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DCDNA3.1 (-) + FLAG-NLS-MS2-eGFP
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Type: Plasmid

Proper Citation

RRID:Addgene 86827

Plasmid Information

URL: http://www.addgene.org/86827

Proper Citation: RRID:Addgene_ 86827
Insert Name: FLAG-NLS-MS2-eGFP
Organism: Other

Bacterial Resistance: Ampicillin

Defining Citation: PMID:27210747

Vector Backbone Description: Vector Backbone:pCDNA3.1 (-); Vector
Types:Mammalian Expression; Bacterial Resistance:Ampicillin

Comments: This mammalian expression plasmid expresses a enterobacterial phage MS2
coat fusion protein used for purification or localization of nuclear RNAs tagged with the
MS2 stem-loop sequence. The complete protein contains a FLAG tag at the N-terminal
region, a nuclear localization signal, followed by MS2 fused to eGFP.

Plasmid Name: pCDNAS3.1 (-) + FLAG-NLS-MS2-eGFP
Record Creation Time: 20220422T222557+0000

Record Last Update: 20260815T082138+0000

Ratings and Alerts

No rating or validation information has been found for pPCDNA3.1 (-) + FLAG-NLS-MS2-
eGFP.

No alerts have been found for pPCDNA3.1 (-) + FLAG-NLS-MS2-eGFP.
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Usage and Citation Metrics
We found 4 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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