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Proper Citation

ExPASy Aldente Peptide Mass Fingerprinting tool (RRID:SCR_008508)

Resource Information

URL: http://www.expasy.org/tools/peptident.html

Proper Citation: ExPASy Aldente Peptide Mass Fingerprinting tool (RRID:SCR_008508)

Description: THIS RESOURCE IS NO LONGER IN SERVICE documented on June 4,
2013. Aldente is a tool to identify proteins from peptide mass fingerprinting data. This fast
and powerful tool takes advantage of the Hough transform for spectra recalibration and
outlier exclusion. The Aldente search form can be used in two modes: for a global view of
all the search parameters on one page: click on the section tab All. This global view is
useful to have a quick overview before sending the query. to have search parameters
grouped into smaller logical sections: click on the corresponding section tab in the tabs
banner. Note! Moving from one section to another keeps search parameter selections. For
your convenience, you may view / hide the help during your search parameters selection.
Use the Help or No help section tab accordingly.

Abbreviations: ExPASy

Resource Type: software resource

Keywords: mass spectroscopy

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: ExPASy Aldente Peptide Mass Fingerprinting tool

Resource ID: SCR_008508

Alternate IDs: nif-0000-30539

Record Creation Time: 20220129T080247+0000

Record Last Update: 20260725T190648+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_008508/resolver
http://www.expasy.org/tools/peptident.html


No rating or validation information has been found for ExPASy Aldente Peptide Mass
Fingerprinting tool.

No alerts have been found for ExPASy Aldente Peptide Mass Fingerprinting tool.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 310 mentions in open access literature.
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