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Progenesis LC-MS v4.0 - benefits and features of the current release

Benefits
» Generate results at the protein level; necessary for biological studies and publications, which
can also be easily integrated into wider bioinformatics projects and support a systems biology
approach.
» Make confident conclusions based on reports of statistically valid, quality controlled, protein
quantification and identification results.

Features
Version 4.0 of Progenesis LC-MS extends the workflow for quantification and identification of proteins
including:

e A new step to review a final list of interesting proteins and their expression profiles from your

experiments

e The ability to perform multivariate statistics on protein expression data

e Generate a protein-based (top-down) report of your results
The new protein features are available in both the fractionated workflow and unfractionated
workflow. A summary of the new features and workflows are below:
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o Protein description returned from database
searches

Protein tags
Tags allow you to display a selection of proteins according to the data associated with them (e.g. p-

value, fold change, identity, up regulated in treatment). Directly list a sub-set of proteins in your
experiment using quick tags, specific to protein results, for peptide sequence motif and/or
modifications.
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Additional new features and enhancements

Gas-phase fractionation feature

Support for increasing protein and proteome coverage using a gas-phase fractionation approach.
Enter the desired number of fractions and the software automatically calculates the m/z ranges to give
an even distribution of features across the fractions. Export these ranges to generate fragmentation
spectra across each m/z bin using your MS instrument.

Data formats
Now supports direct loading of Agilent .d data as well as the mzML file format. Progenesis LC-MS is
platform independent and supports all the major MS instruments in use today.

Import data view

Improved usability based on user feedback, including:
o Largeion maps that you can instantly use to review chromatography quality prior to analysis
o You can delete runs at the import data step for improved experiment data file management
o Software no longer re-evaluates each run when you enter the import data screen
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