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RRID:SCR_015705
Type: Tool

Proper Citation

GET_HOMOLOGUES (RRID:SCR_015705)

Resource Information

URL.: https://github.com/eead-csic-compbio/get _homologues

Proper Citation: GET_HOMOLOGUES (RRID:SCR_015705)

Description: Software package for pan-genome analysis. This software is suitable for
bacterial genomes and the study of intra-specific eukaryotic pan-genomes.

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

Defining Citation: PMID:24096415, PMID:28261241

Keywords: pan-genome analysis, bacterial genome, intra-specific eukaryotic pan-
genome, homologue

Funding: DGA GA-LC-059-2011,
MINECO AGL2013-48756-R;

MINECO CSIC13-4E-2490;
CONACyT-México 179133;
DGAPA-PAPIIT/UNAM IN211814;
MINECO BES-2011-045905;

Fundacion ARAID ;

CSIC 2007201038;

DGAPA-PAPIIT UNAM-México IN212010;
CONACyT-México P1-60071

Availability: Free, Available for download, Tutorial available
Resource Name: GET_HOMOLOGUES

Resource ID: SCR_015705



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_015705/resolver
https://github.com/eead-csic-compbio/get_homologues
https://pubmed.ncbi.nlm.nih.gov/24096415
https://pubmed.ncbi.nlm.nih.gov/28261241

Alternate URLSs: http://www.eead.csic.es/compbio/soft/gethoms.php,
http://maya.ccg.unam.mx/soft/gethoms.php

License: GPL

License URLSs: https://github.com/eead-csic-
compbio/get_homologues/blob/master/LICENSE.txt

Record Creation Time: 20220129T080327+0000

Record Last Update: 20260804T043623+0000

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

No alerts have been found for GET_HOMOLOGUES.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 260 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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