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Proper Citation

Glam2 (RRID:SCR_016129)

Resource Information

URL.: http://acb.gfab.org/acb/glam2/

Proper Citation: Glam2 (RRID:SCR_016129)

Description: Software package for finding novel, gapped (recurring, variable-length
patterns) motifs in related groups of DNA or protein sequences (sample output from
seqguences). Used to perform motif based sequence discovery for gapped motifs on DNA
or protein datasets.

Abbreviations: Glam2
Synonyms: Glam2: Gapped local alignment of motifs 2

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

Defining Citation: PMID:18437229

Keywords: motif, analysis, sequence, find, amino acid, nucleotide, set, alignment,
gapped, recurring, variable, letnght, pattern, DNA, protein, output, discovery, dataset

Funding: NIGMS R01 GM103544

Availability: Free, Freely available for non-commercial use
Resource Name: Glam2

Resource ID: SCR_016129

Alternate URLSs: http://meme-suite.org/

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260808T190029+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_016129/resolver
http://acb.qfab.org/acb/glam2/
https://pubmed.ncbi.nlm.nih.gov/18437229

Ratings and Alerts
No rating or validation information has been found for Glam2.

No alerts have been found for Glam2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 203 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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988.
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metabolism in probiotic Lacticaseibacillus paracasei. Applied microbiology and
biotechnology, 110(1), 7.
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semilaevis. Animals : an open access journal from MDPI, 16(3).
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plant biology, 26(1).
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Ramadan MA, et al. (2026) A protocol for computational design of mMRNA vaccines with
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Lin L, et al. (2026) Epigenetic editing of marine medaka ( Oryzias melastigma) fgf2 using
CRISPR/dCas9-TetlCD. Zoological research, 47(1), 263.




