
100

pUNO1-mIL17B
(3767 bp)

BsrS2

SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

mIL17B

SgfI (6)
PvuI (7)

MfeI (82)

Psp1406I (203)
HindIII (245)

Bsu36I (291)

NgoMIV (441)
AgeI (552)

BstEII (555)
NcoI (560)
BstAPI (573)
SapI (582)
MscI (593)

XhoI (713)
BsrBI (748)

NcoI (859)

XmnI (942)

EcoO109I (1042)
Bsp120I (1042)

XcmI (1110)
NheI (1149)

MscI (1155)

HpaI (1287)
MfeI (1298)

EcoRI (1383)

SapI (1565)
SspI (1622)

SwaI (1636)
EcoO109I (1697)SacI (1897)

StuI (2061)
XmnI (2203)

BbsI (2207)
AseI (2269)

SacI (2326)

SpeI (2424)

SnaBI (2552)

NdeI (2657)

SdaI (2835)
PstI (2836)
PacI (2843)

BspLU11I (2853)

ApaLI (3167)

PacI (3583)
SwaI (3592)
NotI (3602)
EagI (3603)

18J03v40



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGACTGGCCGCACAGCCTGCTCTTCCTCCTGGCCAT

CTCCATCTTCCTGGCGCCAAGCCACCCCCGGAACACCAAAGGCAAAAGAAAAGGGCAAGGGAGGCCCAGTCCCTTGGCCCCTGGGCCTCATCAGGTGCCG

CTGGACCTGGTGTCTCGAGTAAAGCCCTACGCTCGAATGGAAGAGTATGAGCGGAACCTTGGGGAGATGGTGGCCCAGCTGAGGAACAGCTCCGAGCCAG

CCAAGAAGAAATGTGAAGTCAATCTACAGCTGTGGTTGTCCAACAAGAGGAGCCTGTCCCCATGGGGCTACAGCATCAACCACGACCCCAGCCGCATCCC

TGCGGACTTGCCCGAGGCGCGGTGCCTATGTTTGGGTTGCGTGAATCCCTTCACCATGCAGGAGGACCGTAGCATGGTGAGCGTGCCAGTGTTCAGCCAG

GTGCCGGTGCGCCGCCGCCTCTGTCCTCAACCTCCTCGCCCTGGGCCCTGCCGCCAGCGTGTCGTCATGGAGACCATCGCTGTGGGTTGCACCTGCATCT

TCTGAGCCAACCACCAACCCGGTGGCCTCTGCAACAACCCTCCCTCCCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACA

ACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACA

ATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGC

ATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGC

TGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACC

TCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGG

CCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCC

TGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAG

CTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGC

CCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCT

TGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGAT

GTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCT

 •   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   D   W   P   H   S   L   L   F   L   L   A   I

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

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

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

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

 V   P   V   R   R   R   L   C   P   Q   P   P   R   P   G   P   C   R   Q   R   V   V   M   E   T   I   A   V   G   C   T   C   I   

F   •  

SgfI (6)
PvuI (7)

MfeI (82)

Psp1406I (203) HindIII (245) Bsu36I (291)

NgoMIV (441)

AgeI (552)
BstEII (555)

NcoI (560) BstAPI (573)
SapI (582)

MscI (593)

XhoI (713) BsrBI (748)

NcoI (859)

XmnI (942)

EcoO109I (1042)
Bsp120I (1042)

XcmI (1110) NheI (1149)
MscI (1155)

HpaI (1287) MfeI (1298)

EcoRI (1383)

SapI (1565)

SspI (1622) SwaI (1636) EcoO109I (1697)

SacI (1897)

StuI (2061)

XmnI (2203)
BbsI (2207)

AseI (2269)

1

101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

141

138

105

71

38

5

1

13

47

80

113

147

180



CCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGA

CATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCAC

GCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTG

GGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGT

AAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTC

AGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCC

GCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGAT

ACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGC

GCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGC

GCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATG

TAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGG

AAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCT

CAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAAT

CAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAA
CAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

SacI (2326)

SpeI (2424)

SnaBI (2552)

NdeI (2657)

SdaI (2835)
PstI (2836)

PacI (2843)

BspLU11I (2853)

ApaLI (3167)

PacI (3583) SwaI (3592)

NotI (3602)
EagI (3603)

2301

2401

2501

2601

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601
3701
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