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Motif Extractor

RRID:SCR_008628
Type: Tool

Proper Citation

Motif Extractor (RRID:SCR_008628)

Resource Information

URL.: http://motif-x.med.harvard.edu

Proper Citation: Motif Extractor (RRID:SCR_008628)

Description: motif-x (short for motif extractor) is a software tool designed to extract
overrepresented patterns from any sequence data set. The algorithm is an iterative
strategy which builds successive motifs through comparison to a dynamic statistical
background.

Synonyms: Motif-X

Resource Type: software resource

Resource Name: Motif Extractor

Resource ID: SCR_008628

Alternate IDs: nif-0000-32002

Record Creation Time: 20220129T080248+0000

Record Last Update: 20260808T185905+0000

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

No alerts have been found for Motif Extractor.

Data and Source Information

Source: SciCrunch Registry



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_008628/resolver
http://motif-x.med.harvard.edu
https://scicrunch.org/sawg/rin/sources/SCR_005400

Usage and Citation Metrics
We found 159 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Zhang H, et al. (2026) Identification of protein lysine lactylation and potential targets in
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Liao X, et al. (2026) Dynamic lysine acetylation and succinylation of platelet proteins
regulates platelet storage lesion: mechanistic insights from multi-omics. Annals of
medicine, 58(1), 2635200.
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12(23), eaee2172.
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mBio, 15(12), e0270424.
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Narula K, et al. (2024) Combining extracellular matrix proteome and phosphoproteome of
chickpea and meta-analysis reveal novel proteoforms and evolutionary significance of
clade-specific wall-associated events in plant. Plant direct, 8(3), e572.

Zhang L, et al. (2024) The crotonylated and succinylated proteins of jujube involved in
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communications, 4(3), 100550.

Chen X, et al. (2023) Post-Translational Modification ??-Hydroxybutyrylation Regulates
Ustilaginoidea virens Virulence. Molecular & cellular proteomics : MCP, 22(8), 100616.
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