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hSTARR-seq ORI vector

RRID:Addgene_99296
Type: Plasmid

Proper Citation

RRID:Addgene 99296

Plasmid Information

URL: http://www.addgene.org/99296

Proper Citation: RRID:Addgene_ 99296
Bacterial Resistance: Chloramphenicol and Ampicillin

Defining Citation: PMID:29256496

Vector Backbone Description: Backbone Marker:Promega; Backbone Size:2537; Vector
Backbone:hSTARR-seq_ORI vector; Vector Types:Mammalian Expression, hSTARR-seq
screening vector; Bacterial Resistance:Chloramphenicol and Ampicillin

Comments: This screening vector can screen a DNA library which can be inserted via the
Agel and Sall restriction sides using subsequent In-Fusion reaction (Clontech). In this
vector the origin of replication (ORI) substitutes a core promoter . Please see bioRxiv for
preprint article. Posted 17 July 2017. DOI: 10.1101/164590

Plasmid Name: hSTARR-seq_ORI vector
Record Creation Time: 20220422T222633+0000

Record Last Update: 20260815T082246+0000

Ratings and Alerts
No rating or validation information has been found for hNSTARR-seq_ORI vector.

No alerts have been found for hNSTARR-seq_ORI vector.

Data and Source Information

Source: Addgene
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Usage and Citation Metrics
We found 33 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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