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Proper Citation

CRISPResso (RRID:SCR_021538)

Resource Information

URL: https://crispresso.pinellolab.partners.org/submission

Proper Citation: CRISPResso (RRID:SCR_021538)

Description: Software suite of tools to qualitatively and quantitatively evaluate outcomes
of genome editing experiments in which target loci are subject to deep sequencing and
provides integrated, user friendly interface. Used for analysis of CRISPR-Cas9 genome
editing outcomes from sequencing data. CRISPResso2 provides accurate and rapid
genome editing sequence analysis.Used for analysis of deep sequencing data for rapid
and intuitive interpretation of genome editing experiments.

Synonyms: CRISPResso2

Resource Type: sequence analysis software, software toolkit, software resource,
software application, data analysis software, data processing software

Defining Citation: PMID:27404874, PMID:30809026

Keywords: Quantification, visualization, CRISPR-Cas9 outcomes, coding sequences
evaluation, noncoding elements evaluation, selected off target sites evaluation, genome
editing evaluation.

Funding: NHGRI RM1 HG009490;
NIBIB R01 EB022376;
NIGMS R35 GM118062;
NIGMS R35 GM118158;
NIDDK R03 DK109232;
NHLBI P01 HL32262;
NHGRI R00 HG008399;
NIDDK P30 DK049216;
NHLBI R01 HL119099;
NHGRI R01 HG005085

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_021538/resolver
https://crispresso.pinellolab.partners.org/submission
https://pubmed.ncbi.nlm.nih.gov/27404874
https://pubmed.ncbi.nlm.nih.gov/30809026


Availability: Free, Available for download, Freely available

Resource Name: CRISPResso

Resource ID: SCR_021538

Alternate URLs: https://github.com/pinellolab/CRISPResso2,
https://github.com/pinellolab/CRISPResso

Record Creation Time: 20220129T080356+0000

Record Last Update: 20260808T190214+0000

Ratings and Alerts

No rating or validation information has been found for CRISPResso.

No alerts have been found for CRISPResso.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 27 mentions in open access literature.

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