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EBCall

RRID:SCR_006791
Type: Tool

Proper Citation

EBCall (RRID:SCR_006791)

Resource Information

URL.: https://github.com/friend1ws/EBCall

Proper Citation: EBCall (RRID:SCR_006791)

Description: A software package for somatic mutation detection (including InDels).
EBCall uses not only paired tumor/normal sequence data of a target sample, but also
multiple non-paired normal reference samples for evaluating distribution of sequencing
errors, which leads to an accurate mutaiton detection even in case of low sequencing
depths and low allele frequencies.

Abbreviations: EBCall

Synonyms: EBCall (Empirical Baysian mutation Calling), Empirical Baysian mutation
Calling

Resource Type: software resource

Defining Citation: PMID:23471004

Keywords: mutation, cancer, genome, sequencing, bio.tools
Availability: Copyright conditions, Acknowledgement required
Resource Name: EBCall

Resource ID: SCR_006791

Alternate IDs: biotools:ebcall, OMICS 00084

Alternate URLSs: https://bio.tools/ebcall

Record Creation Time: 20220129T080238+0000

Record Last Update: 20260725T190627+0000
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Ratings and Alerts
No rating or validation information has been found for EBCall.

No alerts have been found for EBCall.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 19 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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