
100

pUNO1-mC1GALT1
(4305 bp)

BsrS2 SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hEF1-HTLV prom

hCMV enh

hCMV prom

EM7

mC1GALT1

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

PvuII (239)
HindIII (245)

Bsu36I (291)
NgoMIV (441)

KasI (535)
AgeI (552)

BstEII (555)
NcoI (560)

Tth111I (725)

XbaI (858)
Bsp120I (893)

HindIII (1007)
BsrGI (1020)

BsrBI (1182)
BsrBI (1190)

NsiI (1235)
BsrGI (1255)

XcmI (1402)
EcoO109I (1449)

NdeI (1544)
EcoRV (1562)

AseI (1600)
NheI (1687)
MscI (1693)

HpaI (1825)
MfeI (1836)

EcoRI (1921)

SspI (2160)
SwaI (2174)

EcoO109I (2235)
SacI (2435)

BstXI (2464)

StuI (2599)

XmnI (2741)
BspHI (2749)

AseI (2807)
SacI (2864)

SpeI (2962)

SnaBI (3090)

NdeI (3195)

SdaI (3373)
PstI (3374)

PacI (3381)
BspLU11I (3391)

ApaLI (3705)

PacI (4121)
SwaI (4130)

NotI (4140)
EagI (4141)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGCCTCTAAATCTTGGCTGAATTTTTTAGTCTTCCT

CTGTGGATCAGCAATAGGGTTTTTTTTATGTTCTCAACTCTTGAGTATTTTGTTGCGAGAAGAGGCTGCCATTCAGCCTAACATGCTTCACAATGACCCT

CATGCAAGGCATTCAGATGACAATGGACACAGTCACCTCAAAGGACAGATGAACTTCAATGCAGATTCCAGCCAACATAAAGATGAGAACATAGACGTTG

CTGAGAACCTCTATCAGAAAGTTAAAATTCTTTGTTGGGTTATGACAAGTCCTCAAAATCTAGAGAAAAAGGCCAAGCATGTCAAAGCTACGTGGGCCCA

GCGTTGTAATAAAGTGTTATTTATGAGTTCGGAAGAAAATCAAGACTTCCCTACTGTGGGATTGAAAACCAAAGAAGGCAGAGAGCAACTATATTGGAAA

ACAATTAAAGCTTTCCAGTATGTACATGACCATTATTTAGAAGATGCTGACTGGTTTATGAAAGCAGATGACGACACATACGTCATTGTGGACAACCTGA

GATGGCTTCTATCAAAGTATAACCCTGAACAACCCATTTACTTTGGGCGAAGATTTAAGCCCTATGTGAAGCAGGGATACATGAGCGGAGGAGCGGGCTA

TGTCCTAAGCAAGGAAGCCTTGAGAAGATTTGTTAATGCATTTAAAACAGAAAAGTGTACACATAGTTCCTCCATCGAAGACTTAGCTCTGGGAAGGTGC

ATGGAAATTATAAATGTAGAAGCTGGAGATTCCAGAGATACCATTGGGAAAGAAACCTTCCATCCATTTGTACCAGAACACCACTTAATCAAAGGTTATC

TACCAAAAACATTTTGGTACTGGAATTACAACTATTATCCTCCCATAGAGGGTCCTGGATGCTGTTCTGATATTGCAGTTTCTTTTCACTATGTTGATGG

GACAACTATGTATGAATTAGAATACCTCGTTTATCATCTTCGTCCATATGGTTATTTATATAGATATCAACCTGCCTTACCTGAGAATATACTGAAAGAA

ATTAATCAAGTAAACAGAAAGGAAGATACAAAAATAAAATTAGGCAACCCCTGAAAGCAGAACATAAGTGGTCTACATTGCACTGAAGCTAGCTGGCCAG

ACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGT

AACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAA

AACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAA

GGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAA

CTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAA

TAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAA

ATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCA

ATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGG

 •  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
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  T   T   M  Y   E   L   E   Y   L   V  Y   H  L   R   P   Y   G  Y   L   Y   R   Y   Q  P   A   L   P   E   N  I   L   K  E  

 I   N  Q  V  N  R   K  E   D  T   K  I   K  L   G  N  P   • 

SgfI (6)
PvuI (7)

MfeI (82)

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

Bsu36I (291)

NgoMIV (441)

KasI (535) AgeI (552)
BstEII (555)

NcoI (560)

Tth111I (725)

XbaI (858) Bsp120I (893)

HindIII (1007) BsrGI (1020)

BsrBI (1182)
BsrBI (1190)

NsiI (1235) BsrGI (1255)

XcmI (1402) EcoO109I (1449)

NdeI (1544) EcoRV (1562)

AseI (1600) NheI (1687)
MscI (1693)

HpaI (1825) MfeI (1836)

EcoRI (1921)

SspI (2160) SwaI (2174)

EcoO109I (2235)

SacI (2435) BstXI (2464)

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

117

1

13

47

80

113

147

180

213

247

280

313

347



GGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTA

GGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCA

GTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTAT

GCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCC

TACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTG

GAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATG

TACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATAT

GATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGT

CATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAG

CAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTC

AAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACC

GGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGG

GCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGC

AGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTA

TTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTG

TTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTA

AGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAAT

CGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTA
TCGAA

  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  
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T   A   V  E   V  L   E   L   D  Q  Q  S   I   N  F   T   K  M 
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BspHI (2749)
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PstI (3374)
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2501

2601

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601
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3801

3901

4001

4101

4201
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