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YopH (residues 164-468)
RRID:Addgene_79749
Type: Plasmid

Proper Citation

RRID:Addgene_79749

Plasmid Information

URL: http://www.addgene.org/79749

Proper Citation: RRID:Addgene_79749

Insert Name: YopH (residues 164-468)

Organism: Other

Bacterial Resistance: Spectinomycin

Defining Citation: PMID:30004690

Vector Backbone Description: Backbone Marker:Scott Gradia (Addgene plasmid #
48323); Vector Backbone:pET co-transformation cloning vector (13S-A) ; Vector
Types:Bacterial Expression; Bacterial Resistance:Spectinomycin

Comments: This plasmid was generated as part of an open library of human kinase
domain constructs for automated bacterial expression. The work can be found here doi:
http://dx.doi.org/10.1101/038711

Plasmid Name: YopH (residues 164-468)

Record Creation Time: 20220422T222522+0000

Record Last Update: 20260815T082033+0000

Ratings and Alerts

No rating or validation information has been found for YopH (residues 164-468).

No alerts have been found for YopH (residues 164-468).

Data and Source Information

https://rrid.site
https://rrid.site/data/record/nif-0000-11872-1/Addgene_79749/resolver
http://www.addgene.org/79749
https://pubmed.ncbi.nlm.nih.gov/30004690


Source: Addgene

Usage and Citation Metrics

We found 7 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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Bartošík V, et al. (2024) Structural basis of binding the unique N-terminal domain of
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Roy MJ, et al. (2023) Structural mapping of PEAK pseudokinase interactions identifies 14-
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switches. Nature structural & molecular biology, 28(9), 762.
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