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Proper Citation

migec (RRID:SCR_016337)

Resource Information

URL: https://github.com/mikessh/migec

Proper Citation: migec (RRID:SCR_016337)

Description: Software package for analysis of immune repertoire sequencing data. Used
for recovery of T Cell Receptor ( TCR ) data from bulk population data.Used for high-
throughput sequencing data analysis. Allows for error correction while preserving the
natural diversity of complex immune repertoires.

Abbreviations: MIGEC
Synonyms: Molecular Identifier Guided Error Correction

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

Defining Citation: PMID:24793455

Keywords: high sequencing, molecular, identifier, guided, error, correction, data, analysis,
immune, recovery, T cell receptor,

Funding: Molecular and Cell Biology program RAS ;
Russian Foundation for Basic Research ;

Russian President ;

European Regional Development Fund

Availability: Free, Available for download, Freely available
Resource Name: migec

Resource ID: SCR_016337

Record Creation Time: 20220129T080330+0000

Record Last Update: 20260731T042959+0000



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_016337/resolver
https://github.com/mikessh/migec
https://pubmed.ncbi.nlm.nih.gov/24793455

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

No alerts have been found for migec.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 9 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Mihai A, et al. (2023) E protein binding at the Tcra enhancer promotes Tcra repertoire
diversity. Frontiers in immunology, 14, 1188738.
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Komech EA, et al. (2022) TCR repertoire profiling revealed antigen-driven CD8+ T cell
clonal groups shared in synovial fluid of patients with spondyloarthritis. Frontiers in
immunology, 13, 973243.
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