(5751) Xhol
(5743) NotI
(5736) HIindIII
(5730) Sall
(5727) Sacl
(5719) Pstl
(5709) Ascl

(5690) EcoRI
(5684) BamHI
(5678) ECORV — — ——— —

(5670) NcoI ——
(5664) PshAI

pET-41a(+)

5929 bp

CGTTGAGCACCGCCGCCGCAAGGAATGGTGCATGCAAGGAGATGGCGCCCAACAGTCCCCCGGCCACGGGGCCTG

GCAACTCGTGGCGGCGGCGTTCCTTACCACGTACGTTCCTCTACCGCGGGTTGTCAGGGGGCCGGTGCCCCGGAC

CCACCATACCCACGCCGAAACAAGCGCTCATGAGCCCGAAGTGGCGAGCCCGATCTTCCCCATCGGTGATGTCGG
GGTGGTATGGGTGCGGCTTTGTTCGCGAGTACTCGGGCTTCACCGCTCGGGCTAGAAGGGGTAGCCACTACAGCC

CGATATAGGCGCCAGCAACCGCACCTGTGGCGCCGGTGATGCCGGCCACGATGCGTCCGGCGTAGAGGATCGAGA

GCTATATCCGCGGTCGTTGGCGTGGACACCGCGGCCACTACGGCCGGTGCTACGCAGGCCGCATCTCCTAGCTCT

TCGATCTCGATCCCGCGAAATTAATACGACTCACTATAGGGGAATTGTGAGCGGATAACAATTCCCCTCTAGAAA

AGCTAGAGCTAGGGCGCTTTAATTATGCTGAGTGATATCCCCTTAACACTCGCCTATTGTTAAGGGGAGATCTTT

| T7 promoter | lacoperator |

TAATTTTGTTTAACTTTAAGAAGGAGATATACATATGTCCCCTATACTAGGTTATTGGAAAATTAAGGGCCTTGT

ATTAAAACAAATTGAAATTCTTCCTCTATATGTATACAGGGGATATGATCCAATAACCTTTTAATTCCCGGAACA

1 . . . 5 . . . . 10 . . .
Met Ser Pro Ile Leu Gly Tyr Trp Lys Ile Lys Gly Leu Val

T .

GCAACCCACTCGACTTCTTTTGGAATATCTTGAAGAAAAATATGAAGAGCATTTGTATGAGCGCGATGAAGGTGA

CGTTGGGTGAGCTGAAGAAAACCTTATAGAACTTCTTTTTATACTTCTCGTAAACATACTCGCGCTACTTCCACT

15 . 1 1 . 20 1 1 . . 25 1 . . 1 30 . . 1 1 35 1 ) )
GIn Pro Thr Arg Leu Leu Leu Glu Tyr Leu Glu Glu Lys Tyr Glu Glu His Leu Tyr Glu Arg Asp Glu Gly Asp

¢ b

4575

4650

4725

4800

4875

4950



TAAATGGCGAAACAAAAAGTTTGAATTGGGTTTGGAGTTTCCCAATCTTCCTTATTATATTGATGGTGATGTTAA

ATTTACCGCTTTGTTTTTCAAACTTAACCCAAACCTCAAAGGGTTAGAAGGAATAATATAACTACCACTACAATT

40 1 1 1 1 45 1 1 1 1 50 1 . 1 1 55 1 1 . . 60 \ . . .
Lys Trp Arg Asn Lys Lys Phe Glu Leu Gly Leu Glu Phe Pro Asn Leu Pro Tyr Tyr 1Ile Asp Gly Asp Val Lys

GST >

ATTAACACAGTCTATGGCCATCATACGTTATATAGCTGACAAGCACAACATGTTGGGTGGTTGTCCAAAAGAGCG
TAATTGTGTCAGATACCGGTAGTATGCAATATATCGACTGTTCGTGTTGTACAACCCACCAACAGGTTTTCTCGC

65 . . . . 70 . . . . 75 . . . . 80 . . . 85 . . . .
Leu Thr GIn Ser Met Ala Ile Ile Arg Tyr 1Ile Ala Asp Lys His Asn Met Leu Gly GIy Cys Pro Lys Glu Arg

GST >

TGCAGAGATTTCAATGCTTGAAGGAGCGGTTTTGGATATTAGATACGGTGTTTCGAGAATTGCATATAGTAAAGA

ACGTCTCTAAAGTTACGAACTTCCTCGCCAAAACCTATAATCTATGCCACAAAGCTCTTAACGTATATCATTTCT

90 . L . . 95 | 1 . . 100 . . . . 105 . . . L 110 . . . .
Ala Glu Ile Ser Met Leu Glu Gly Ala Val Leu Asp 1Ile Arg Tyr Gly Val Ser Arg Ile Ala  Tyr Ser Lys Asp

GST

CTTTGAAACTCTCAAAGTTGATTTTCTTAGCAAGCTACCTGAAATGCTGAAAATGTTCGAAGATCGTTTATGTCA

GAAACTTTGAGAGTTTCAACTAAAAGAATCGTTCGATGGACTTTACGACTTTTACAAGCTTCTAGCAAATACAGT

115 ! . . ! 120 . L . . 125 . . ! L 130 . . . | 135 . . . !
Phe Glu Thr Leu Lys Val Asp Phe Leu Ser Lys Leu Pro Glu Met Leu Lys Met Phe Glu Asp Arg Leu Cys His

GST >

TAAAACATATTTAAATGGTGATCATGTAACCCATCCTGACTTCATGTTGTATGACGCTCTTGATGTTGTTTTATA

ATTTTGTATAAATTTACCACTAGTACATTGGGTAGGACTGAAGTACAACATACTGCGAGAACTACAACAAAATAT

140 ! . . ! 145 . . . | 150 . . . . 155 . . . . 160 . . . .
Lys Thr Tyr Leu Asn Gly Asp His Val Thr His Pro Asp Phe Met Leu Tyr Asp Ala Leu Asp Val Val Leu Tyr

GST >

CATGGACCCAATGTGCCTGGATGCGTTCCCAAAATTAGTTTGTTTTAAAAAACGTATTGAAGCTATCCCACAAAT

GTACCTGGGTTACACGGACCTACGCAAGGGTTTTAATCAAACAAAATTTTTTGCATAACTTCGATAGGGTGTTTA

165 ! L L ! 170 L ! . | 175 L . | ! 180 | | L L 185 . L L .
Met Asp Pro Met Cys Leu Asp Ala Phe Pro Lys Leu Val Cys Phe Lys Lys Arg Ile Glu Ala Ile Pro GIn Ile

GST >

TGATAAGTACTTGAAATCCAGCAAGTATATAGCATGGCCTTTGCAGGGCTGGCAAGCCACGTTTGGTGGTGGCGA

ACTATTCATGAACTTTAGGTCGTTCATATATCGTACCGGAAACGTCCCGACCGTTCGGTGCAAACCACCACCGCT

190 . L L . 195 L L . . 200 ! | | ! 205 . | ! L 210 . L ! |
Asp Lys Tyr Leu Lys Ser Ser Lys Tyr Ie Ala Tp Pro Leu GIn Gly Trp GIn Ala Thr Phe Gly Gly Gly Asp

GST >

5025

5100

5175

5250

5325

5400

5475



CCATCCTCCAAAATCGGATGGTTCAACTAGTGGTTCTGGTCATCACCATCACCATCACTCCGCGGGTCTGGTGCC
GGTAGGAGGTTTTAGCCTACCAAGTTGATCACCAAGACCAGTAGTGGTAGTGGTAGTGAGGCGCCCAGACCACGG

215 . . . 1 ! ! L 5 ! 1
His Pro Pro Lys Ser Asp Gly Ser Thr Ser Gly Ser Gly His His His His His His Ser Ala Gly Leu Val Pro
----------------- (in frame with GST)  ~vrre- » I -

thrombin site

ACGCGGTAGTACTGCAATTGGTATGAAAGAAACCGCTGCTGCTAAATTCGAACGCCAGCACATGGACAGCCCAGA

TGCGCCATCATGACGTTAACCATACTTTCTTTGGCGACGACGATTTAAGCTTGCGGTCGTGTACCTGTCGGGTCT

5 1 . . . 5 . . . . 10 . . . . 15
Arg Gly Ser Thr Aa Ile Gly Met Lys Glu Thr Aa Ala Aa Lys Phe Glu Arg GIn His Met Asp Ser Pro Asp
thrombin st > I E >
PshAI Ncol EcoRV BamHI EcoRI

TCTGGGTACCGGTGGTGGCTCCGGTGATGACGACGACAAGAGTCCCATGGGATATCGGGGATCCGAATTCTGTAC

AGACCCATGGCCACCACCGAGGCCACTACTGCTGCTGTTCTCAGGGTACCCTATAGCCCCTAGGCTTAAGACATG

1 L L . 3
Leu Gy Thr Gy Gy Gly Ser Gly Asp Asp Asp Asp Lys Ser Pro Met Gy Tyr Arg Gly Ser Glu Phe Cys Thr
------------- (in frame with S-Tag) - [ IR - (in frame with enterokinase site) ===

Ascl PstlI Sacl Sall HindIII Notl Xhol

AGGCCTTGGCGCGCCTGCAGGCGAGCTCCGTCGACAAGCTTGCGGCCGCACTCGAGCACCACCACCACCACCACC

TCCGGAACCGCGCGGACGTCCGCTCGAGGCAGCTGTTCGAACGCCGGCGTGAGCTCGTGGTGGTGGTGGTGGTGG

Gy Leu Gly Aa Pro Aa Gly Glu Leu Arg Arg Gin Aa Cys Gly Arg Thr Arg Ala Pro Pro Pro Pro Pro Pro
---------------------------------------------------------------------- (in frame with enterokinase site)  ----------mrmorormrmom oo

ACCACTAATTGATTAATACCTAGGCTGCTAAACAAAGCCCGAAAGGAAGCTGAGTTGGCTGCTGCCACCGCTGAG

TGGTGATTAACTAATTATGGATCCGACGATTTGTTTCGGGCTTTCCTTCGACTCAACCGACGACGGTGGCGACTC

8xHis

CAATAACTAGCATAACCCCTTGGGGCCTCTAAACGGGTCTTGAGGGGTTTTTTGCTGAAAGGAGGAACTATATCC

GTTATTGATCGTATTGGGGAACCCCGGAGATTTGCCCAGAACTCCCCAAAAAACGACTTTCCTCCTTGATATAGG

| T7 terminator |

GGAT 3
5929

CCTA 5

5550

5625

5700

5775

5850

5925



	空白页面
	空白页面
	空白页面
	空白页面



