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MAKER
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Type: Tool

Proper Citation

MAKER (RRID:SCR_005309)

Resource Information

URL.: http://www.yandell-lab.org/software/maker.html

Proper Citation: MAKER (RRID:SCR_005309)

Description: Software genome annotation pipeline. Portable and easily configurable
genome annotation pipeline. Used to allow smaller eukaryotic and prokaryotic
genomeprojects to independently annotate their genomes and to create genome databases.
MAKER identifies repeats, aligns ESTs and proteins to genome, produces ab-initio gene
predictions and automatically synthesizes these data into gene annotations having evidence
based quality values.

Synonyms: Maker2, maker
Resource Type: software resource, software toolkit

Defining Citation: PMID:25501943

Keywords: gene prediction, genome annotation, identifies repeats, aligns ESTs and proteins
to genome, data management, genome annotation, annotation, curation, bio.tools, FASEB
list

Funding:
Availability: Free, Available for download, Freely available
Resource Name: MAKER

Resource ID: SCR_005309



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_005309/resolver
http://www.yandell-lab.org/software/maker.html
https://pubmed.ncbi.nlm.nih.gov/25501943

Alternate IDs: SCR_023883, nIx_144363, biotools:maker

Alternate URLSs: https://bio.tools/maker, https://github.com/Yandell-Lab/maker
License: GNU GPL

Record Creation Time: 20220129T080229+0000

Record Last Update: 20250422T055233+0000

Ratings and Alerts

No rating or validation information has been found for MAKER.

No alerts have been found for MAKER.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1233 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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