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PePr

RRID:SCR_005759
Type: Tool

Proper Citation

PePr (RRID:SCR_005759)

Resource Information

URL.: https://code.google.com/p/pepr-chip-seq/

Proper Citation: PePr (RRID:SCR_005759)

Description: A ChIP-Seq peak calling or differential binding analysis tool that is primarily
designed for data with biological replicates. It uses a negative binomial distribution to model
the read counts among the samples in the same group, and look for consistent differences
between ChIP and control group or two ChIP groups run under different conditions.

Abbreviations: PePr

Synonyms: pepr-chip-seq, Peak Prioritization Pipeline, pepr-chip-seq: A ChIP-Seq
analyzing program for biological replicates

Resource Type: software resource

Defining Citation: PMID:24894502

Keywords: python, bio.tools

Funding:

Availability: GNU General Public License, v3
Resource Name: PePr

Resource ID: SCR_005759

Alternate IDs: OMICS_ 04058, biotools:pepr



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_005759/resolver
https://code.google.com/p/pepr-chip-seq/
https://pubmed.ncbi.nlm.nih.gov/24894502

Alternate URLSs: https://bio.tools/pepr
Record Creation Time: 20220129T080232+0000

Record Last Update: 20250420T014301+0000

Ratings and Alerts
No rating or validation information has been found for PePr.

No alerts have been found for PePr.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 49 mentions in open access literature.

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