pET-23a(+).dna (Circular / 3666 bp)
Unique Cutters Bold

Sequence:
Enzymes: Unique 6+ Cutters (55 of 646 total)
Features: 11 visible, 11 total

Bacterial vector for expression of N-terminally T7-tagged proteins. For other reading frames, use pET-23b(+) or pET-23c(+).

Eco130I - Styl (57)
(3527) Nael - Pdil “ Blpl - Bpul102l (80)
| Xhol (158)
7 Eagl - Eco52l - Notl (166)
©_Hindl1l (173)
Sall (179)
Hincll (181)
~ Ecl13611 (188)
~——— Sacl (190)
—— EcoRIl (192)
~—— BamHI (198)

(3424) Adel - Dralll

(3296) Aanl - Psil

~— Nhel (231)
] ~ Bmtl - BspOl (235)
| ﬂ ~ Ndel (238)
inator % Xbal (276)
4 ™ Mcs s Bglll (334)
0"0 Mlsl* - Mscl* (359)
/)’o(& ) FspAl (369)
- __ BpulOl (494)

Bbsl - Bpil (506)
Afel - Eco4d7l11 (642)

(2818) BsaHI - Hinll ——

(2761) Scal —— pET-23a(+)
3666 bp
—Pvull (979)
(2651) Pvul — —  BsmBl - Esp3l (1029)
Pfol (1030)
Psyl (1133)
(2526) Pstl Bst11071 - BstZ171 (1159)
(2401) Bgll “Lgul - Sapl (1272)
‘ AN

Pscl (1388)

(2281) Eam1105l1

PspFl (1696)

AlwNI - Cail (1804)

Paoge 1
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pET-23a(+).dna (Circular / 3666 bp)

Styl Blp
Eco130lI Bpull02l
57 ATCCGGATATAGTTCCTCCTTTCAGCAAAAAACCCCTCAAGACCCGTTTAGAGGCCCCAAGGGGTTATGCTAGTTATTGCTCAGC
-.-llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 85
3’ TAGGCCTATATCAAGGAGGAAAGTCGTTTTTTGGGGAGTTCTGGGCAAATCTCCGGGGTTCCCCAATACGATCAATAACGAGTCG
| T7 terminator |

Notl

Eagl
Xhol Eco521

GGTGGCAGCAGCCAACTCAGCTTCCTTTCGGGCTTTGTTAGCAGCCGGATCTCAGTGGTGGTGGTGGTGGTGCTCGAGTGCGGCC
llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 170

CCACCGTCGTCGGTTGAGTCGAAGGAAAGCCCGAAACAATCGTCGGCCTAGAGTCACCACCACCACCACCACGAGCTCACGCCGG

C G S R L P P P P P A R T R G
R e e R (in frame with T7 tag) -—rmrmrerrmmermmrnmmmrs

H
(& 6xHis || MCS

Hincl | Sacl Bmtl

HindI11 sall Ecl13611 EcoRl  BamHI NheI\BSpOI‘ Nde

GCAAGCTTGTCGACGGAGCTCGAATTCGGATCCGCGACCCATTTGCTGTCCACCAGTCATGCTAGCCATATGTATATCTCCTTCT
llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 255

CGTTCGAACAGCTGCCTCGAGCTTAAGCCTAGGCGCTGGGTAAACGACAGGTGGTCAGTACGATCGGTATACATATAGAGGAAGA

1 10 1 1 1 I 5 I I I 1
Cc A Q R R L E F E S G R G M Q Q G G T M S A M

o (in frame with T7 tag) -==--========-- 2 17 tag | RBS

MCS |

Xbal Bglll

TAAAGTTAAACAAAATTATTTCTAGAGGGAAACCGTTGTGGTCTCCCTATAGTGAGTCGTATTAATTTCGCGGGATCGAGATCTC
] \ 1 : 1 \ 1 , ] . ] . ] \ ] \ ] 340
+——— e e

ATTTCAATTTGTTTTAATAAAGATCTCCCTTTGGCAACACCAGAGGGATATCACTCAGCATAATTAAAGCGCCCTAGCTCTAGAG

< T7 promoter |

Mlsl*
Mscl > FspAl

GGGCAGCGTTGGGTCCTGGCCACGGGTGCGCATGATCGTGCTCCTGTCGTTGAGGACCCGGCTAGGCTGGCGGGGTTGCCTTACT
\ ] \ | \ ] \ | \ ] \ l \ ] \ ] \ 425
e e LA A L e e e L B

CCCGTCGCAACCCAGGACCGGTGCCCACGCGTACTAGCACGAGGACAGCAACTCCTGGGCCGATCCGACCGCCCCAACGGAATGA

Bpil
BpulOl Bbsl

GGTTAGCAGAATGAATCACCGATACGCGAGCGAACGTGAAGCGACTGCTGCTGCAAAACGTCTGCGACCTGAGCAACAACATGAA
] . ] . ] . ] . ] . ] . ] . ] \ ] 510
e e I I B i o o LML B e e L B

CCAATCGTCTTACTTAGTGGCTATGCGCTCGCTTGCACTTCGCTGACGACGACGTTTTGCAGACGCTGGACTCGTTGTTGTACTT

TGGTCTTCGGTTTCCGTGTTTCGTAAAGTCTGGAAACGCGGAAGTCAGCGCCCTGCACCATTATGTTCCGGATCTGCATCGCAGG

llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 595

ACCAGAAGCCAAAGGCACAAAGCATTTCAGACCTTTGCGCCTTCAGTCGCGGGACGTGGTAATACAAGGCCTAGACGTAGCGTCC

Afel
Eco47111

ATGCTGCTGGCTACCCTGTGGAACACCTACATCTGTATTAACGAAGCGCTGGCATTGACCCTGAGTGATTTTTCTCTGGTCCCGC
] . ] \ 1 \ 1 , ] . ] , 1 : ] : ] 680
+——— e e

TACGACGACCGATGGGACACCTTGTGGATGTAGACATAATTGCTTCGCGACCGTAACTGGGACTCACTAAAAAGAGACCAGGGCG

CGCATCCATACCGCCAGTTGTTTACCCTCACAACGTTCCAGTAACCGGGCATGTTCATCATCAGTAACCCGTATCGTGAGCATCC
\ ] \ | \ ] | ] \ | \ ] \ ] \ ] \ 765
e e LA A L e e e L B

GCGTAGGTATGGCGGTCAACAAATGGGAGTGTTGCAAGGTCATTGGCCCGTACAAGTAGTAGTCATTGGGCATAGCACTCGTAGG
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pET-23a(+).dna (Circular / 3666 bp)

TCTCTCGTTTCATCGGTATCATTACCCCCATGAACAGAAATCCCCCTTACACGGAGGCATCAGTGACCAAACAGGAAAAAACCGC

] 1 ] 1 ] 1 ] 1 ] 1 ] 1 ] 1 ] 1 ] 850
-+ttt e
AGAGAGCAAAGTAGCCATAGTAATGGGGGTACTTGTCTTTAGGGGGAATGTGCCTCCGTAGTCACTGGTTTGTCCTTTTTTGGCG
1 1 1 1 5 1 1 1
M T K Q E K T A
rop >
CCTTAACATGGCCCGCTTTATCAGAAGCCAGACATTAACGCTTCTGGAGAAACTCAACGAGCTGGACGCGGATGAACAGGCAGAC
+—+++ -+t -+ttt 935
GGAATTGTACCGGGCGAAATAGTCTTCGGTCTGTAATTGCGAAGACCTCTTTGAGTTGCTCGACCTGCGCCTACTTGTCCGTCTG
1 10 1 1 1 1 15 1 1 1 1 20 1 1 1 1 25 1 1 1 1 30 1 1 1 1 35 1
L N M A R F I R S Q T L T L L E K L N E L D A D E Q A D
rop >
rvu”
ATCTGTGAATCGCTTCACGACCACGCTGATGAGCTTTACCGCAGCTGCCTCGCGCGTTTCGGTGATGACGGTGAAAACCTCTGAC
+—+—+t+ -+ttt et 1020
TAGACACTTAGCGAAGTGCTGGTGCGACTACTCGAAATGGCGTCGACGGAGCGCGCAAAGCCACTACTGCCACTTTTGGAGACTG
1 1 1 40 1 1 1 1 45 1 1 1 1 50 1 1 1 1 55 1 1 1 1 60 1 1 1 1
I C E S L H D H A D E L Y R S C L A R F G D D G E N L
rop
Esp3l
BsmBIHPfol
ACATGCAGCTCCCGGAGACGGTCACAGCTTGTCTGTAAGCGGATGCCGGGAGCAGACAAGCCCGTCAGGGCGCGTCAGCGGGTGT
llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 1105
TGTACGTCGAGGGCCTCTGCCAGTGTCGAACAGACATTCGCCTACGGCCCTCGTCTGTTCGGGCAGTCCCGCGCAGTCGCCCACA
BstZ171
Psyl Bst1107I
TGGCGGGTGTCGGGGCGCAGCCATGACCCAGTCACGTAGCGATAGCGGAGTGTATACTGGCTTAACTATGCGGCATCAGAGCAGA
llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 1190
ACCGCCCACAGCCCCGCGTCGGTACTGGGTCAGTGCATCGCTATCGCCTCACATATGACCGAATTGATACGCCGTAGTCTCGTCT
Lgul
Sapl
TTGTACTGAGAGTGCACCATATATGCGGTGTGAAATACCGCACAGATGCGTAAGGAGAAAATACCGCATCAGGCGCTCTTCCGCT
+—+++ -+t -+ttt 1275
AACATGACTCTCACGTGGTATATACGCCACACTTTATGGCGTGTCTACGCATTCCTCTTTTATGGCGTAGTCCGCGAGAAGGCGA
TCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCA
—+—+—+t -+ttt -ttt 1360
AGGAGCGAGTGACTGAGCGACGCGAGCCAGCAAGCCGACGCCGCTCGCCATAGTCGAGTGAGTTTCCGCCATTATGCCAATAGGT
Pscl
CAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGC
+—+++ -+t -+ttt 1445
GTCTTAGTCCCCTATTGCGTCCTTTCTTGTACACTCGTTTTCCGGTCGTTTTCCGGTCCTTGGCATTTTTCCGGCGCAACGACCG
GTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAA
—+—+—+t -+ttt -ttt 1530
CAAAAAGGTATCCGAGGCGGGGGGACTGCTCGTAGTGTTTTTAGCTGCGAGTTCAGTCTCCACCGCTTTGGGCTGTCCTGATATT
< ori
AGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTC
1 ] 1 ] 1 ] 1 ] 1 ] 1 ] 1 ] 1 ] 1 1615
B B o LA o o o o B I B LB B 2 o o o o S

TCTATGGTCCGCAAAGGGGGACCTTCGAGGGAGCACGCGAGAGGACAAGGCTGGGACGGCGAATGGCCTATGGACAGGCGGAAAG

ori

A\
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pET-23a(+).dna (Circular / 3666 bp)

PspFlI

TCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTG

| 1 | 1 | 1 | 1 | 1 | 1 | 1 | 1 | 1700
-+t e
AGGGAAGCCCTTCGCACCGCGAAAGAGTATCGAGTGCGACATCCATAGAGTCAAGCCACATCCAGCAAGCGAGGTTCGACCCGAC

< ori
TGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTA
+—+++ -+t -+ttt 1785
ACACGTGCTTGGGGGGCAAGTCGGGCTGGCGACGCGGAATAGGCCATTGATAGCAGAACTCAGGTTGGGCCATTCTGTGCTGAAT
< ori
Cail
AlwNI
TCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTA
—+—+—+t -+ttt -ttt 1870
AGCGGTGACCGTCGTCGGTGACCATTGTCCTAATCGTCTCGCTCCATACATCCGCCACGATGTCTCAAGAACTTCACCACCGGAT
< ori
ACTACGGCTACACTAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTG
+—+++ -+t -+ttt 1955
TGATGCCGATGTGATCTTCCTGTCATAAACCATAGACGCGAGACGACTTCGGTCAATGGAAGCCTTTTTCTCAACCATCGAGAAC
< ori
ATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAA
llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 2040
TAGGCCGTTTGTTTGGTGGCGACCATCGCCACCAAAAAAACAAACGTTCGTCGTCTAATGCGCGTCTTTTTTTCCTAGAGTTCTT
< ori |
GATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAA
+—+++r-r++tr-r-r—+—+r-r-r——tr-r—r—rt et et 2125
CTAGGAAACTAGAAAAGATGCCCCAGACTGCGAGTCACCTTGCTTTTGAGTGCAATTCCCTAAAACCAGTACTCTAATAGTTTTT
GGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTTTTAAATCAATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTA
llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 2210
CCTAGAAGTGGATCTAGGAAAATTTAATTTTTACTTCAAAATTTAGTTAGATTTCATATATACTCATTTGAACCAGACTGTCAAT
—
=
AmpR
Eam1105I
CCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATA
—+++++—+++ -+ttt 2295
GGTTACGAATTAGTCACTCCGTGGATAGAGTCGCTAGACAGATAAAGCAAGTAGGTATCAACGGACTGAGGGGCAGCACATCTAT
L 285 L L L 280 L L L 275 L L L 270, L L L 265 L L L 260
w H K 1 L S A G 1 E A 1 Q R N R E D M T A Q S G T T Y 1
AmpR
ACTACGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAGATTTATCAG
llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 2380

TGATGCTATGCCCTCCCGAATGGTAGACCGGGGTCACGACGTTACTATGGCGCTCTGGGTGCGAGTGGCCGAGGTCTAAATAGTC

L L 1 255 1 L 1 250 1 L 1 245 1 L L 240 1 L 1 235 1 L 1 230
\ \ 1 R S P K G D P G L A A 1 1 G R S G R E G A G S K D A

<

AmpR
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pET-23a(+).dna (Circular / 3666 bp)

Bgll

CAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCG
! | ! | ! | ! | ! | ! | ! | ! | ! 2465
Tttt

GTTATTTGGTCGGTCGGCCTTCCCGGCTCGCGTCTTCACCAGGACGTTGAAATAGGCGGAGGTAGGTCAGATAATTAACAACGGC

L L L L 225 L L L 220 L L L 215 L L L 210 L L L 205 L L
1 F w G A P L A S R L L P G A \ K D A E M W D 1 L Q Q R

<

AmpR

Pstl

GGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATTGCTGCAGGCATCGTGGTGTCACGCTCGTCG
| ! | ! | ! | ! | ! | ! | ! | ! | 2550
LN S I I I L L N B L I L O I O B

CCTTCGATCTCATTCATCAAGCGGTCAATTATCAAACGCGTTGCAACAACGGTAACGACGTCCGTAGCACCACAGTGCGAGCAGC

1 200 1 1 1 1 195 1 1 1 1 190 1 1 1 1 185 1 1 1 1 180 1 1 1 1 175 1
S A L T L L E G T L L K R L T T A M A A P M T T D R E D

<

AmpR

TTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCT
llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 2635

AAACCATACCGAAGTAAGTCGAGGCCAAGGGTTGCTAGTTCCGCTCAATGTACTAGGGGGTACAACACGTTTTTTCGCCAATCGA

1 1 170, 1 1 1 165 1 1 1 160, 1 1 1 155, 1 1 1 150, 1 1 1 145
N P 1 A E N L E P E w R D L R T \ H D G M N H L F A T L E

<

AmpR

Pvul

CCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTAC
| ! | ! | ! | ! | ! | ! | ! | ! | 2720
7ttt

GGAAGCCAGGAGGCTAGCAACAGTCTTCATTCAACCGGCGTCACAATAGTGAGTACCAATACCGTCGTGACGTATTAAGAGAATG

L L L L 140 L L L 135, L L L 130, L L L 125 L L L 120, L L
K P G G 1 T T L L L N A A T N D S M T 1 A A S C L E R \

<

AmpR

Scal

TGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTATGCGGCGACCGAGT
! | ! | ! | ! | ! | ! | ! | ! | ! 2805
LN S I N N I N O L O L L I L

ACAGTACGGTAGGCATTCTACGAAAAGACACTGACCACTCATGAGTTGGTTCAGTAAGACTCTTATCACATACGCCGCTGGCTCA

1 115 1 1 1 1 110 1 1 1 1 105 1 1 1 1 100 1 1 1 1 95 1 1 1 1 90 1
T M G D T L H K E T \ P S Y E \ L D N Q S Y H I R R G L

<

Hin1l
BsaHI

TGCTCTTGCCCGGCGTCAATACGGGATAATACCGCGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGG
—+—+—+t -+ttt -ttt 2890
ACGAGAACGGGCCGCAGTTATGCCCTATTATGGCGCGGTGTATCGTCTTGAAATTTTCACGAGTAGTAACCTTTTGCAAGAAGCC

L L 85 L L L L 80 L L L L 75 L L L L 70 L L L L 65 L L L L 60
Q E Q G A D 1 R S L \ A G C L L \ K F T S M M P F R E E P

AmpR

GGCGAAAACTCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCATCTTT
llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 2975

CCGCTTTTGAGAGTTCCTAGAATGGCGACAACTCTAGGTCAAGCTACATTGGGTGAGCACGTGGGTTGACTAGAAGTCGTAGAAA

L L L L 55 L L L 50 L L L L 45 L L

L L 40 L L 1 1 35 1 1 1
R F S E L 1 K G S N L D L E 1 Y G

A G L Q D E A D K

<k
Pyl

AmpR
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pET-23a(+).dna (Circular / 3666 bp)

TACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGA
| ! | ! | ! | ! | ! | ! | ! | ! | 3060
LN S I I I L L N B L I L O I O B

ATGAAAGTGGTCGCAAAGACCCACTCGTTTTTGTCCTTCCGTTTTACGGCGTTTTTTCCCTTATTCCCGCTGTGCCTTTACAACT
L 30 L L L L 25 L L L L 20 L L L L 15 L L L L 10 L L L L 5 L
\ K \ L T E P H A F \ P L (03 F A A F F P I L A \ R F H Q

< I signal sequence
AmpR

ATACTCATACTCTTCCTTTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTT

llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 3145

TATGAGTATGAGAAGGAAAAAGTTATAATAACTTCGTAAATAGTCCCAATAACAGAGTACTCGCCTATGTATAAACTTACATAAA

1
1 S M

< signal se...l< A mpR promoter
AmpR

AGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGAAATTGTAAACGTTAATATTTTGTTAAAATT
| ! | ! | ! | ! | ! | ! | ! | ! | 3230
LN S I I I L L N B L I L O I O B

TCTTTTTATTTGTTTATCCCCAAGGCGCGTGTAAAGGGGCTTTTCACGGTGGACTTTAACATTTGCAATTATAAAACAATTTTAA

AmpR promoter I < f1 ori

A\

Aanl
Psil

CGCGTTAAATTTTTGTTAAATCAGCTCATTTTTTAACCAATAGGCCGAAATCGGCAAAATCCCTTATAAATCAAAAGAATAGACC

—+—++++—+++ -+ttt 3315

GCGCAATTTAAAAACAATTTAGTCGAGTAAAAAATTGGTTATCCGGCTTTAGCCGTTTTAGGGAATATTTAGTTTTCTTATCTGG

< f1 ori

GAGATAGGGTTGAGTGTTGTTCCAGTTTGGAACAAGAGTCCACTATTAAAGAACGTGGACTCCAACGTCAAAGGGCGAAAAACCG
| ! | ! | ! | ! | ! | ! | ! | ! | 3400
LN S I I I L L N B L I L O I O B

CTCTATCCCAACTCACAACAAGGTCAAACCTTGTTCTCAGGTGATAATTTCTTGCACCTGAGGTTGCAGTTTCCCGCTTTTTGGC

f1 ori

A\

Adel
Dralll

TCTATCAGGGCGATGGCCCACTACGTGAACCATCACCCTAATCAAGTTTTTTGGGGTCGAGGTGCCGTAAAGCACTAAATCGGAA

—+—++++—+++ -+ttt 3485

AGATAGTCCCGCTACCGGGTGATGCACTTGGTAGTGGGATTAGTTCAAAAAACCCCAGCTCCACGGCATTTCGTGATTTAGCCTT

< f1 ori

Pdil
Nael

CCCTAAAGGGAGCCCCCGATTTAGAGCTTGACGGGGAAAGCCGGCGAACGTGGCGAGAAAGGAAGGGAAGAAAGCGAAAGGAGCG
llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll}llll} 3570

GGGATTTCCCTCGGGGGCTAAATCTCGAACTGCCCCTTTCGGCCGCTTGCACCGCTCTTTCCTTCCCTTCTTTCGCTTTCCTCGC

fl ori

A\

GGCGCTAGGGCGCTGGCAAGTGTAGCGGTCACGCTGCGCGTAACCACCACACCCGCCGCGCTTAATGCGCCGCTACAGGGCGCGT

—+—++++—+++ -+ttt 3655

CCGCGATCCCGCGACCGTTCACATCGCCAGTGCGACGCGCATTGGTGGTGTGGGCGGCGCGAATTACGCGGCGATGTCCCGCGCA

. I

< f1 ori

CCCATTCGCCA 3
sen 3666

GGGTAAGCGGT 5’
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pET-23a(+).dna (Circular / 3666 bp)

Enzymes Sites

Aanl 1 3296
Adel 1 3424
Afel 1 642
AlwNI 1 1804
BamHI 1 198
Bbsl 1 506
Bgll 1 2401
Bglll 1 334
Blpl 1 80
Bmtl 1 235
Bpil 1 506
Bpulol 1 494
Bpull02l 1 80
BsaHI 1 2818
BsmBI 1 1029
BspOl 1 235
Bst11071 1 1159
BstZ171 1 1159
Cail 1 1804
Dralll 1 3424
Eagl 1 166
Eam1105I1 1 2281
Ecl13611 1 188
Eco47111 1 642
Eco521 1 166
Eco130lI 1 57
EcoRlI 1 192
Esp3l 1 1029
FspAl 1 369
Hinll 1 2818
Hincl 1 181
Hindl 11 1 173
Lgul 1 1272
Mlsl 1* 359*
Mscl 1* 359*
Nael 1 3527
Ndel 1 238
Nhel 1 231
Notl 1 166
Pdil 1 3527
Pfol 1 1030
Pscl 1 1388
Psil 1 3296
PspFI 1 1696
Pstl 1 2526
Psyl 1 1133
Pwvul 1 2651
Pvull 1 979
Sacl 1 190
Sall 1 179
Sapl 1 1272
Scal 1 2761
Styl 1 57
Xbal 1 276
Xhol 1 158
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Feature

T7 terminator

/note

6xHis
/product

/translation

MCS

/note

T7 tag
/product

/translation

RBS

/note

T7 promoter

/note

rop
/gene
/product

/translation

ori

/direction
/note

AmpR

[r 2 segments
/gene
/product

/note

/translation

AmpR promoter

/gene

f1ori
/direction

/note

Drinted from SnanGene® Viewer:

pET-23a(+).dna (Circular / 3666 bp)

Location Size (bp) D T_" Type
26 .. 73 48 [] i terminator

transcription terminator for bacteriophage T7 RNA polymerase

140 .. 157 18 = +— cobs
6xHis affinity tag
HHHHHH
6 amino acids = 840.9 Da

158 .. 203 46 1 [ | misc_feature
multiple cloning site

207 .. 239 33 = 4— cbs
epitope tag from a T7 major capsid protein
MASMTGGQQMG
11 amino acids = 1.1 kDa

248 .. 253 6 = —  RrBs
ribosome binding site

301 .. 319 19 U] 4—  promoter
promoter for bacteriophage T7 RNA polymerase

828 .. 1019 192 —*  cDs
rop
Rop protein

VTKQEKTALNMARFIRSQTLTLLEKLNELDADEQADICESLHDHADELYRSCLARFGDDGENL™*

63 amino acids = 7.2 kDa

1449 .. 2037 589 ] +— rep_origin
LEFT

high-copy-number ColE1/pMB1/pBR322/pUC origin of replication

2208 .. 3068 861 O] e cps

bla

B-lactamase

confers resistance to ampicillin, carbenicillin, and related antibiotics

MSIQHFRVALIPFFAAFCLPVFA ,HPETLVKVKDAEDQLGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQE
QLGRRIHYSQNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMGDHVTRLDRWEPELNEAIPN
DERDTTMPAAMATTLRKLLTGELLTLASRQQLIDWMEADKVAGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIY

TTGSOATMDFRNROIAFIGASI IKHW*
286 amino acids = 31.5 kDa

3069 .. 3173 105 U] +— promoter

bla
3200 .. 3655 456 ] +— rep_origin

LEFT

fl bacteriophage origin of replication; arrow indicates direction of (+) strand synthesis
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Description:

Created:

Last Modified:

Accession Number:

Code Number:

Sequence Author:

DNA Type:

Laboratory Host Organism:
Bacterial Transformation Strain:

Comments:

References:

pET-23a(+).dna (Circular / 3666 bp)

Bacterial vector for expression of N-terminally T7-tagged proteins. For other reading frames, use pET-23b(+) or pET-23c(+).

Saturday, May 12,2012
Monday, Dec 2,2013

Novagen (EMD Millipore)
Synthetic DNA
Escherichia coli
Unspecified

Dam* Dcm* EcoKI*
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