araCsequence :

plasmid number: 230726HV8303-8

araC forward primer: TCTGCAGAATGGCTGAAGCGCAAAATGATC
araCreversed primer: GTTATGCTAGTTATTGCTCAGCGGTGGCA
company: Sangon Biotech

tetR sequence:

plasmid number:230723PT6768-2

tetR forward primer: GCGGCCTGCAGAATGTCCAGATTAG
tetR reversed primer: GCTCAGCGGTGGCAGCAGCCAACTCA
company: Sangon Biotech

Shuffle T7-K12 competent cell:

Genotype: F' lac, pro, laclQ /p(ara-leu)7697 araD139 fhuA2 lacZ:T7 genelp(phoA) Pvull
phoR ahpCx galE (or U) galK Aatt:pNEB3-r1-cDsbC (Spec”, laclg)ptrxB rpsL150(Str)pgorp
(malF)3

Company: Biomed

Enzyme:
The company of Kpnl, Xbal , Pstl, Xhol, Notl, Spel, EcoRlI, Sall: LABLEAD
The company of Blpl: Thermo SCIENTIFIC

The dataset:
http://webs.iiitd.edu.in/raghava/"
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