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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: 20260725T190652+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/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_008628/resolver
http://motif-x.med.harvard.edu
https://scicrunch.org/kravitz2/rin/sources/SCR_005400


Usage and Citation Metrics

We found 148 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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3601.

Meng X, et al. (2025) Comprehensive analysis of the succinylome in Vero cells infected
with peste des petits ruminants virus Nigeria 75/1 vaccine strain. BMC veterinary
research, 21(1), 45.

Song J, et al. (2025) Comparative ubiquitinome analysis reveals the roles of protein
ubiquitination in the heat stress response from Metarhizium robertsii. Applied and
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Zhang N, et al. (2025) Integration of multi-omics data accelerates molecular analysis of
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the PI3K-Akt-eNOS Pathway. Biomolecules, 14(5).
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chickpea and meta-analysis reveal novel proteoforms and evolutionary significance of
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Liu H, et al. (2023) Quantitative proteomic and phosphoproteomic analysis reveal the
relationship between mitochondrial dysfunction and cytoskeletal remodeling in hiPSC-CMs
deficient in PINK1. Journal of translational medicine, 21(1), 581.
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Genomics, proteomics & bioinformatics, 20(4), 688.

Zhang H, et al. (2022) Quantitative proteomic analysis of the lysine acetylome reveals
diverse SIRT2 substrates. Scientific reports, 12(1), 3822.


