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(4275 bp)

BsrS2 SV40 p(A)

(h) ßglobin p(A)

pMB1 ori
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NotI (4110)
EagI (4111)

14L03v35



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTAGGAGGGCCACCATGGAACCGATCAGTGTGAGTATATACACT

TCTGATAACTACTCTGAAGAAGTGGGGTCTGGAGACTATGACTCCAACAAGGAACCCTGCTTCCGGGATGAAAACGTCCATTTCAATAGGATCTTCCTGC

CCACCATCTACTTCATCATCTTCTTGACTGGCATAGTCGGCAATGGATTGGTGATCCTGGTCATGGGTTACCAGAAGAAGCTAAGGAGCATGACGGACAA

GTACCGGCTGCACCTGTCAGTGGCTGACCTCCTCTTTGTCATCACACTCCCCTTCTGGGCAGTTGATGCCATGGCTGACTGGTACTTTGGGAAATTTTTG

TGTAAGGCTGTCCATATCATCTACACTGTCAACCTCTACAGCAGCGTTCTCATCCTGGCCTTCATCAGCCTGGACCGTTACCTCGCCATTGTCCACGCCA

CCAACAGTCAAAGGCCAAGGAAACTGCTGGCTGAAAAGGCAGTCTATGTGGGCGTCTGGATCCCAGCCCTCCTCCTGACTATACCTGACTTCATCTTTGC

CGACGTCAGCCAGGGGGACATCAGTCAGGGGGATGACAGGTACATCTGTGACCGCCTTTACCCCGATAGCCTGTGGATGGTGGTGTTTCAATTCCAGCAT

ATAATGGTGGGTCTCATCCTGCCCGGCATCGTCATCCTCTCCTGTTACTGCATCATCATCTCTAAGCTGTCACACTCCAAGGGCCACCAGAAGCGCAAGG

CCCTCAAGACGACAGTCATCCTCATCCTAGCTTTCTTTGCCTGCTGGCTGCCATATTATGTGGGGATCAGCATCGACTCCTTCATCCTTTTGGGAGTCAT

CAAGCAAGGATGTGACTTCGAGAGCATTGTGCACAAGTGGATCTCCATCACAGAGGCCCTCGCCTTCTTCCACTGTTGCCTGAACCCCATCCTCTATGCC

TTCCTCGGGGCCAAGTTCAAAAGCTCTGCCCAGCATGCACTCAACTCCATGAGCAGAGGCTCCAGCCTCAAGATCCTTTCCAAAGGAAAGCGGGGTGGAC

ACTCTTCCGTCTCCACGGAGTCAGAATCCTCCAGTTTTCACTCCAGCTAACCCTTATGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGAC

AAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAA

CAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAA

AATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGT

GCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATG

CACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGAT

GCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCT

TTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCA

GAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGT

CCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTC

 •  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  

 M  E   P   I   S   V  S   I   Y   T  

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

P   T   I   Y   F   I   I   F   L   T   G  I   V  G  N  G  L   V  I   L   V  M  G  Y   Q  K  K  L   R   S   M  T   D  K

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

 C   K  A   V  H  I   I   Y   T   V  N  L   Y   S   S   V  L   I   L   A   F   I   S   L   D  R   Y   L   A   I   V  H  A   

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

  D  V  S   Q  G  D  I   S   Q  G  D  D  R   Y   I   C   D  R   L   Y   P   D  S   L   W  M  V  V  F   Q  F   Q  H 

 I   M  V  G  L   I   L   P   G  I   V  I   L   S   C   Y   C   I   I   I   S   K  L   S   H  S   K  G  H  Q  K  R   K  

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

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

 F   L   G  A   K  F   K  S   S   A   Q  H  A   L   N  S   M  S   R   G  S   S   L   K  I   L   S   K  G  K  R   G  G  

H  S   S   V  S   T   E   S   E   S   S   S   F   H  S   S   • 

SgfI (6)
PvuI (7)

MfeI (82) EcoNI (96)

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

EcoNI (287)
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NgoMIV (441)

AgeI (552) NcoI (568)

BstEII (765)

BstAPI (858)
NcoI (868)

BamHI (1057)

PshAI (1116)

PshAI (1307) BsaBI (1364)

ApaLI (1428) BsaBI (1439)

SphI (1532)

NheI (1657)
MscI (1663)

HpaI (1795)

MfeI (1806) EcoRI (1891)

SapI (2073)

SspI (2130) SwaI (2144)

SacI (2405) BstXI (2434)

StuI (2569)
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101

201

301

401

501

601

701

801

901

1001

1101
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1301
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1501

1601

1701

1801
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2001

2101

2201
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74

1
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111
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177

211

244
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CCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGC

TGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGA

TGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGT

TGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCG

CTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTC

ATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAG

TTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTT

GGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTA

AAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACT

ATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGA

AGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCG

ACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGC

GAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTT

ACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAA

AAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAAC

ATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACA
AAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 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 

XmnI (2711)
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PstI (3344)
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EagI (4111)
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