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7 Anhang

7.1 Vektor pQE30ONST

711 MCSdesVektorspQE30NST

Xhol
| < -35> <---->
CTCGAGAAATCATAAAAAATTTATTTGCTTTGTGAGCGGATAACAATTATAATAGATTCA

1 --------- Fommm - Fomm - Fommmm e m - Fomm - Fomm - + 60
GAGCTCTTTAGTATTTTTTAAATAAACGAAACACTCGCCTATTGTITAATATTATCTAAGT
EcoRl
pQEGS | < RBS >

ATTCTGAGCGGATAACAATTTCACACAGAATTCATTAAAGAGGAGAAATTAACTATGAGA

61 --------- Fommmaaaas Fommmaaaa - Fommm o Fommme e - + 120

TAACACTCGCCTATTGITAAAGTGIGTCTTAAGTAATTTCTCCTCTTTAATTGATACTCT

BanH Sal |
| NST-rev |
GGATCGCATCACCATCACCATCACGGATCCt atttaggt gac act at agaat cgtcgacc
121 --------- e R e e e R + 180
CCTAGCGTAGTGGTAGTGGTAGTGCCTAGGat aaatccact gt gat at cttagcagct agg

Eagl
Bgl I'l Not | H ndl 1]

| | I
t gcaagat ct gcggccgct ccct at agt gagt cgtatt AAGCTTAATTAGCTGAGCTTGG
S R ek e T S e + 240
acgttct agacgccggcgagggat at cact cagcat aaTTCGAATTAATCGACTCGAACC

NST- f or pQE276
ACTCCTGI TGATAGATCCAGTAATGACCTCAGAACTCCATCTGGATTTGT TCAGAACGCT
241 --------- Fommeaaaa Femmmaaaa - Fommm o R + 300

TGAGGACAACTATCTAGGT CATTACT GGAGT CTTGAGGTAGACCTAAACAAGT CTTGCGA

CGGT TGCCGCCGGECGT TTTTTATTGGT GAGAATCCAAGCTAGCTTGGECG
301 --------- - - e mme oo L + 350
GCCAACGGCGGCCCGCAAAAAATAACCACTCTTAGGT TCGATCGAACCGC

Abb. 7-1 Multi Cloning Site des Vektor pQE30NST
In der Abbildung ist die MCS des Vektors pQE30NST mit den angrenzenden Bereichen dargestellt. Die
Bindestellen fur die Primer sind farblich unterlegt.
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7.1.2 Sequenz desVektors pQE30NST

I"NA_SEQUENCE 1.0

LOCUS
DEFINITION
ACCESSION
NID
KEYWORDS
SOURCE
ORGANISM

REFERENCE 1

AUTHORS
TITLE

JOURNAL

REFERENCE 2

AUTHORS

TITLE
JOURNAL

FEATURES
source

-35_signal
-10_signal
RBS
misc_feature
misc_feature
promoter
promoter

gene

CDS

AF074376 3494bp DNA circular SYN
Cloning vector pQE30NST, complete sequence.
AFQ074376

03328183

19-JUL-1998

Cloning vector pQE30NST.

Cloning vector pQE30ONST, artificial sequence; cloning vectors.

(bases 1 to 3494)

Bussow,K., Cahill,D., Nietfeld,W., Bancroft,D., Scherzinger,E., Lehrach,H. and Walter,G.
A method for protein expression and antibody screening on high-density filters of an
arrayed cDNA library

Unpublished

(bases 1 to 3494)

Bussow,K., Cahill,D., Nietfeld,W., Bancroft,D., Scherzinger,E., Lehrach,H., Walter,G.,
Doebeli,H., Eggimann,B., Gentz,R., Hochuli,E. and Stueber,D.

Direct Submission

Submitted (25-JUN-1998) Lehrach, Max-Planck-Institut fuer Molekulare Genetik,
Ihnestrasse 73, Berlin 14195, Germany

Location/Qualifiers

1..3494

/organism="Cloning vector pQE30NST"

/db_xref="taxon:78926"

/lab_host="Escherichia coli"

/note="derived from sequence deposited under GenBank

Accession Number A02229"

30..35

48. .53

101. .107

115

/note="trandation start site for inserts cloned into the multiple cloning site"

145. .224

/note="multiple cloning site for BamHlI, Sall, Bglll, Notl and Hindl 1"

151. .173

/note="SP6 RNA polymerase promoter"

complement(199. .218)

/note="T7 RNA polymerase promoter"

complement(2429. .3289)

/gene="bla"

complement(2429. .3289)

/gene="bla"

/EC_number="3.5.2.6"

/note="penicillinase"

/codon_start=1

/trand_table=11

/product="beta lactamase precursor"

/db_xref="PID:g3328184"

ftrandation="MSIQHFRV ALIPFFAAFCLPVFAHPETLVKVKDAEDQLGARVGY
IELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGRRIHY SQNDL
VEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMG
DHVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKVAGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS
QAAMDERNRQIAEIGASLIKHW"

BASE COUNT 909a 834c 841g 910t

ORIGIN

AF074376 Length: 3494 November 17, 1998 10:00 Type: N Check: 1670 ..
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51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
801
851
901
951

1001
1051
1101
1151
1201
1251
1301
1351
1401
1451
1501
1551
1601
1651
1701
1751
1801
1851
1901
1951
2001
2051
2101
2151
2201
2251
2301
2351
2401
2451
2501
2551
2601
2651
2701
2751
2801
2851
2901
2951
3001
3051
3101
3151
3201
3251
3301
3351
3401
3451

Abb. 7-2

CTCGAGAAAT
AATAGATTCA
AGGAGAAATT
TATTTAGGTG
CCTATAGIGA
ATAGATCCAG
CGGITGCCGC
AGATTTTCAG
TACCACCGIT
TTCAGICAGT
ACGGCCTTTT
CTTTATTCAC
TGGCAATGAA
TACACCGITT
ATACCACGAC
CGTGITACGG
ATGITTTTCG
AAACGTGGECC
AATATTATAC
CATCATGCCG
ACAACAGTAC
GITATTGGIG
TCAAATAAAA
GITGITTGIC
AGCTGCCTCG
GCTCCCGGAG
AAGCCCGTCA
ATGACCCAGT
GCATCAGAGC
GCACAGATGC
CGCTCACTGA
GCTCACTCAA
AGGAAAGAAC
AGGCCGCGTT
CACAAAAATC
AAGATACCAG
CGACCCTGCC
GTGGCCCTTT
CGTTCGCTCC
GCTGCGCCTT
GACTTATCCC
GTATGTAGEC
ACACTAGAAG
TTCGGAAAAA
TAGCGGTGGT
GATCTCAAGA
AACGAAAACT
CTTCACCTAG
GTATATATGA
GCACCTATCT
CCCCGICGTG
GTGCTGCAAT
GCAATAAACC
TTTATCCGCC
GTAGITCGCC
ATCGTGGTGT
CCAACGATCA
TTAGCTCCTT
TTATCACTCA
ATCCGTAAGA
GAGAATAGTG
GATAATACCG
ACGITCTTCG
GITCGATGTA
TTCACCAGCG
AAAGGGAATA
TTCAATATTA
ATATTTGAAT
TCCCCGAAAA
TAACCTATAA

CATAAAAAAT
ATTGTGAGCG
AACTATGAGA
ACACTATAGA
GITCGTATTAA
TAATGACCTC
CGGECGITTT
GAGCTAAGGA
GATATATCCC
TGCTCAATGT
TAAAGACCGT
ATTCTTGCCC
AGACGGTGAG
TCCATGAGCA
GATTTCCGGC
TGAAAACCTG
TCTCAGCCAA
AATATGGACA
GCAAGGCGAC
TCTGTGATGG
TGCGATGAGT
CCCTTAAACG
CGAAAGCCTC
GGTGAACGCT
CGCGITTCGG
ACGGTCACAG
GGGCGCGTCA
CACGTAGCGA
AGATTGTACT
GTAAGGAGAA
CTCGCTGCGC
AGGCGGTAAT
ATGTGAGCAA
GCTGCCGITT
GACGCTCAAG
GCGITTCCCC
GCTTACCGGA
CTCAATCGCTC
AAGCTGGGECT
ATCCGGTAAC
CACTGGCAGC
GGTGCTACAG
GACAGTATTT
GAGITGGTAG
TTTTTTGTTT
AGATCCTTTG
CACGITAAGG
ATCCTTTTAA
GTAAACTTGG
CAGCGATCTG
TAGATAACTA
GATACCGCGA
AGCCAGCCGG
TCCATCCAGT
AGITTAATAGT
CACGCTCGIC
AGGCGAGTTA
CGGICCTCCG
TGGITATGEC
TCCTTTTCTG
TATGCGGCGA
CGCCACATAG
GGGCGAAAAC
ACCCACTCGT
TTTCTGGGTG
AGGGCGACAC
TTGAAGCATT
GTATTTAGAA
GTGCCACCTG
AAATAGGCGT

TTATTTGCTT
GATAACAATT
GGATCGCATC
ATCGTCGACC
GCTTAATTAG
AGAACTCCAT
TTATTGGTGA
AGCTAAAATG
AATGCCATCG
ACCTATAACC
AAAGAAAAAT
GCCTGATGAA
CTGGTGATAT
AACTGAAACG
AGITTCTACA
GCCTATTTCC
TCCCTGGGTG
ACTTCTTCGC
AAGGTGCTGA
CTTCCATGIC
GGCAGGECGG
CCTGGGGTAA
AGTCGAAAGA
CTCCTGAGTA
TGATGACGGT
CTTGICTGTA
GCGGGIGITG
TAGCGGAGTG
GAGAGIGCAC
AATACCGCAT
TCGGTCTGIC
ACGGITATCC
AAGGCCAGCA
TTCCATAGGC
TCAGAGGTGG
CTGGAAGCTC
TACCTGICCG
ACGCTGTAGG
GTGI'GCACGA
TATCGTCTTG
AGCCACTGGT
AGITCTTGAA
GGTATCTGCG
CTCTTGATCC
GCAAGCAGCA
ATCTTTTCTA
GATTTTGGIC
ATTAAAAATG
TCTGACAGTT
TCTATTTCGT
CGATACGGGA
GACCCACGCT
AAGGGCCGAG
CTATTAATTG
TTGCGCAACG
GITTGGTATG
CATGATCCCC
ATCGITGICA
AGCACTGCAT
TGACTGGTGA
CCGAGITGCT
CAGAACTTTA
TCTCAAGGAT
GCACCCAACT
AGCAAAAACA
GGAAATGITG
TATCAGGGTT
AAATAAACAA
ACGTCTAAGA
ATCACGAGGEC

Sequenz des Vektors pQE30ONST

TGIGAGCGGA
TCACACAGAA
ACCATCACCA
TGCAAGATCT
CTGAGCTTGG
CTGGATTTGT
GAATCCAAGC
GAGAAAAAAA
TAAAGAACAT
AGACCGTTCA
AAGCACAAGT
TGCTCATCCG
GGGATAGIGT
TTTTCATCGC
CATATATTCG
CTAAAGCGTT
AGITTTCACCA
CCCCGITTTC
TGCCGCTGEC
GGCAGAATGC
GGCGTAATTT
TGACTCTCTA
CTGGCCCTTT
GGACAAATCC
GAAAACCTCT
AGCGGATGCC
GCGEGTGICG
TATACTGCCT
CATATGCGGT
CAGGCGCTCT
GGCTGCGECG
ACAGAATCAG
AAAGGCCAGG

CCTTTCTCCC
TATCTCAGTT
ACCCCCCGIT
AGTCCAACCC
AACAGGATTA
GTGGTGECCT
CTCTGCTGAA
GGCAAACAAA
GATTACGCGC
CGGGGTCTGA
ATGAGATTAT
AAGTTTTAAA
ACCAATGCTT
TCATCCATAG
GGGCTTACCA
CACCGECTCC
CGCAGAAGT G
TTGCCGGGAA
TTGITGCCAT
GCTTCATTCA
CATGITGIGC
GAAGTAAGI T
AATTCTCTTA
GTACTCAACC
CTTGCCCGEC
AAAGTGCTCA
CTTACCGCTG
GATCTTCAGC
GGAAGGCAAA
AATACTCATA
ATTGTCTCAT
ATAGGGGTTC
AACCATTATT
CCTTTCGICT

TAACAATTAT
TTCATTAAAG
TCACGGATCC
GCGECCECTC
ACTCCTGTI TG
TCAGAACCGCT
TAGCTTGGCG
TCACTGGATA
TTTGAGGCAT
GCTGGATATT
TTTATCCGEC
GAATTTCGTA
TCACCCTTGT
TCTGGAGTGA
CAAGATGTI GG
TATTGAGAAT
GITTTGATTT
ACCATGGGCA
GATTCAGGTIT
TTAATGAATT
TTTTAAGCCA
GCTTGAGGCA
CGTTTTATCT
GCCGCTCTAG
GACACATGCA
GGGAGCAGAC
GGGCGCAGCC
TAACTATGCG
GTGAAATACC
TCCGCTTCCT
AGCGGTATCA
GGGATAACGC
AACCGTAAAA
TGACGAGCAT
CAGGACTATA
TCTCCTGITC
TTCGGGAAGC
CGGTGTAGGT
CAGCCCGACC
GGTAAGACAC
GCAGAGCGAG
AACTACGGCT
GCCAGITACC
CCACCGCTGG
AGAAAAAAAG
CGCTCAGIGG
CAAAAAGCGAT
TCAATCTAAA
AATCAGTGAG
CTGCCTGACT
TCTGGCCCCA
AGATTTATCA
GTCCTGCAAC
GCTAGAGTAA
TGCTACAGEC
GCTCCGGITC
AAAAAAGCGG
GGCCGCAGTG
CTGICATGCC
AAGTCATTCT
GTCAATACGG
TCATTGGAAA
TTGAGATCCA
ATCTTTTACT
ATGCCGCAAA
CTCTTCCTTT
GAGCGGATAC
CGCGCACATT
ATCATGACAT
TCAC
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