Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

IndelGenotyper

RRID:SCR_016663
Type: Tool

Proper Citation

IndelGenotyper (RRID:SCR_016663)

Resource Information

URL: https://software.broadinstitute.org/gatk/

Proper Citation: IndelGenotyper (RRID:SCR_016663)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on July
18th,2023. Software package for genome analysis. Used for analysis of next generation
genomic data in cancer.

Abbreviations: GATK

Synonyms: GATK Indel Genotyper, Genome Analysis Toolkit (GATK) Indel Genotyper,
Indel Genotyper, GATK IndelGenotyper

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

Keywords: next, generation, analysis, genomic, data, cancer, genome
Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: IndelGenotyper

Resource ID: SCR_016663

Alternate URLSs: https://github.com/broadinstitute/gatk/,
https://sources.debian.org/src/gatk/

License: BSD 3-clause licence
Record Creation Time: 20220129T080331+0000

Record Last Update: 20260728T043526+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_016663/resolver
https://software.broadinstitute.org/gatk/

No rating or validation information has been found for IndelGenotyper.

No alerts have been found for IndelGenotyper.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 63 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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