
100

pUNO1-mIL39
(4460 bp)

BsrS2
SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

mIL23p19

mEBI3

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

PvuII (239)
HindIII (245)

Bsu36I (291)
NgoMIV (441)

AgeI (552)
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SapI (581)
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BspEI (959)
FspI (976)
SdaI (995)
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Bsu36I (1130)

BstXI (1203)

Acc65I (1268)
AvrII (1293)
SphI (1348)
NheI (1352)

NdeI (1383)
XcmI (1442)

BamHI (1504)

NcoI (1588)

BstBI (1726)
SfiI (1739)

EcoRI (1836)
NheI (1842)

HpaI (1980)
MfeI (1991)

EcoRI (2076)
SapI (2258)

SspI (2315)
SwaI (2329)

SacI (2590)
BstXI (2619)

XmnI (2896)
BbsI (2900)

AseI (2962)
SacI (3019)

SpeI (3117)

SnaBI (3245)

NdeI (3350)

SdaI (3528)
PacI (3536)

BspLU11I (3546)

PacI (4276)
SwaI (4285)
NotI (4295)
EagI (4296)

17F05v40



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTAGGAGGGCCAACATGTCCAAGCTGCTCTTCCTGTCACTTGCC

CTCTGGGCCAGCCGCTCCCCTGGTTACACTGAAACAGCTCTCGTGGCTCTAAGCCAGCCCAGAGTGCAATGCCATGCTTCTCGGTATCCCGTGGCCGTGG

ACTGCTCCTGGACTCCTCTCCAGGCTCCCAACTCCACCAGATCCACGTCCTTCATTGCCACTTACAGGCTCGGTGTGGCCACCCAGCAGCAGAGCCAGCC

CTGCCTACAACGGAGCCCCCAGGCCTCCCGATGCACCATCCCCGACGTGCACCTGTTCTCCACGGTGCCCTACATGCTAAATGTCACTGCAGTGCACCCA

GGCGGCGCCAGCAGCAGCCTCCTAGCCTTTGTGGCTGAGCGAATCATCAAGCCGGACCCTCCGGAAGGCGTGCGCCTGCGCACAGCGGGACAGCGCCTGC

AGGTGCTCTGGCATCCCCCTGCTTCCTGGCCCTTCCCGGACATCTTCTCTCTCAAGTACCGACTCCGCTACCGGCGCCGAGGAGCCTCTCACTTCCGCCA

GGTGGGACCCATTGAAGCCACGACTTTCACCCTCAGGAACTCGAAACCCCATGCCAAGTATTGCATCCAGGTGTCAGCTCAGGACCTCACAGATTATGGG

AAACCAAGTGACTGGAGCCTCCCTGGGCAAGTAGAAAGTGCACCCCATAAGCCCGTTCCTGGAGTAGGGGTACCTGGGGTGGGCCTGGCTGTGCCTAGGA

GTAGCAGTCCTGACTGGGCTCAGTGCCAGCAGCTCTCTCGGAATCTCTGCATGCTAGCCTGGAACGCACATGCACCAGCGGGACATATGAATCTACTAAG

AGAAGAAGAGGATGAAGAGACTAAAAATAATGTGCCCCGTATCCAGTGTGAAGATGGTTGTGACCCACAAGGACTCAAGGACAACAGCCAGTTCTGCTTG

CAAAGGATCCGCCAAGGTCTGGCTTTTTATAAGCACCTGCTTGACTCTGACATCTTCAAAGGGGAGCCTGCTCTACTCCCTGATAGCCCCATGGAGCAAC

TTCACACCTCCCTACTAGGACTCAGCCAACTCCTCCAGCCAGAGGATCACCCCCGGGAGACCCAACAGATGCCCAGCCTGAGTTCTAGTCAGCAGTGGCA

GCGCCCCCTTCTCCGTTCCAAGATCCTTCGAAGCCTCCAGGCCTTTTTGGCCATAGCTGCCCGGGTCTTTGCCCACGGAGCAGCAACTCTGACTGAGCCC

TTAGTGCCAACAGCTTAAGGATGCCCAGGTTCCCATGAATTCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAA

TGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCAT

TCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAA

AACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGC

AGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACA

 L   A   V   P   R   

S   S   S   P   D   W   A   Q   C   Q   Q   L   S   R   N   L   C   M   L   A   W   N   A   H   A   P   A   G   H   M   N   L   L   R

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

 Q   R   I   R   Q   G   L   A   F   Y   K   H   L   L   D   S   D   I   F   K   G   E   P   A   L   L   P   D   S   P   M   E   Q   

L   H   T   S   L   L   G   L   S   Q   L   L   Q   P   E   D   H   P   R   E   T   Q   Q   M   P   S   L   S   S   S   Q   Q   W   Q

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

 L   V   P   T   A   •  

 M   S   K   L   L   F   L   S   L   A  

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

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

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

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

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

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

 K   P   S   D   W   S   L   P   G   Q   V   E   S   A   P   H   K   P  
 V   P   G   V   G   V   P   G   V   G  
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BspEI (959) FspI (976) SdaI (995)

SandI (1103) Bsu36I (1130)

BstXI (1203) Acc65I (1268) AvrII (1293)

SphI (1348)
NheI (1352)

NdeI (1383)

XcmI (1442)

BamHI (1504) NcoI (1588)

BstBI (1726) SfiI (1739)

EcoRI (1836)
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601
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1101
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77
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TTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCA

TAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTA

CTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTG

CACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGC

TCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCT

GATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAG

GTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTT

ATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTG

GAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATT

GATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAA

TGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACT

CCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGG

CGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGC

TGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGC

GTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCT

CATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTAT

CCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGG

TGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGA

GTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAG

ATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGC

CGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACA
AACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   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  

SspI (2315) SwaI (2329)

SacI (2590)

BstXI (2619)

XmnI (2896)

BbsI (2900) AseI (2962)

SacI (3019)

SpeI (3117)

SnaBI (3245)

NdeI (3350)

SdaI (3528)PacI (3536) BspLU11I (3546)

PacI (4276) SwaI (4285) NotI (4295)
EagI (4296)
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2701

2801
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3301
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3501
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3701

3801

3901

4001

4101

4201

4301
4401
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