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Abstract

Tandem mass spectrometry-based shotgun proteomics has become a widespread technology for analyzing complex protein mixtures. A number of database searching algorithms have been developed to assign peptide sequences to tandem mass spectra. Assembling the peptide identifications to proteins, however, is a challenging issue because many peptides are shared among multiple proteins. IDPicker is an open-source protein assembly tool that derives a minimum protein list from peptide identifications filtered to a specified False Discovery Rate. Here, we update IDPicker to increase confident peptide identifications by combining multiple scores produced by database search tools. By segregating peptide identifications for thresholding using both the precursor charge state and the number of tryptic termini, IDPicker retrieves more peptides for protein assembly. The new version is more robust against false positive proteins, especially in searches using multispecies databases, by requiring additional novel peptides in the parsimony process.  IDPicker has been designed for incorporation in many identification workflows by the addition of a graphical user interface and the ability to read identifications from the pepXML format. These advances position IDPicker for high peptide discrimination and reliable protein assembly in large-scale proteomics studies. The source code and binaries for the latest version of IDPicker are available from http://fenchurch.mc.vanderbilt.edu/.




Show full item record





Files in this item





[image: Icon] 





	Name:
	Ma-Master-Thesis.pdf
	Size:
	2.411Mb
	Format:
	PDF





View/Open











This item appears in the following collection(s): 


	
Electronic Theses and Dissertations



























Connect with Vanderbilt Libraries


	


	


	


	


	


	


	













Your Vanderbilt

	
Alumni

	
Current Students

	
Faculty & Staff

	
International Students

	
Media

	
Parents & Family

	
Prospective Students

	
Researchers

	
Sports Fans

	
Visitors & Neighbors






Support the Jean and Alexander Heard Libraries



[image: Support the Library...Give Now]


Gifts to the Libraries support the learning and research needs of the entire Vanderbilt community. Learn more about giving to the Libraries.





Become a Friend of the Libraries   






Quick Links

	
Hours

	
About

	
Employment

	
Staff Directory

	
Accessibility Services

	
Contact

	
Vanderbilt Home

	
Privacy Policy










