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(4267 bp)

BsrS2 SV40 p(A)

(h) ßglobin p(A)
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PstI (3336)
PacI (3343)
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SwaI (4092)
NotI (4102)
EagI (4103)

19F27v40



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGCATTCAACACAGATGAAATCAAGACTGTGGTTGA

AAGCTTTGAGACCACACCCTATGAATATGAGTGGGCACCACCCTGTGAAAAAGTCAGAATCAAAGAGCTGGGGTCATGGCTCCTGCCTCCACTGTACTCC

CTGGTGTTCATCATCGGCCTCCTGGGCAACATAATGGTTGTGTTGATCCTCATAAAGTACAGGAAGCTACAAATTATGGCTAATATCTACCTGTTCAACT

TGGCAATTTCTGACCTGCTCTTTCTCTTCACTGTCCCATTCTGGATTCACTATGTTCTGTGGAATGAGTGGGGTTTTGGCCACTACATGTGCAAAATGCT

GTCTGGGTTTTATTACCTGGCCTTGTACAGCGAGATCTTTTTCATCATTCTGCTGACAATTGACAGATACCTGGCTATCGTCCATGCTGTGTTTGCCCTT

CGAGCCCGAACTGTGACTTTTGCTACTATCACCAGTATCATTACCTGGGGCCTTGCAGGACTGGCAGCATTGCCTGAATTTATCTTCCATGAGTCTCAAG

ACAGCTTTGGAGAGTTTTCCTGCAGTCCTCGCTATCCAGAGGGTGAAGAAGACAGCTGGAAACGTTTCCATGCTCTAAGAATGAATATCTTTGGTCTAGC

TCTTCCTCTCCTCATTATGGTTATCTGCTACTCAGGAATCATTAAAACTCTCCTGAGATGTCCCAATAAAAAAAAACACAAGGCCATCCGTCTTATTTTT

GTTGTTATGATAGTCTTTTTTATTTTTTGGACCCCGTACAACCTGGTTCTCCTTTTTTCTGCTTTTCACAGCACATTTTTAGAGACCAGCTGTCAGCAGA

GTAAACATCTGGACCTGGCCATGCAGGTGACTGAGGTGATTGCCTACACCCACTGCTGTATTAATCCAGTAATCTACGCCTTTGTTGGTGAGAGGTTCCG

GAAACACCTTCGGCTCTTTTTCCACAGAAATGTGGCAGTTTACCTGGGAAAATATATTCCGTTTCTTCCTGGTGAGAAAATGGAAAGAACAAGCTCTGTC

TCCCCATCAACTGGGGAGCAAGAAATCTCTGTGGTGTTTTAGTTGGGCAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACA

ACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACA

ATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGC

ATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGC

TGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACC

TCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGG

CCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCC

TGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAG

 •   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   A   F   N   T   D   E   I   K   T   V   V   E

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

 L   V   F   I   I   G   L   L   G   N   I   M   V   V   L   I   L   I   K   Y   R   K   L   Q   I   M   A   N   I   Y   L   F   N   

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

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

 R   A   R   T   V   T   F   A   T   I   T   S   I   I   T   W   G   L   A   G   L   A   A   L   P   E   F   I   F   H   E   S   Q   

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

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

 V   V   M   I   V   F   F   I   F   W   T   P   Y   N   L   V   L   L   F   S   A   F   H   S   T   F   L   E   T   S   C   Q   Q   

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

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

 S   P   S   T   G   E   Q   E   I   S   V   V   F   •  

SgfI (6)
PvuI (7)

Psp1406I (203) HindIII (245) Bsu36I (291)

NgoMIV (441)

AgeI (552)
BstEII (555)

NcoI (560)

HindIII (600) DraIII (638)

BspLU11I (884)

BsrGI (923) BglII (932)

EcoO109I (1046)

PstI (1119) BbsI (1147) XmnI (1158)
Psp1406I (1160)

SapI (1198)

AseI (1459) BspEI (1496)

NheI (1649)

HpaI (1787)

EcoRI (1883)

SapI (2065)

SspI (2122) SwaI (2136) EcoO109I (2197)

SacI (2397)
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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

2301

141

138

1

13

47

80

113

147

180

213

247

280

313

347



CTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGC

CCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCT

TGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGAT

GTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCT

CCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGA

CATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCAC

GCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTG

GGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGT

AAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTC

AGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCC

GCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGAT

ACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGC

GCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGC

GCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATG

TAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGG

AAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCT

CAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAAT

CAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAA
CAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA

 •   N   R

 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 (2426)

StuI (2561)

XmnI (2703)
BbsI (2707)

AseI (2769)

SacI (2826)

SpeI (2924)

SnaBI (3052)

NdeI (3157)

SdaI (3335)
PstI (3336)

PacI (3343)

BspLU11I (3353)

ApaLI (3667)

PacI (4083) SwaI (4092)

NotI (4102)
EagI (4103)

2401

2501

2601

2701

2801

2901

3001
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3201
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3401

3501

3601

3701

3801

3901

4001

4101
4201
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