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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 application, data
processing software, data analysis software, software resource

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: 20260804T043618+0000



https://scicrunch.org/ASWG
https://scicrunch.org/ASWG/data/record/nlx_144509-1/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 72 mentions in open access literature.
Listed below are recent publications. The full list is available at ASWG .
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e04562.

Leib L, et al. (2025) The proximity-based protein interactome and regulatory logics of the
transcription factor p65 NF-??B/RELA. EMBO reports, 26(4), 1144.
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oxidase homolog genes in rice under MeJA, SA and Xoo treatments. Scientific reports,
15(1), 5936.
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machinery of the early eukaryotic ancestor. Nature ecology & evolution, 9(12), 2333.

Matthews ER, et al. (2025) Anthracyclines induce global changes in cardiomyocyte
chromatin accessibility that overlap with cardiovascular disease loci. PLoS genetics,
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Metabolic Regulation. Molecules (Basel, Switzerland), 30(2).

Hu X, et al. (2025) Genome-wide identification of VOZ gene family in ten cotton species
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26(1), 753.
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