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Proper Citation

BiblioSpec (RRID:SCR_004349)

Resource Information

URL.: http://proteome.gs.washington.edu/software/bibliospec/documentation/index.html

Proper Citation: BiblioSpec (RRID:SCR_004349)

Description: BiblioSpec enables the identification of peptides from tandem mass spectra
by searching against a database of previously identified spectra. This suite of software
tools is for creating and searching MS/MS peptide spectrum libraries. BiblioSpec is
available free of charge for noncommercial use through an interactive web-site at
http://depts.washington.edu/ventures/UW_Technology/Express_Licenses/bibliospec.php
The BiblioSpec package contains the following programs: * BlibBuild creates a library of
peptide MS/MS spectra from MS2 files. * BlibFilter removes redundant spectra from a
library. * BlibSearch searches a spectrum library for matches to query spectra, reporting
the results in an SQT file. In addition to the primary programs, the following auxiliary
programs are available: * BlibStats writes summary statistics describing a library. *
BlibToMS2 writes a library in MS2 file format. * BlibUpdate adds, deletes, or annotates
spectra. * BlibPpMS2 processes spectra (bins peaks, removes noise, hormalizes intensity)
as done in BlibSearch and prints the resulting spectra to a text file. Several reference
libraries are available for download. These libraries are updated regularly and are for use
under the Linux operating system. You will find libraries for * Escherichia coli *
Saccharomyces cerevisiae * Caenorhabditis elegans

Resource Type: data or information resource, software resource, database

Defining Citation: PMID:18428681

Resource Name: BiblioSpec

Resource ID: SCR_004349

Alternate IDs: nlx_36841
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Ratings and Alerts
No rating or validation information has been found for BiblioSpec.

No alerts have been found for BiblioSpec.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 29 mentions in open access literature.
Listed below are recent publications. The full list is available at kravitz2 .
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