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GeneMarkS-T

RRID:SCR_017648
Type: Tool

Proper Citation

GeneMarkS-T (RRID:SCR_017648)

Resource Information

URL.: http://topaz.gatech.edu/GeneMark/

Proper Citation: GeneMarkS-T (RRID:SCR_017648)

Description: Software package for ab initio identification of protein coding regions in RNA
transcripts. Algorithm parameters are estimated by unsupervised training which makes
unnecessary manually curated preparation of training sets. Sets of assembled eukaryotic
transcripts can be analyzed by modified GeneMarkS-T algorithm which part of gene
prediction programs GeneMark.

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

Defining Citation: PMID:25870408

Keywords: Identification, protein, coding, region, RNA, transcript, gene, discovery,
eukaryotic, sequence, bio.tools

Funding: NHGRI HG000783
Availability: Restricted

Resource Name: GeneMarkS-T
Resource ID: SCR_017648
Alternate IDs: biotools:GeneMarkS-t

Alternate URLSs: https://bio.tools/GeneMarkS-T



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_017648/resolver
http://topaz.gatech.edu/GeneMark/
https://pubmed.ncbi.nlm.nih.gov/25870408

License: http://topaz.gatech.edu/GeneMark/license_download.cgi
Record Creation Time: 20220129T080336+0000

Record Last Update: 20250519T204007+0000

Ratings and Alerts
No rating or validation information has been found for GeneMarkS-T.

No alerts have been found for GeneMarkS-T.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 89 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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9(2).

Oriowo TO, et al. (2025) A chromosome-level, haplotype-resolved genome assembly and
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