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Proper Citation

RRID:Addgene 26096

Plasmid Information

URL: http://www.addgene.org/26096

Proper Citation: RRID:Addgene 26096
Bacterial Resistance: Kanamycin

Vector Backbone Description: Backbone Marker:Structural Genomics Consortium;
Backbone Size:7325; Vector Backbone:pET28-MHL; Vector Types:Bacterial Expression;
Bacterial Resistance:Kanamycin

Comments: The pET28-MHL vector (GenBank accession EF456735) was derived from
expression plasmid pET28a-LIC (SGC). It is used for T7 promoter driven expression of
recombinant proteins with the addition of an 18 amino acid N-terminal fusion tag
containing 6X His followed by a TEV cleavage site. The GSS residues after the Met start
site were removed to reduce N-terminal gluconoylation via preventing N-terminal Met
excision. Two stop codons are included in the vector at the C-terminal cloning site.
Insertion of DNA sequence into the cloning/expression region is performed using BD-
Biosciences Infusion enzyme mediated directional recombination between complementary
15 nucleotide DNA sequences at the ends of the insert (PCR product) and BseRl
linearized vector. Insertion of target sequence involves replacement of a SacB gene
stuffer sequence, which provides for negative selection of the original plasmid on 5%
sucrose. http://www.sgc.utoronto.ca/SGC-WebPages/toronto-vectors.php

Plasmid Name: pET28-MHL
Record Creation Time: 20220422T7222116+0000

Record Last Update: 20260902T045133+0000

Ratings and Alerts

No rating or validation information has been found for pET28-MHL.
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No alerts have been found for pET28-MHL.
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Usage and Citation Metrics
We found 21 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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