
100

pUNO1-mCD3E
(3786 bp)

BsrS2

SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

mCD3epsilon

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

PvuII (239)
HindIII (245)

Bsu36I (291)

NgoMIV (441)

MluI (558)
SphI (566)
XmnI (576)

XbaI (696)
MscI (732)
DraIII (763)

XhoI (860)
ScaI (872)

AgeI (1009)
BsrBI (1045)
EcoO109I (1100)

NheI (1168)
MscI (1174)

HpaI (1306)
MfeI (1317)

EcoRI (1402)

SapI (1584)
SspI (1641)

SwaI (1655)
EcoO109I (1716)

SacI (1916)
BstXI (1945)

StuI (2080)
XmnI (2222)

BbsI (2226)
AseI (2288)

SacI (2345)

SpeI (2443)

SnaBI (2571)

NdeI (2676)

SdaI (2854)
PstI (2855)
PacI (2862)

BspLU11I (2872)

ApaLI (3186)

PacI (3602)
SwaI (3611)
NotI (3621)
EagI (3622)

19B05v41



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGGACGCGTCAGCATGCGGTGGAACACTTTCTGGGGCATCCTGTG

CCTCAGCCTCCTAGCTGTTGGCACTTGCCAGGACGATGCCGAGAACATTGAATACAAAGTCTCCATCTCAGGAACCAGTGTAGAGTTGACGTGCCCTCTA

GACAGTGACGAGAACTTAAAATGGGAAAAAAATGGCCAAGAGCTGCCTCAGAAGCATGATAAGCACCTGGTGCTCCAGGATTTCTCGGAAGTCGAGGACA

GTGGCTACTACGTCTGCTACACACCAGCCTCAAATAAAAACACGTACTTGTACCTGAAAGCTCGAGTGTGTGAGTACTGTGTGGAGGTGGACCTGACAGC

AGTAGCCATAATCATCATTGTTGACATCTGTATCACTCTGGGCTTGCTGATGGTCATTTATTACTGGAGCAAGAATAGGAAGGCCAAGGCCAAGCCTGTG

ACCCGAGGAACCGGTGCTGGTAGCAGGCCCAGAGGGCAAAACAAGGAGCGGCCACCACCTGTTCCCAACCCAGACTATGAGCCCATCCGCAAAGGCCAGC

GGGACCTGTATTCTGGCCTGAATCAGAGAGCAGTCTGACAGATAGGAGAGACATCGCCTTCTGTAGACGCTAGCTGGCCAGACATGATAAGATACATTGA

TGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAAT

AAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTA

TGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCT

GTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTA

TGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGC

AGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCG

AGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAG

GAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAAT

GGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCA

GAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCT

CCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAA

 •   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   R   W   N   T   F   W   G   I   L   C

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

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

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

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

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

R   D   L   Y   S   G   L   N   Q   R   A   V   •  

SgfI (6)
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MfeI (82)

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

Bsu36I (291)

NgoMIV (441)

MluI (558) SphI (566) XmnI (576)

XbaI (696)

MscI (732) DraIII (763)

XhoI (860) ScaI (872)

AgeI (1009) BsrBI (1045)

EcoO109I (1100) NheI (1168)
MscI (1174)

HpaI (1306) MfeI (1317)

EcoRI (1402)

SapI (1584)

SspI (1641) SwaI (1655)

EcoO109I (1716)

SacI (1916) BstXI (1945)

StuI (2080)
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1

101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

141

111

78

44

11

1

11

45

78

111

145

178



AACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAA

TGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGT

GAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGT

CCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGC

CAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGG

CGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGC

CAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAAC

CCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTC

TCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCC

CGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGG

ATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGC

TGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTAC

GCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCT

AGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCT

CCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

SacI (2345)

SpeI (2443)

SnaBI (2571)

NdeI (2676)

SdaI (2854)
PstI (2855)

PacI (2862)

BspLU11I (2872)

ApaLI (3186)

PacI (3602) SwaI (3611) NotI (3621)
EagI (3622)
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2601

2701

2801
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3001
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