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

Defining Citation: PMID:25261217

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

Funding:

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
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Record Creation Time: 20220129T080323+0000

Record Last Update: 20250412T055842+0000

Ratings and Alerts
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 71 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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