATGTCAAGATCACAGATTTTGGGCTGGCCAAACTGCTGGGTGCGGAAGAGAAAGAATACCATGCAGAAGGAGGCAAAGTGCCTATCAAGT

GGATGGCATTGGAATCAATTTTACACAGAATCTATACCCACCAGAGTGATGTCTGGAGCTACGGGGTGACCGTTTGGGAGTTGATGACCTTTGGATCCAA

GCCATATGACGGAATCCCTGCCAGCGAGATCTCCTCCATCCTGGAGAAAGGAGAACGCCTCCCTCAGCCACCCATATGTACCATCGATGTCTACATGATC

ATGGTCAAGTGCTGGATGATAGACGCAGATAGTCGCCCAAAGTTCCGTGAGTTGATCATCGAATTCTCCAAAATGGCCCGAGACCCCCAGCGCTACCTTG

TCATTCAGGGGGATGAAAGAATGCATTTGCCAAGTCCTACAGACTCCAACTTCTACCGTGCCCTGATGGATGAAGAAGACATGGACGACGTGGTGGATGC

CGACGAGTACCTCATCCCACAGCAGGGCTTCTTCAGCAGCCCCTCCACGTCACGGACTCCCCTCCTGAGCTCTCTGAGTGCAACCAGCAACAATTCCACC

GTGGCTTGCATTGATAGAAATGGGCTGCAAAGCTGTCCCATCAAGGAAGACAGCTTCTTGCAGCGATACAGCTCAGACCCCACAGGCGCCTTGACTGAGG

ACAGCATAGACGACACCTTCCTCCCAGTGCCTGAATACATAAACCAGTCCGTTCCCAAAAGGCCTGCTGGCTCTGTGCAGAATCCTGTCTATCACAATCA

GCCTCTGAACCCCGCGCCCAGCAGAGACCCACACTACCAGGACCCCCACAGCACTGCAGTGGGCAACCCCGAGTATCTCAACACTGTCCAGCCCACCTGT

GTCAACAGCACATTCGACAGCCCTGCCCACTGGGCCCAGAAAGGCAGCCACCAAATTAGCCTGGACAACCCTGACTACCAGCAGGACTTCTTTCCCAAGG

AAGCCAAGCCAAATGGCATCTTTAAGGGCTCCACAGCTGAAAATGCAGAATACCTAAGGGTCGCGCCACAAAGCAGTGAATTTATTGGAGCATGACCACG

GAGGATAGTATGAGCCCTAAAAATCCAGACTCTTTCGATACCCAGGACCAAGCCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAA

CCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAA

CAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAAT

ACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCA

TTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCAC

TGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCT

CAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTA

GTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAG

ATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCT

TCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCC

AGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGA

GAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGG

CGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGT

TACGACATTTTGGAAAGTCCCGTTGATTTA C T A G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCT

ATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCAT

GTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTT

TACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGG

 • 

 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 

  L   L   N  W  C  V  Q  I   A   K  G  M  N  Y   L   E   D  R   R   L   V  H  R   D  L   A   A   R   N  V  L   V  K 

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

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

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

 M  V  K  C  W  M  I   D  A   D  S   R   P   K  F   R   E   L   I   I   E   F   S   K  M  A   R   D  P   Q  R   Y   L   

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

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

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

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

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

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

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

ApaLI (3061)

BstEII (3264)

BglII (3326) ClaI (3382)

Eco47III (3488)

NsiI (3520)

StuI (3859)

NheI (4254)

HpaI (4392)

MfeI (4403)

SapI (4670)

SwaI (4741)

StuI (5166)

XmnI (5308)
BspHI (5316)

AseI (5374)

SpeI (5529)

SnaBI (5657)

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

4501

4601

4701

4801

4901

5001

5101

5201

5301

5401

5501

5600

5700

5800

141

140

106

73

40

6

813

847

880

913

947

980

1013

1047

1080

1113

1147

1180



GCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTA

AAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACT

ATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGA

AGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCG

ACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGC

GAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTT

ACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAA

AAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAAC

ATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACA
AAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

SdaI (5940)PacI (5948) BspLU11I (5958)

ApaLI (6272)

PacI (6688)

SwaI (6697) NotI (6707)
EagI (6708)

5900

5998

6098

6198

6298

6398

6498

6598

6698
6798
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