ProSight Lite: Freeware for Targeted Top-Down Protein Mass Spectrometry and PTM Localization
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Introduction File Formats
Many _top-down proteo_mics experi_mer)ts focus on identifying and © MatcingFagments €242 | . Proteoform Characterization XML
localizing post-translational modifications and other sources of Mame|1on Type|1on Mumber| Theoretical Mass| Observed Mass | Mass Difference (Pa)) Mass Difference (pp) An XML-based format to store experiment metadata,
mass shift on a known protein sequence. There Is a need for a 6B 61922 61922 0002 215 MS/MS observations, and a proteoform hypothesis.
simple application that is freely available, is easy to install and s 88 e sww oo 12
use, can match ion masses, and allows iterative hypothesis Neutral Masses, CID, 10pprm - Portable Network Graphics

testing of PTM locations. ProSight Lite Is a free tool for matching

a single candidate sequence against a set of mass spectrometric The user interface consists of four sections: the menu bar, the fragment map, the modification pane, and the matching fragments grid.
observations. Fixed or variable modifications, including both
post-translational and a select number of glycosylations, can be

applied to the amino acid sequence. The application reports
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Application Workflow Complex Fragmentation Maps

A raster graphics file format that supports lossless data
compression. Very good for a quick email or the web.

Scalable Vector Graphics

An XML-based vector image format for two-dimensional
graphics. Very good when high resolution is needed.

ProSight Lite supports many complex fragmentation types including ultraviolet photodissociation (UVPD) and combined collisional and

: _ _ _ _ electron based dissociations (creating BY and CZ' ions). These complex fragmentations result in up to 6 different ion types.
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