
Resource Summary Report

Generated by RRID on Aug 19, 2026

pSTARR-seq_human
RRID:Addgene_71509
Type: Plasmid

Proper Citation

RRID:Addgene_71509

Plasmid Information

URL: http://www.addgene.org/71509

Proper Citation: RRID:Addgene_71509

Bacterial Resistance: Chloramphenicol and Ampicillin

Defining Citation: PMID:23328393

Vector Backbone Description: Backbone Marker:Promega; Vector Backbone:pGL4.10;
Vector Types:Mammalian Expression, humanSTARR-seq screening vector; Bacterial
Resistance:Chloramphenicol and Ampicillin

Comments: Note: The original human STARR-seq plasmid has been used in the Arnold
et al. 2013 publication. It should be replaced for all screens in mammalian cells with the
updated version reported by Muerdter et al. 2017 for much improved signal-to-noise,
especially for screens with highly complex libraries (e.g. those covering an entire
mammalian genome). The improved version is Addgene plasmid # 99296. For enhancer-
activity measurements in mammalian cells, please also consider the possibility of a
plasmid-induced innate immune response (see Muerdter et al., 2017). The sequence
between SacI and AfeI on pGL4 was replaced by the fragment containing the Super Core
Promoter 1 (SCP1), a synthetic intron (pIRESpuro3, Clontech; cat. no. 631619) an ORF
(sgGFP, Qbiogene, Inc), a ccdB suicide gene flanked by homology arms, and the pGL3's
SV40 late polyA-signal.

Plasmid Name: pSTARR-seq_human

Record Creation Time: 20220422T222440+0000

Record Last Update: 20260815T081911+0000

Ratings and Alerts

https://rrid.site
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No rating or validation information has been found for pSTARR-seq_human.

No alerts have been found for pSTARR-seq_human.

Data and Source Information

Source: Addgene

Usage and Citation Metrics

We found 18 mentions in open access literature.

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