
100

pUNO1-mCASP6
(4078 bp)

BsrS2
SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

mCaspase-6

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

PvuII (239)
HindIII (245)

Bsu36I (291)

NgoMIV (441)

AgeI (552)
BspHI (560)

BglII (747)
DraIII (811)
SalI (819)
BbsI (859)
NcoI (870)
PshAI (946)
BsaBI (978)
StuI (992)

BsrGI (1097)
NgoMIV (1107)

PvuII (1448)
NheI (1460)

MscI (1466)
HpaI (1598)

MfeI (1609)
EcoRI (1694)

SapI (1876)
SspI (1933)

SwaI (1947)EcoO109I (2008)
SacI (2208)

BstXI (2237)

StuI (2372)
XmnI (2514)

BbsI (2518)
AseI (2580)

SacI (2637)

SpeI (2735)

SnaBI (2863)

NdeI (2968)

SdaI (3146)
PstI (3147)
PacI (3154)

BspLU11I (3164)

ApaLI (3478)

PacI (3894)
SwaI (3903)
NotI (3913)
EagI (3914)

17L18v40



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCATCATGACAGAAACCGATGGCTTCTACAAAAGTAGGGAAGT

GTTCGATCCAGCCGAGCAGTACAAGATGGACCACAAGAGGAGAGGAGTTGCCCTCATCTTCAATCACGAGAGGTTCTTTTGGCACCTGACCCTCCCAGAG

AGGCGGGGCACCAACGCAGACAGAGACAACCTGACTCGCAGGTTTTCAGATCTAGGATTTGAAGTGAAATGCTTTAACGACCTCAGAGCAGAAGAACTCC

TGCTCAAAATTCACGAGGTGTCGACTTCAAGCCACATAGATGCCGATTGCTTCATCTGTGTCTTCCTGAGCCATGGGGAAGGCAACCACGTTTACGCATA

CGACGCCAAAATTGAAATTCAGACGTTGACTGGCTTGTTCAAAGGAGACAAGTGTCAGAGCCTGGTTGGAAAACCCAAGATATTTATCATCCAGGCCTGT

CGGGGTAGCCAGCATGACGTACCCGTGGTTCCCCTGGACATGGTGGATCACCAGACAGACAAGCTGGACAACGTGACCCAGGTGGATGCTGCGTCCGTGT

ACACGCTGCCGGCAGGGGCAGACTTCCTCATGTGCTACTCTGTCGCAGAAGGGTATTACTCTCACCGAGAAACTGTGAATGGCTCCTGGTACATTCAGGA

TTTGTGTGAGATGCTGGCGAGGTACGGCAGTTCCCTGGAGTTCACGGAGCTGCTCACGCTGGTGAACAGAAAGGTCTCTCAGCGCCGCGTGGACTTCTGC

AAAGACCCGGATGCAATCGGCAAGAAGCAGGTGCCCTGCTTCGCCTCAATGCTGACCAAAAAGCTGCATTTCTGTCCCAAACCTAGCAAGTAGGGCCATC

TGTCTTGCTACATATATTTCACACACATTTCCCTTTTTATACAAAGGCCAGCTGGTGGAAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTG

GACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGT

TAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTC

TAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAA

TGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAA

ATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCA

GATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTA

GCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAG

TCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAA

AGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGAT

 •   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  

 M   T   E   T   D   G   F   Y   K   S   R   E   V

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

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

L   L   K   I   H   E   V   S   T   S   S   H   I   D   A   D   C   F   I   C   V   F   L   S   H   G   E   G   N   H   V   Y   A   Y

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

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

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

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

 K   D   P   D   A   I   G   K   K   Q   V   P   C   F   A   S   M   L   T   K   K   L   H   F   C   P   K   P   S   K   •  

SgfI (6)
PvuI (7)

MfeI (82)

Psp1406I (203) PvuII (239)
HindIII (245)

Bsu36I (291)

NgoMIV (441)

AgeI (552) BspHI (560)

BglII (747)

DraIII (811)
SalI (819)

BbsI (859) NcoI (870)

PshAI (946) BsaBI (978) StuI (992)

BsrGI (1097)

NgoMIV (1107)

PvuII (1448) NheI (1460)
MscI (1466)

HpaI (1598)

MfeI (1609) EcoRI (1694)

SapI (1876)

SspI (1933) SwaI (1947)

EcoO109I (2008)

SacI (2208) BstXI (2237)

StuI (2372)

1

101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

2301

141

108

75

1

13

47

80

113

147

180

213

247



CTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCC

TGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGT

GGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGG

AGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAA

CCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAG

GTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGG

CAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTC

GTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACC

GTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGG

ACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCG

GGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGC

CCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAG

AGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCA

GTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAA

AAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATT

AACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAA
ACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   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     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  

XmnI (2514)
BbsI (2518)

AseI (2580)

SacI (2637)

SpeI (2735)

SnaBI (2863)

NdeI (2968)

SdaI (3146)
PstI (3147)

PacI (3154)

BspLU11I (3164)

ApaLI (3478)

PacI (3894)

SwaI (3903) NotI (3913)
EagI (3914)
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2501

2601

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901
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