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pUNO1-mCD81
(3907 bp)

BsrS2

SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom

EM7

hEF1-HTLV prom

mCD81 (TAPA1, TSPAN28)

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

PvuII (239)
HindIII (245)

Bsu36I (291)

NgoMIV (441)
AgeI (552)

BstEII (555)
NcoI (560)

BstAPI (578)
NsiI (585)
AvrII (645)
BspHI [m] (669)

Bsu36I (1088)
BsaBI (1126)
ClaI (1141)

BspEI (1250)
NheI (1289)

MscI (1295)

HpaI (1427)
MfeI (1438)

EcoRI (1523)

SspI (1762)
SwaI (1776)

StuI (2201)

AseI (2409)

SpeI (2564)

SnaBI (2692)

NdeI (2797)

SdaI (2975)
PacI (2983)

BspLU11I (2993)

ApaLI (3307)

PacI (3723)
SwaI (3732)
NotI (3742)
EagI (3743)

19L13v40



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGGGGTGGAGGGCTGCACCAAATGCATCAAATACCT

GCTCTTCGTCTTCAATTTCGTCTTCTGGCTGGCTGGAGGCGTGATCCTAGGTGTAGCTCTGTGGTTGCGTCATGATCCACAGACCACCAGCCTGCTGTAC

CTGGAACTGGGAAACAAACCGGCACCCAACACCTTCTACGTGGGCATCTACATTCTCATTGCTGTGGGAGCTGTGATGATGTTTGTAGGCTTCCTGGGGT

GCTATGGGGCCATCCAGGAGTCCCAGTGTCTGCTGGGGACGTTCTTCACCTGCCTTGTGATCCTGTTTGCCTGTGAGGTGGCTGCAGGCATCTGGGGCTT

CGTAAACAAAGACCAGATCGCCAAGGATGTGAAGCAGTTCTATGACCAGGCCCTTCAGCAAGCTGTGATGGATGATGATGCCAACAATGCCAAGGCTGTG

GTGAAGACTTTCCATGAGACGCTCAACTGTTGTGGCTCCAACGCACTGACCACACTGACTACCACCATACTGAGGAACAGCCTGTGTCCCTCAGGCGGCA

ACATACTCACCCCCTTACTGCAGCAAGATTGTCATCAGAAAATCGATGAGCTCTTCTCTGGGAAGCTGTACCTCATTGGAATTGCAGCCATTGTGGTAGC

TGTCATTATGATCTTTGAGATGATTCTGAGCATGGTGCTGTGCTGTGGCATCCGGAACAGCTCCGTGTACTGAGGCCCTTTGCATTGCAGCTAGCTGGCC

AGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTT

GTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGT

AAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAAT

AAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTG

AACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAA

AATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAG

AAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCT

CAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTA

GGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATG

TAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCT

CAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACT

ATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACG

 •   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   G   V   E   G   C   T   K   C   I   K   Y   L

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

 L   E   L   G   N   K   P   A   P   N   T   F   Y   V   G   I   Y   I   L   I   A   V   G   A   V   M   M   F   V   G   F   L   G   

C   Y   G   A   I   Q   E   S   Q   C   L   L   G   T   F   F   T   C   L   V   I   L   F   A   C   E   V   A   A   G   I   W   G   F

  V   N   K   D   Q   I   A   K   D   V   K   Q   F   Y   D   Q   A   L   Q   Q   A   V   M   D   D   D   A   N   N   A   K   A   V  

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

N   I   L   T   P   L   L   Q   Q   D   C   H   Q   K   I   D   E   L   F   S   G   K   L   Y   L   I   G   I   A   A   I   V   V   A
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SgfI (6)
PvuI (7)

MfeI (82)

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

Bsu36I (291)

NgoMIV (441)

AgeI (552)
BstEII (555)

NcoI (560) BstAPI (578)
NsiI (585)

AvrII (645) BspHI [m] (669)

Bsu36I (1088)

BsaBI (1126) ClaI (1141)

BspEI (1250) NheI (1289)
MscI (1295)

HpaI (1427) MfeI (1438)

EcoRI (1523)

SspI (1762) SwaI (1776)

StuI (2201)

AseI (2409)

1

101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

2301

2401

141

118

85

51

18

1

13

47

80

113

147

180

213



CCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGG

TGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGA

TGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCAT

ATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATAC

GTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTG

AGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGC

TCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTA

CCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCT

GGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTG

GCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAG

TATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTT

TGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGT

TAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGA

ATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTC
TATCGAA

SpeI (2564)

SnaBI (2692)

NdeI (2797)

SdaI (2975)
PacI (2983)

BspLU11I (2993)

ApaLI (3307)

PacI (3723) SwaI (3732) NotI (3742)
EagI (3743)
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2901
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