Resource Summary Report

Generated by SPARC SAWG on Jul 28, 2026

MeroX

RRID:SCR_014956
Type: Tool

Proper Citation

MeroX (RRID:SCR_014956)

Resource Information

URL: http://www.stavroX.com

Proper Citation: MeroX (RRID:SCR_014956)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on June
29,2023. Software tool for the analysis of cross-linking/mass spectrometry datasets using
MS-cleavable cross-linkers. MeroX is specialized for MS/MS-cleavable cross linking
reagents and identifies the specific fragmentation products of the cleavable cross links.

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

Defining Citation: PMID:25261217

Keywords: sequence analysis software, cross linking, mass spectrometry, MS cleavage,
fragmentation, cleavable cross link, bio.tools

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: MeroX

Resource ID: SCR_014956

Alternate IDs: BioTools:MeroX, biotools:MeroX

Alternate URLSs: https://bio.tools/MeroX, https://bio.tools/MeroX, https://bio.tools/MeroX
Record Creation Time: 20220129T080323+0000

Record Last Update: 20260728T043450+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_014956/resolver
http://www.stavroX.com
https://pubmed.ncbi.nlm.nih.gov/25261217

No rating or validation information has been found for MeroX.

No alerts have been found for MeroX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 74 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Analytical chemistry, 97(3), 1584.

Dolles S, et al. (2025) Versatile Features of an Antibody Mimetic Peptide and Its Variants.
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biology.
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Hu H, et al. (2024) Spatiotemporal and direct capturing global substrates of lysine-
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search engine to advance cross-linking MS-based interactomics. Nature methods, 21(12),
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Tomaszewski KL, et al. (2024) Enhanced Staphylococcus aureus protection by uncoupling
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Dhillon A, et al. (2024) Structural insights into the interaction between adenovirus C5
hexon and human lactoferrin. Journal of virology, 98(3), e0157623.
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chemistry, 7(1), 300.
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reports, 13(1), 8841.
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reports, 13(1), 8497.

Meng Y, et al. (2023) Phosphorylation-dependent pseudokinase domain dimerization
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Hassan AH, et al. (2023) The structural principles underlying molybdenum insertase
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