
100

pUNO1-hTNFRSF10A
(4594 bp)

BsrS2

SV40 p(A)(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

hTNFRSF10A (TRAIL-R1, CD261)

SgfI (6)
PvuI (7) Psp1406I (203)

HindIII (245)
Bsu36I (291)

MluI (558)
NcoI (565)

SapI (682)
Eco47III (725)

NcoI (739)
Bsp120I (766)
AscI (778)
BssHII (779)

PstI (867)
BspHI [m] (905)

AgeI (1003)
ApaLI (1007)
BsrGI (1065)

BspEI (1150)
BstAPI (1189)
DraIII (1190)

SandI (1375)

PshAI (1535)
BsrGI (1547)

BstAPI (1629)

BspHI (1714)
ClaI (1746)

NheI (1976)
MscI (1982)

HpaI (2114)
EcoRI (2210)

SapI (2392)
SspI (2449)

SwaI (2463)

SacI (2724)

StuI (2888)

XmnI (3030)
BbsI (3034)

AseI (3096)
SacI (3153)

SpeI (3251)

SnaBI (3379)

NdeI (3484)

SdaI (3662)
PstI (3663)
PacI (3670)

BspLU11I (3680)

ApaLI (3994)

PacI (4410)
SwaI (4419)

NotI (4429)
EagI (4430)

15D27v36



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGGACGCGTACCATGGCGCCACCACCAGCTAGAGTACATCTAGGT

GCGTTCCTGGCAGTGACTCCGAATCCCGGGAGCGCAGCGAGTGGGACAGAGGCAGCCGCGGCCACACCCAGCAAAGTGTGGGGCTCTTCCGCGGGGAGGA

TTGAACCACGAGGCGGGGGCCGAGGAGCGCTCCCTACCTCCATGGGACAGCACGGACCCAGTGCCCGGGCCCGGGCAGGGCGCGCCCCAGGACCCAGGCC

GGCGCGGGAAGCCAGCCCTCGGCTCCGGGTCCACAAGACCTTCAAGTTTGTCGTCGTCGGGGTCCTGCTGCAGGTCGTACCTAGCTCAGCTGCAACCATC

AAACTTCATGATCAATCAATTGGCACACAGCAATGGGAACATAGCCCTTTGGGAGAGTTGTGTCCACCAGGATCTCATAGATCAGAACGTCCTGGAGCCT

GTAACCGGTGCACAGAGGGTGTGGGTTACACCAATGCTTCCAACAATTTGTTTGCTTGCCTCCCATGTACAGCTTGTAAATCAGATGAAGAAGAGAGAAG

TCCCTGCACCACGACCAGGAACACAGCATGTCAGTGCAAACCAGGAACTTTCCGGAATGACAATTCTGCTGAGATGTGCCGGAAGTGCAGCACAGGGTGC

CCCAGAGGGATGGTCAAGGTCAAGGATTGTACGCCCTGGAGTGACATCGAGTGTGTCCACAAAGAATCAGGCAATGGACATAATATATGGGTGATTTTGG

TTGTGACTTTGGTTGTTCCGTTGCTGTTGGTGGCTGTGCTGATTGTCTGTTGTTGCATCGGCTCAGGTTGTGGAGGGGACCCCAAGTGCATGGACAGGGT

GTGTTTCTGGCGCTTGGGTCTCCTACGAGGGCCTGGGGCTGAGGACAATGCTCACAACGAGATTCTGAGCAACGCAGACTCGCTGTCCACTTTCGTCTCT

GAGCAGCAAATGGAAAGCCAGGAGCCGGCAGATTTGACAGGTGTCACTGTACAGTCCCCAGGGGAGGCACAGTGTCTGCTGGGACCGGCAGAAGCTGAAG

GGTCTCAGAGGAGGAGGCTGCTGGTTCCAGCAAATGGTGCTGACCCCACTGAGACTCTGATGCTGTTCTTTGACAAGTTTGCAAACATCGTGCCCTTTGA

CTCCTGGGACCAGCTCATGAGGCAGCTGGACCTCACGAAAAATGAGATCGATGTGGTCAGAGCTGGTACAGCAGGCCCAGGGGATGCCTTGTATGCAATG

CTGATGAAATGGGTCAACAAAACTGGACGGAACGCCTCGATCCACACCCTGCTGGATGCCTTGGAGAGGATGGAAGAGAGACATGCAAAAGAGAAGATTC

AGGACCTCTTGGTGGACTCTGGAAAGTTCATCTACTTAGAAGATGGCACAGGCTCTGCCGTGTCCTTGGAGTGAAAGCTAGCTGGCCAGACATGATAAGA

TACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAA

GCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAA

ATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCAT

CAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCA

TTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTT

 M  A   P   P   P   A   R   V  H  L   G 

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

I   E   P   R   G  G  G  R   G  A   L   P   T   S   M  G  Q  H  G  P   S   A   R   A   R   A   G  R   A   P   G  P   R   P

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

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

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

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

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

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

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

 E   Q  Q  M  E   S   Q  E   P   A   D  L   T   G  V  T   V  Q  S   P   G  E   A   Q  C  L   L   G  P   A   E   A   E   

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

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

 L   M  K  W  V  N  K  T   G  R   N  A   S   I   H  T   L   L   D  A   L   E   R   M  E   E   R   H  A   K  E   K  I   

Q  D  L   L   V  D  S   G  K  F   I   Y   L   E   D  G  T   G  S   A   V  S   L   E   • 

SgfI (6)
PvuI (7)

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

MluI (558)
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Eco47III (725) NcoI (739) Bsp120I (766) AscI (778)
BssHII (779)

PstI (867)

BspHI [m] (905)

AgeI (1003)
ApaLI (1007)

BsrGI (1065)

BspEI (1150) BstAPI (1189)
DraIII (1190)

SandI (1375)

PshAI (1535) BsrGI (1547)

BstAPI (1629)

BspHI (1714) ClaI (1746)

NheI (1976)
MscI (1982)

HpaI (2114)

EcoRI (2210)

SapI (2392)

SspI (2449) SwaI (2463)
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201
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401

501

601

701

801

901

1001

1101

1201

1301
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1501

1601

1701

1801

1901

2001
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2201

2301

2401

1

12

45
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112
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212

245

278

312

345

378

412

445



TATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCA

AGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAA

GCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACA

GCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGT

GGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTC

CACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTA

ATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATT

TGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAA

ATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGT

AGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGA

TGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACG

TCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAG

CAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGT

GGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTC

CGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCAC

GAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTG

GTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTG

CGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAG

CAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGG

TCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACA

TACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •  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 
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StuI (2888)

XmnI (3030)
BbsI (3034)

AseI (3096)

SacI (3153)

SpeI (3251)

SnaBI (3379)

NdeI (3484)

SdaI (3662)
PstI (3663)

PacI (3670)

BspLU11I (3680)

ApaLI (3994)

PacI (4410) SwaI (4419) NotI (4429)
EagI (4430)
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2601
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2801

2901

3001

3101

3201

3301
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3501
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3701

3801
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4201
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