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PEMer

RRID:SCR_005263
Type: Tool

Proper Citation

PEMer (RRID:SCR_005263)

Resource Information

URL: http://sv.gersteinlab.org/pemer/

Proper Citation: PEMer (RRID:SCR_005263)

Description: Software package as computational framework with simulation-based error
models for inferring genomic structural variants from massive paired-end sequencing data.
Package is composed of three modules, PEMer workflow, SV-Simulation and BreakDB.
PEMer workflow is a sensitive software for detecting SVs from paired-end sequence
reads. SV-Simulation randomly introduces SVs into a given genome and generates
simulated paired-end reads from novel genome.

Synonyms: Paired-End Mapper
Resource Type: software resource

Defining Citation: PMID:19236709

Keywords: structural variation, genome, next-generation sequencing, bio.tools, bio.tools
Resource Name: PEMer

Resource ID: SCR_005263

Alternate IDs: biotools:pemer, OMICS_00320

Alternate URLSs: https://bio.tools/pemer, https://bio.tools/pemer

Record Creation Time: 20220129T080229+0000

Record Last Update: 20260725T190601+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_005263/resolver
http://sv.gersteinlab.org/pemer/
https://pubmed.ncbi.nlm.nih.gov/19236709

No rating or validation information has been found for PEMer.

No alerts have been found for PEMer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 7 mentions in open access literature.

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