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Type: Plasmid

Proper Citation

RRID:Addgene_47948

Plasmid Information

URL: http://www.addgene.org/47948

Proper Citation: RRID:Addgene_47948

Insert Name: 3xFLAG-dCas9

Bacterial Resistance: Ampicillin

Defining Citation: PMID:23942116

Vector Backbone Description: Backbone Marker:Sigma-Aldrich; Backbone Size:4636;
Vector Backbone:pCMV-7.1; Vector Types:Mammalian Expression, CRISPR; Bacterial
Resistance:Ampicillin

Comments: This plasmid can be used to isolate specific genomic regions of interest using
a catalytically inactive Cas9 fused with a tag(s). Purify: locus-specific chromatin
immunoprecipitation (enChIP) This system is compatible with gRNA_cloning_vector
(www.addgene.org/41824) from the Church lab. Additional information and protocols can
be found at: http://www.med.hirosaki-u.ac.jp/~bgb/iChIP_protocols/index_e.html

Plasmid Name: 3xFLAG-dCas9/pCMV-7.1

Relevant Mutation: human codon-optimized, D10A + H840A (catalytically inactive)

Record Creation Time: 20220422T222246+0000

Record Last Update: 20260815T081546+0000

Ratings and Alerts

No rating or validation information has been found for 3xFLAG-dCas9/pCMV-7.1.

No alerts have been found for 3xFLAG-dCas9/pCMV-7.1.
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Data and Source Information

Source: Addgene

Usage and Citation Metrics

We found 12 mentions in open access literature.

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