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Type: Tool

Proper Citation

MSilsensor (RRID:SCR_006418)

Resource Information

URL.: https://github.com/ding-lab/msisensor

Proper Citation: MSlisensor (RRID:SCR_006418)

Description: A C++ software program for automatically detecting somatic and germline
variants at microsatellite regions. It computes length distributions of microsatellites per site in
paired tumor and normal sequence data, subsequently using these to statistically compare
observed distributions in both samples.

Abbreviations: MSlsensor
Resource Type: software resource

Defining Citation: PMID:24371154

Keywords: c++, somatic variant, germline variant, microsatellite, bio.tools
Related Condition: Tumor, Normal

Funding:

Availability: Copyrighted, See LICENSE

Resource Name: MSlisensor

Resource ID: SCR_006418

Alternate IDs: biotools:msisensor, OMICS 02192

Alternate URLSs: https://bio.tools/msisensor
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Record Creation Time: 20220129T080236+0000

Record Last Update: 20250420T014326+0000

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

No alerts have been found for MSlsensor.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 138 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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