
100

pUNO1-mTNFRSF8
       (4689 bp)

BsrS2

SV40 p(A)(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

mTNFRSF8 (CD30)

SgfI (6) PvuI (7)

Psp1406I (203)
HindIII (245)

NgoMIV (441)
KasI (535)

AgeI (552)
BspHI (560)

PstI (753)
BbsI (790)
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BstAPI (890)
SphI (890)

BstEII (1042)

XbaI (1092)

BamHI (1413)
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SapI (1428)
MscI (1439)

NcoI (1442)

XmaI (1778)
BspHI (1826)

NcoI (2028)
Bsp120I (2032)

NheI (2071)
MscI (2077)

HpaI (2209)
EcoRI (2305)

SapI (2487)
SspI (2544)

SwaI (2558)

SacI (2819)

XmnI (3125)
BbsI (3129)

AseI (3191)

SacI (3248)

SpeI (3346)

SnaBI (3474)

NdeI (3579)

SdaI (3757)
PstI (3758)
PacI (3765)

BspLU11I (3775)

PacI (4505)
SwaI (4514)

NotI (4524)
EagI (4525)

13L04v35



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCATCATGAGCGCCCTACTCACCGCAGCGGGGTTGCTGTTCCT

GGGGATGCTTCAAGCCTTCCCAACGGATCGACCACTCAAGACCACCTGTGCCGGAGACCTCAGCCACTACCCAGGGGAGGCTGCCAGGAACTGCTGTTAC

CAGTGCCCCTCAGGGTTGTCTCCGACACAGCCATGCCCACGGGGTCCTGCCCACTGCAGGAAGCAGTGTGCACCTGACTACTACGTCAATGAAGACGGGA

AGTGCACAGCCTGCGTGACCTGTTTGCCAGGCCTTGTGGAGAAGGCTCCGTGTTCCGGGAACTCTCCTCGAATCTGTGAGTGTCAGCCTGGCATGCACTG

CTGCACACCAGCAGTCAATTCCTGCGCCCGCTGCAAACTCCACTGTTCTGGAGAGGAGGTTGTCAAGTCTCCAGGCACAGCAAAGAAGGACACTATCTGT

GAGCTGCCTTCCTCGGGATCTGGTCCCAATTGCTCCAATCCGGGTGACCGCAAGACACTTACTAGCCATGCCACTCCTCAGGCCATGCCTACTCTAGAAT

CCCCAGCCAATGACAGTGCAAGGAGCTTGCTGCCAATGCGTGTCACCAACCTTGTGCAGGAAGATGCTACTGAGTTGGTGAAGGTTCCAGAATCTTCCTC

GTCCAAGGCAAGGGAGCCCAGTCCAGATCCAGGTAATGCAGAGAAGAATATGACCTTGGAGCTTCCATCTCCAGGGACACTCCCTGACATCAGCACCTCA

GAAAACAGCAAGGAGCCTGCAAGTACCGCCTCCACCCTAAGCCTTGTGGTAGATGCCTGGACCAGCAGCAGGATGCAGCCCACCTCTCCATTGTCCACGG

GAACACCATTTCTGGATCCAGGGCCCGTGCTCTTCTGGGTGGCCATGGTGGTGCTACTGGTTGGCTCCGGCTCCTTTCTCCTGTGTTACTGGAAGGCCTG

TAGGAGGCGGTTCCAGCAGAAGTTTCACCTGGACTACCTAGTGCAGACCTTCCAGCCCAAGATGGAGCAGACAGATTCCTGTCCTACTGAAAAGCTAACC

CAGCCACAGAGAAGCGGGTCGGTGACAGATCCCAGCACGGGACACAAGTTGAGCCCAGTGAGCCCTCCTCCAGCTGTAGAGACTTGTGCCAGTGTTGGGG

CCACCTACCTGGAGAACCTGCCGCTGCTGGATGACAGCCCAGCTGGGAATCCTTTTTCTCCCAGGGAACCTCCAGAGCCCCGGGTATCCACGGAACACAC

CAATAACAGGATTGAGAAAATCTACATCATGAAGGCCGACACAGTGATCGTGGGCTCTGTAAAAACTGAAGTCCCTGAGGGCCGGGCTCCAGCAGGGTCT

ACAGAGTCTGAGTTGGAAGCTGAACTAGAAGTGGACCATGCCCCCCATTACCCGGAGCAGGAGACAGAACCACCTCTGGGCAGCTGCACTGAGGTCATGT

TCTCGGTGGAGGAAGGAGGAAAAGAGGACCATGGGCCCACGACTGTCTCTGAGAAGTGACAACCATTGTTAGCTAGCTGGCCAGACATGATAAGATACAT

TGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGC

AATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTG

GTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGG

GCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCT

TTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTA

GGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAA

 M  S   A   L   L   T   A   A   G  L   L   F   L

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

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

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

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

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

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

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

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

G  T   P   F   L   D  P   G  P   V  L   F   W  V  A   M  V  V  L   L   V  G  S   G  S   F   L   L   C   Y   W  K  A   C

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

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

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

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

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

F   S   V  E   E   G  G  K  E   D  H  G  P   T   T   V  S   E   K  • 

SgfI (6)
PvuI (7)

Psp1406I (203) HindIII (245)

NgoMIV (441)

KasI (535) AgeI (552)
BspHI (560)

PstI (753) BbsI (790)

BstAPI (803) BstAPI (890)
SphI (890)

BstEII (1042) XbaI (1092)

BamHI (1413)
Bsp120I (1420)

SapI (1428) MscI (1439)
NcoI (1442)

XmaI (1778)

BspHI (1826)

NcoI (2028)
Bsp120I (2032)

NheI (2071)
MscI (2077)

HpaI (2209)

EcoRI (2305)

SapI (2487)

SspI (2544) SwaI (2558)

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

1

13

47

80

113

147

180

213

247

280

313

347

380

413

447

480



GCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGT

CAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCAC

AATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACA

GCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCA

GCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGT

CAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGT

CAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCC

CGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAA

AGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTAC

TGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAAT

GGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAA

GGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGA

AACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCT

TTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACC

CCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAAC

AGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTC

TGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGAT

TACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATG

GCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGC

TCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •  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 

SacI (2819)

XmnI (3125)
BbsI (3129)

AseI (3191)

SacI (3248)

SpeI (3346)

SnaBI (3474)

NdeI (3579)

SdaI (3757)
PstI (3758)

PacI (3765)

BspLU11I (3775)

PacI (4505) SwaI (4514) NotI (4524)
EagI (4525)

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

4501

4601

141

112

79

45

12


	Map
	Sequence



