
125

pUNO1-hRIPK3
(4792 bp)

BsrS2

SV40 p(A)
(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

hRIPK3

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

PvuII (239)
HindIII (245)

Bsu36I (291)
NgoMIV (441)

KasI (535)
AgeI (552)

BspLU11I (560)

EcoRV (729)
NcoI (749)

EcoRI (769)
NgoMIV (828)

BsrBI (904)

Tth111I (1080)

StuI (1151)
BamHI (1184)

BbsI (1417)

XbaI (1620)

SdaI (1865)
BsrBI (1903)

HindIII (2129)
NheI (2174)

MscI (2180)MfeI (2323)
EcoRI (2408)

SspI (2647)
SwaI (2661)

StuI (3086)

XmnI (3228)
BbsI (3232)

BspHI (3236)
AseI (3294)

SpeI (3449)

SnaBI (3577)

NdeI (3682)

SdaI (3860)
PacI (3868)

BspLU11I (3878)

ApaLI (4192)

PacI (4608)
SwaI (4617)

NotI (4627)
EagI (4628)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCAACATGTCGTGCGTCAAGTTATGGCCCAGCGGTGCCCCCGC

CCCCTTGGTGTCCATCGAGGAACTGGAGAACCAGGAGCTCGTCGGCAAAGGCGGGTTCGGCACAGTGTTCCGGGCGCAACATAGGAAGTGGGGCTACGAT

GTGGCGGTCAAGATCGTAAACTCGAAGGCGATATCCAGGGAGGTCAAGGCCATGGCAAGTCTGGATAACGAATTCGTGCTGCGCCTAGAAGGGGTTATCG

AGAAGGTGAACTGGGACCAAGATCCCAAGCCGGCTCTGGTGACTAAATTCATGGAGAACGGCTCCTTGTCGGGGCTGCTGCAGTCCCAGTGCCCTCGGCC

CTGGCCGCTCCTTTGCCGCCTGCTGAAAGAAGTGGTGCTTGGGATGTTTTACCTGCACGACCAGAACCCGGTGCTCCTGCACCGGGACCTCAAGCCATCC

AACGTCCTGCTGGACCCAGAGCTGCACGTCAAGCTGGCAGATTTTGGCCTGTCCACATTTCAGGGAGGCTCACAGTCAGGGACAGGGTCCGGGGAGCCAG

GGGGCACCCTGGGCTACTTGGCCCCAGAACTGTTTGTTAACGTAAACCGGAAGGCCTCCACAGCCAGTGACGTCTACAGCTTCGGGATCCTAATGTGGGC

AGTGCTTGCTGGAAGAGAAGTTGAGTTGCCAACCGAACCATCACTCGTGTACGAAGCAGTGTGCAACAGGCAGAACCGGCCTTCATTGGCTGAGCTGCCC

CAAGCCGGGCCTGAGACTCCCGGCTTAGAAGGACTGAAGGAGCTAATGCAGCTCTGCTGGAGCAGTGAGCCCAAGGACAGACCCTCCTTCCAGGAATGCC

TACCAAAAACTGATGAAGTCTTCCAGATGGTGGAGAACAATATGAATGCTGCTGTCTCCACGGTAAAGGATTTCCTGTCTCAGCTCAGGAGCAGCAATAG

GAGATTTTCTATCCCAGAGTCAGGCCAAGGAGGGACAGAAATGGATGGCTTTAGGAGAACCATAGAAAACCAGCACTCTCGTAATGATGTCATGGTTTCT

GAGTGGCTAAACAAACTGAATCTAGAGGAGCCTCCCAGCTCTGTTCCTAAAAAATGCCCGAGCCTTACCAAGAGGAGCAGGGCACAAGAGGAGCAGGTTC

CACAAGCCTGGACAGCAGGCACATCTTCAGATTCGATGGCCCAACCTCCCCAGACTCCAGAGACCTCAACTTTCAGAAACCAGATGCCCAGCCCTACCTC

AACTGGAACACCAAGTCCTGGACCCCGAGGGAATCAGGGGGCTGAGAGACAAGGCATGAACTGGTCCTGCAGGACCCCGGAGCCAAATCCAGTAACAGGG

CGACCGCTCGTTAACATATACAACTGCTCTGGGGTGCAAGTTGGAGACAACAACTACTTGACTATGCAACAGACAACTGCCTTGCCCACATGGGGCTTGG

CACCTTCGGGCAAGGGGAGGGGCTTGCAGCACCCCCCACCAGTAGGTTCGCAAGAAGGCCCTAAAGATCCTGAAGCCTGGAGCAGGCCACAGGGTTGGTA

TAATCATAGCGGGAAATAAAGCACCTTCCAAGCTTGCCTCCAAGAGTTACGAGTTAAGGAAGAGTGCCACCCCTGCTAGCTGGCCAGACATGATAAGATA

CATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGC

TGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAAT

GTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCA

GGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATT

TCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTA

 M  S   C   V  K  L   W  P   S   G  A   P   A

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

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

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

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

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

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

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

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

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

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

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

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

  T   G  T   P   S   P   G  P   R   G  N  Q  G  A   E   R   Q  G  M  N  W  S   C  R   T   P   E   P   N  P   V  T   G 

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

A   P   S   G  K  G  R   G  L   Q  H  P   P   P   V  G  S   Q  E   G  P   K  D  P   E   A   W  S   R   P   Q  G  W  Y
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BsrBI (904)

Tth111I (1080)

StuI (1151) BamHI (1184)

BbsI (1417)

XbaI (1620)

SdaI (1865)
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TTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAG

AAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGC

AGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGC

CACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGG

ACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCA

CCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAAT

TGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTG

CGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAAT

CCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAG

GAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATG

TACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTC

AATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCA

AAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGG

CGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCG

CCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGA

ACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGT

AACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCG

CTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCA

GATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTC

ATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATA

CGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •  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
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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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