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Type: Plasmid

Proper Citation

RRID:Addgene 49349

Plasmid Information

URL: http://www.addgene.org/49349

Proper Citation: RRID:Addgene 49349
Bacterial Resistance: Chloramphenicol and Ampicillin

Defining Citation: PMID:25177895

Vector Backbone Description: Backbone Marker:Promega; Backbone Size:4238; Vector
Backbone:pGL4; Vector Types:Mammalian Expression; Bacterial
Resistance:Chloramphenicol and Ampicillin

Plasmid Name: pMPRA1
Record Creation Time: 20220422T222254+0000

Record Last Update: 20260815T081558+0000

Ratings and Alerts
No rating or validation information has been found for pMPRAL.

No alerts have been found for pMPRAL.

Data and Source Information

Source: Addgene

Usage and Citation Metrics

We found 25 mentions in open access literature.



https://rrid.site
https://rrid.site/data/record/nif-0000-11872-1/RRID:Addgene_49349/resolver
http://www.addgene.org/49349
https://pubmed.ncbi.nlm.nih.gov/25177895
https://rrid.site/rin/sources/SCR_002037

Listed below are recent publications. The full list is available at RRID .
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