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pUNO1-mCCR2
(4342 bp)

BsrS2
SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom
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SgfI (6)
PvuI (7)

Psp1406I (203)
PvuII (239)

HindIII (245)
Bsu36I (291)

NgoMIV (441)
AgeI (552)
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NcoI (560)
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BamHI (728)
BspLU11I (779)
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EcoRV (832)
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BstAPI (1586)

NheI (1724)
MscI (1730)
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EcoRI (1958)

SspI (2197)
SwaI (2211)

EcoO109I (2272)

BstXI (2501)

StuI (2636)

XmnI (2778)
BbsI (2782)

AseI (2844)

SpeI (2999)

SnaBI (3127)

NdeI (3232)

SdaI (3410)
PstI (3411)
PacI (3418)

BspLU11I (3428)

ApaLI (3742)

PacI (4158)
SwaI (4167)
NotI (4177)
EagI (4178)

15L08v40



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGAAGACAATAATATGTTACCTCAGTTCATCCACGG

CATACTATCAACATCTCATTCTCTATTTACACGAAGTATCCAAGAGCTTGATGAAGGGGCCACCACACCGTATGACTACGATGATGGTGAGCCTTGTCAT

AAAACCAGTGTGAAGCAAATTGGAGCTTGGATCCTGCCTCCACTCTACTCCCTGGTATTCATCTTTGGTTTTGTGGGCAACATGTTGGTCATTATAATTC

TGATAGGCTGTAAAAAGCTGAAGAGCATGACTGATATCTATCTGCTCAACTTGGCCATCTCTGACCTGCTCTTCCTGCTCACATTACCATTCTGGGCTCA

CTATGCTGCAAATGAGTGGGTCTTTGGGAATATAATGTGTAAAGTATTCACAGGGCTCTATCACATTGGTTATTTTGGTGGAATCTTTTTCATTATCCTC

CTGACAATTGATAGGTACTTGGCTATTGTTCATGCTGTGTTTGCTTTAAAAGCCAGGACAGTTACCTTTGGGGTGATAACAAGTGTAGTCACTTGGGTGG

TGGCTGTGTTTGCCTCTCTACCAGGAATCATATTTACTAAATCCAAACAAGATGATCACCATTACACCTGTGGCCCTTATTTTACACAACTATGGAAGAA

TTTCCAAACAATAATGAGAAATATCTTGAGCCTGATCCTGCCTCTACTTGTCATGGTCATCTGCTACTCAGGAATTCTCCACACCCTGTTTCGCTGTAGG

AATGAGAAGAAGAGGCACAGGGCTGTGAGGCTCATCTTTGCCATCATGATTGTCTACTTTCTCTTCTGGACTCCATACAATATTGTTCTCTTCTTGACCA

CCTTCCAGGAATCCTTGGGAATGAGTAACTGTGTGATTGACAAGCACTTAGACCAGGCCATGCAGGTGACAGAGACTCTTGGAATGACACACTGCTGCAT

TAATCCTGTCATTTATGCCTTTGTTGGAGAGAAGTTCCGAAGGTATCTCTCCATATTTTTCAGAAAGCACATTGCTAAACGTCTCTGCAAACAGTGCCCA

GTTTTCTATAGGGAGACAGCAGATCGAGTGAGCTCTACATTCACTCCTTCCACTGGGGAGCAAGAGGTCTCGGTTGGGTTGTAAAGTAAGTGACAGTTTG

CCTTTTTTTAAGCAGGGAAGGAGGGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCT

TTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGT

TCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATC

AAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCAT

GGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAAT

ATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAG

TAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTC
 •   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   E   D   N   N   M   L   P   Q   F   I   H   G

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

 K   T   S   V   K   Q   I   G   A   W   I   L   P   P   L   Y   S   L   V   F   I   F   G   F   V   G   N   M   L   V   I   I   I   

L   I   G   C   K   K   L   K   S   M   T   D   I   Y   L   L   N   L   A   I   S   D   L   L   F   L   L   T   L   P   F   W   A   H

  Y   A   A   N   E   W   V   F   G   N   I   M   C   K   V   F   T   G   L   Y   H   I   G   Y   F   G   G   I   F   F   I   I   L  

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

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

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

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

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

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

 V   F   Y   R   E   T   A   D   R   V   S   S   T   F   T   P   S   T   G   E   Q   E   V   S   V   G   L   •  

SgfI (6)
PvuI (7)

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

Bsu36I (291)

NgoMIV (441)

AgeI (552)
BstEII (555)

NcoI (560)
BbsI (565)

BamHI (728) BspLU11I (779)

BsaBI (832)
EcoRV (832)

MscI (851)

XcmI (1158) XmnI (1194)
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SwaI (2211) EcoO109I (2272)
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1301
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2201

2301
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13

47

80

113

147

180

213

247

280

313

347



CTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTG

ACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGG

CAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATG

GTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTC

CTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAA

CGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTA

CTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCG

CATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTA

CCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAAT

GGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAG

TTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGC

TCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTC

CCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGG

TATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTG

AGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAA

GTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCC

GGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTA

CGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTA

TTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTG
TCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   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  

BstXI (2501)

StuI (2636)

XmnI (2778)
BbsI (2782)

AseI (2844)

SpeI (2999)

SnaBI (3127)

NdeI (3232)

SdaI (3410)
PstI (3411)

PacI (3418)

BspLU11I (3428)

ApaLI (3742)

PacI (4158) SwaI (4167) NotI (4177)
EagI (4178)
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2501

2601

2701

2801

2901

3001

3101

3201

3301
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3601

3701

3801

3901

4001

4101

4201
4301
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63
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