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HOMOZYGOSITYMAPPER

RRID:SCR_001714
Type: Tool

Proper Citation

HOMOZYGOSITYMAPPER (RRID:SCR_001714)

Resource Information

URL.: http://www.homozygositymapper.org/

Proper Citation: HOMOZYGOSITYMAPPER (RRID:SCR_001714)

Description: A web-based approach of homozygosity mapping that can handle tens of
thousands markers. User can upload their own SNP genotype files to the database. Intuitive
graphic interface is provided to view the homozygous stretches, with the ability of zooming
into single chromosomes or user-defined chromosome regions. The underlying genotypes in
all samples are displayed. The software is also integrated with our candidate gene search
engine, GenebDistiller, so that users can interactively determine the most promising gene.
(entry from Genetic Analysis Software)

Abbreviations: HomozygosityMapper

Resource Type: analysis service resource, data analysis service, production service
resource, service resource

Defining Citation: PMID:19465395

Keywords: gene, genetic, genomic, perl, genotype, homozygosity score, homozygosity,
bio.tools, FASEB list

Funding:
Availability: Acknowledgement requested
Resource Name: HOMOZYGOSITYMAPPER

Resource ID: SCR_001714



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_001714/resolver
http://www.homozygositymapper.org/
https://pubmed.ncbi.nlm.nih.gov/19465395

Alternate IDs: nlx_154069, biotools:homozygositymapper, OMICS 00123
Alternate URLSs: https://bio.tools/homozygositymapper
Record Creation Time: 20220129T080209+0000

Record Last Update: 20250521T060806+0000

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

No alerts have been found for HOMOZYGOSITYMAPPER.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 119 mentions in open access literature.

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