
100

pUNO1-mCSNK2A1
(4381 bp)

BsrS2
SV40 p(A)

(h) ßglobin p(A)

pMB1 ori

hCMV enh

hCMV prom
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hEF1-HTLV prom

mCSNK2A1

SgfI (6)
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Psp1406I (203)
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XmnI (2817)
BbsI (2821)
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SacI (2940)
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SnaBI (3166)
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PstI (3450)
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PacI (4197)
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NotI (4216)
EagI (4217)

16C08v40



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCAACATGTCGGGACCCGTGCCAAGCAGGGCCAGAGTTTACAC

AGATGTTAACACACACAGACCCCGAGAGTACTGGGATTATGAATCACATGTGGTGGAATGGGGGAATCAAGATGACTATCAGCTTGTTCGAAAATTAGGT

AGGGGCAAATACAGTGAAGTGTTTGAAGCCATCAACATCACAAATAATGAAAAAGTTGTTGTTAAAATTCTCAAGCCAGTAAAAAAGAAGAAAATTAAGC

GTGAAATAAAGATTTTGGAGAATTTGAGAGGTGGGCCCAACATCATCACACTTGCAGACATTGTAAAAGACCCTGTGTCACGAACCCCTGCCTTGGTTTT

TGAACATGTAAACAACACAGACTTCAAGCAATTGTACCAGACGTTAACAGACTATGACATTCGATTTTACATGTATGAAATTCTGAAAGCCCTGGATTAT

TGTCACAGCATGGGGATTATGCACAGAGATGTGAAACCCCATAATGTCATGATTGATCATGAGCACAGAAAGCTTCGGCTAATAGACTGGGGTTTAGCTG

AGTTTTACCATCCAGGCCAAGAGTATAATGTCCGAGTTGCTTCTCGATATTTCAAAGGTCCAGAGCTACTTGTAGATTATCAGATGTACGATTATAGTTT

GGATATGTGGAGCTTGGGTTGTATGCTGGCCAGTATGATCTTCCGGAAGGAGCCATTTTTCCATGGACATGACAATTATGATCAGTTGGTGAGGATAGCC

AAGGTTCTGGGAACAGAAGATTTATATGACTATATTGACAAGTACAACATTGAATTAGATCCACGTTTCAACGATATCTTGGGCAGACACTCCCGTAAGC

GATGGGAACGCTTTGTCCACAGTGAAAACCAGCATCTTGTCAGCCCTGAGGCCTTGGATTTTCTGGACAAGCTGCTTCGATATGACCACCAGTCACGGCT

CACTGCAAGAGAGGCCATGGAGCACCCTTACTTCTACACTGTTGTGAAGGACCAGGCTCGAATGAGTTCCACTAGCATGGCAGGGGGCAGCACACCTGTC

AGCAGCGCCAATATGATGTCAGGGATTTCTTCAGTGCCAACTCCTTCACCCCTTGGACCTCTGGCAGGCTCACCAGTGATTGCCGCTGCCAACTCACTTG

GGATACCTGTTCCAGCTGCTGCTGGCGCTCAGCAGTAATGACCCCCATCTACCTTCTGATGCCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGT

TTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACA

AGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAA

TTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGC

CAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTT

TAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAAT

 M   S   G   P   V   P   S   R   A   R   V   Y   T

  D   V   N   T   H   R   P   R   E   Y   W   D   Y   E   S   H   V   V   E   W   G   N   Q   D   D   Y   Q   L   V   R   K   L   G  

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

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

  E   H   V   N   N   T   D   F   K   Q   L   Y   Q   T   L   T   D   Y   D   I   R   F   Y   M   Y   E   I   L   K   A   L   D   Y  

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

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

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

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

R   W   E   R   F   V   H   S   E   N   Q   H   L   V   S   P   E   A   L   D   F   L   D   K   L   L   R   Y   D   H   Q   S   R   L

  T   A   R   E   A   M   E   H   P   Y   F   Y   T   V   V   K   D   Q   A   R   M   S   S   T   S   M   A   G   G   S   T   P   V  

 S   S   A   N   M   M   S   G   I   S   S   V   P   T   P   S   P   L   G   P   L   A   G   S   P   V   I   A   A   A   N   S   L   

G   I   P   V   P   A   A   A   G   A   Q   Q   •  

SgfI (6)
PvuI (7)

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

Bsu36I (291)

NgoMIV (441)
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SandI (567)

ScaI (626) BstBI (686)

Bsp120I (832)

BspHI (1046)
BspHI [m] (1054)

HindIII (1069)

MscI (1226) BspEI (1241)

EcoRV (1372)

Bsu36I (1444)
StuI (1448)

XmnI (1559)

PvuII (1712) NheI (1763)
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EcoRI (1997)
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SspI (2236) SwaI (2250)
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101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

1

13

47

80

113

147

180

213

247

280

313

347

380



CCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTT

CTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCA

TAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGT

CAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGAT

GATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGA

TCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAG

CGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGG

CGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTC

AAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCAT

AAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGT

GGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGG

GTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGA

ACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGAC

AGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCT

TCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTC

AGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAG

CAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAG

CCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCA

GAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTA

ATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATC
AAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   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  

EcoO109I (2311)

SacI (2511)

StuI (2675)

XmnI (2817)
BbsI (2821)

AseI (2883)

SacI (2940)

SpeI (3038)

SnaBI (3166)

NdeI (3271)

SdaI (3449)
PstI (3450)

PacI (3457)

ApaLI (3781)

PacI (4197)

SwaI (4206) NotI (4216)
EagI (4217)
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2401

2501

2601

2701

2801
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3001
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3201

3301
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3601
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4001

4101
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