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hB29 prom

pDRIVESLucia-hB29 Agel (945)

SerAl (2810) (3807 bp) SgrAl (945)

Sspl (2382) SV40 p(A)



EcoRI (23)
NotI (2) Xbal (19) Sdal (38) Spel (45)
1 GCGGCCGCGTCGACGATATCTAGAATTCGGATCCTGCAGGGCCCACTAGTAAACGGAGGGTTGTGAGGAGAGTGAGAGGTGGACAGAGGGCACCGACGAT

101 TTAGCATCTCTTCCTCTCCTGGGGGTCGAGGATGAGAGACAAAAAAGAAGCTGCCAGGAAACATAAAATTCAGAGGGCTCAGCTGCAGGGCTGAGGTCTG

BsrGI (211)
201 CAAGCATGCTGTGTACACTTGTGCATGTTGTGCCCTGCACAAGGGCATCTCTGAAGGGGCTGCACTGGACCCAGGGGCAGGGGCGCAAAGGTGAGTTTAT

301 ATCAGTTCCTGAGCACTGTGGCTCCATCCAGCACTCTGAGGACAGGCAGGATACAGCTGGAGGACCTGAGGGCTCCCCCACACCAGCTCCTGTTCCCTGC

401 CCAAGACCCCCTGGACCTGCAGACAACAATTCAACGCACTCAGAGTCCCACAGTTAAGAACTCCCTGAAGAAGCCCCCAGTGGCTGCGTGGTGGATTTTC

501 GCAAAGCTGTCTCCACCTACATCCACCCTGTTTGGCAGCCCCTACATACTCTTTCACAGCATGAGGAAGGGAGGCCTCTCACCAAGACCTGGACTGAATC

601 TTCTCCCAGTGGCTGCCACACCTGACCTGCTCTTGCTCCAGAACCTCTGTGGCTCCCATCCTCCACAGGGTCAACTTCCAACATGGCTGCCTGCACTCCA

701 GCCAAGAGGCTCTGCTCTGGGCCCCTCCAGATGCCTGACCTGGGTCTGTGGCTGCCCTGTCCTTCTTCAGTGCTCCTCTTCCCGCTGGGTGAGGAATAGT

801 TCAGGACAGAGGAGCTAAGTTCAGGTTCATTCATAGGACAGGTGCCTATTTCGCTCACGGCCCAGGAATAGAGACTTGCCGGGCTCGGCCCTTCGGGGAG

Agel (945)
SgrAl (945)
901 TTGGCAGACGGCAGAGGGGAGGCTGGCTGGCCCAGGGGATGACCACCGGTGGGGTAAGCACAGACAGAGGGGAGCACAGGCTTCCCCCAGAAGACTGAGA

1001 GGCCCCCCAGAGGCATCCACAGAGGACCCCAGCTGTGCTGCCCAAGCTGGGCGACCGCCAAACCTTAGCGGCCCAGCTGACAAAAGCCTGLCCTCCCCCA

1101 GGGTCCCCGGAGAGCTGGTGCCTCCCCTGGGTCCCAATTTGCATGGCAGGAAGGGGCCTGGTGAGGAAGAGGCGGGGAGGGGACAGGCTGCAGCCGGTGC

Ncol (1269)
1201 AGTTACACGTTTTCCTCCAAGGAGCCTCGGACGTTGTCACGGGTTTGGGGTCGGGGACAGAGCGGTGACCATGGAAATCAAGGTGCTGTTTGCCCTCATC
# M E | KV LFATL I

BglII (1384)
1301 TGTATTGCTGTTGCTGAGGCAAAACCCACTGAAATCAATGAAGACCTCAATATAGCTGCTGTGGCCTCCAACTTTGCCACCACAGATCTTGAGACTGACC
127 C | AVAEAKPTE INEDLNIAAVASNTFATTDLTETHD
1401 TGTTCACCAACTGGGAGACCATGAATGTGATTAGCACTGACACAGAGCAGGTGAACACAGATGCTGACAGGGGCAAGCTGCCTGGCAAAAAACTCCCCCC
44 L F T NWETMNYV I STDTEQVNTDADRGIKTLPGIKTIKTLTPTP
1501 AGATGTCCTGAGGGAGCTGGAGGCCAATGCCAGAAGGGCTGGTTGCACAAGAGGCTGCCTCATTTGCCTCTCCCACATTAAGTGCACCCCTAAGATGAAG
77 DV LRELEANARRAGCTRGCL ICLSHIKTCTZPKMEK
1601 AAATTTATCCCTGGCAGGTGCCACACTTATGAAGGTGAAAAGGAGTCTGCTCAGGGAGGGATTGGAGAGGCAATTGTTGATATCCCAGAGATTCCTGGCT
111 K F I P G R CHTYEGEKES SAQGG IGEAI1IVD IPEIPG
1701 TCAAGGATAAGGAGCCACTGGACCAGTTTATTGCTCAAGTGGACCTCTGTGCTGATTGCACCACTGGCTGTCTGAAGGGCCTTGCCAATGTCCAGTGCTC
144 F K D K EPLDQF IAQVDLCADCTTGCLKGLANVYVYAQCS
1801 TGACCTCCTGAAGAAGTGGCTTCCCCAGAGGTGTACCACTTTTGCCAGCAAGATTCAGGGTAGGGTGGACAAAATCAAGGGTCTGGCTGGGGACAGATGA
177 D L L K KWLPQRCTTFASK I QGRVDIK I KGLAGTDTR R e
Nhel (1903)

1901 TAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGC

2001 TATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTT

2101 TTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCC

[

2201 TTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTG
Sspl (2382)

2301 TATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAA
2401 TACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAAC
2501 AAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTATCCTCAGTCCTGCTCCTCTGCCACAAAGTGCACGCAGTTGCCGGCCGGG
1254 ¢« D Q E E AV FHVCNGATP

2601 TCGCGCAGGGCGAACTCCCGCCCCCACGGCTGCTCGCCGATCTCGGTCATGGCCGGCCCGGAGGCGTCCCGGAAGTTCGTGGACACGACCTCCGACCACT
109D R L AF ERGWPQEG I ETMAPGSADRTFNTSVVESWE
2701 CGGCGTACAGCTCGTCCAGGCCGCGCACCCACACCCAGGCCAGGGTGTTGTCCGGCACCACCTGGTCCTGGACCGCGCTGATGAACAGGGTCACGTCGTC
764 AYLEDLGRVWVWALTNDPVVQDQVAS IFLTVDD

SgrAl (2810)

2801 CCGGACCACACCGGCGAAGTCGTCCTCCACGAAGTCCCGGGAGAACCCGAGCCGGTCGGTCCAGAACTCGACCGCTCCGGCGACGTCGCGCGCGGTGAGC
43 RVVGAFDDEVFDRSFGLRDTWTFEVAGAVDRATL

2901 ACCGGAACGGCACTGGTCAACTTGGCCATGATGGCTCCTCCTGTCAGGAGAGGAAAGAGAAGAAGGTTAGTACAATTGCTATAGTGAGTTGTATTATACT

9V P V A S T L K A M=

3001 ATGCAGATATACTATGCCAATGA'I'I'AA'I'I'GTCAAACTAGGGCTGCAGG'I'I'AA'I'I'AAGAﬁTGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAA




3101

3201

3301

3401

3501

3601

3701

3801

AGGCCGCATTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATA

AAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGC

GTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACC

GCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAG

GTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACC

TTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAG

GATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATT

TAAATCA
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