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Mascot

RRID:SCR_014322
Type: Tool

Proper Citation

Mascot (RRID:SCR_014322)

Resource Information

URL.: http://www.matrixscience.com/server.htmi

Proper Citation: Mascot (RRID:SCR_014322)

Description: A software package and server used to identify and characterize proteins from
primary sequence databases using mass spectrometry data. Mascot integrates peptide mass
fingerprinting, sequence querying, and MS/MS ion searching in order to search for proteins
in databases like SwissProt, NCBInr, EMBL EST divisions, contaminants, and cRAP. If a
license is purchased, users may: search data sets that exceed the 1200 spectrum limit of the
free version; set up automated, high throughput work; add and edit proteins and
guantification methods; and search a preferred collection of sequence databases. The
software package works with instruments from AB Sciex, Agilent, Bruker, Jeol, Shimadzu,
Thermo Scientific, and Waters.

Synonyms: Mascot Server

Resource Type: software resource, standalone software, data processing software,
software application, signal processing software

Keywords: server, software package, mass spectrometry, protein, identify, characterize,
bio.tools

Funding:
Availability: Free, Can be licensed for in-house use, Available for download
Resource Name: Mascot

Resource ID: SCR_014322



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_014322/resolver
http://www.matrixscience.com/server.html

Alternate IDs: biotools:MASCOT
Alternate URLSs: http://www.matrixscience.com/search_intro.html, https://bio.tools/MASCOT

License: License cost is based on number of processors used by Mascot,
http://www.matrixscience.com/licensing.html

License URLs: http://www.matrixscience.com/legal.html
Record Creation Time: 20220129T080320+0000

Record Last Update: 20250422T055758+0000

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

No alerts have been found for Mascot.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 6476 mentions in open access literature.

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