
Progenesis MALDI generates high quality proteomics data to define
biomarkers from high or low resolution MALDI-TOF mass
spectrometry including SELDI. It uses the unique Progenesis approach
and technology to improve the reliability and reproducibility of your
results and add speed, objectivity and statistics to your biomarker
discovery.

Progenesis MALDI v1.0

Follow an objective step-wise workflow. The same features are detected
consistently across every spectrum and statistical analysis is automatically
applied. This helps you to reproduce results between experiments and
across labs.

Objectivity

Group together all your technical and biological replicates easily and
apply the correct analysis for your experiment structure. Spectra
alignment and consistent feature detection produces complete data sets
for multivariate statistical analysis.

Statistics

Speed
Analyse hundreds of spectra within a single experiment. Rapid, simple
analysis of large data sets make is easy to run enough samples for
controlling false discovery rates and increasing confidence in your results.

Solving your analysis problems

"Progenesis MALDI allowed me to perform differential analysis from intact cell profiles
obtained by MALDI-TOF mass spectrometry. Now I can quickly align the spectra and compare
them for a large number of samples. By using robust statistical analysis (ANOVA, PCA), it
is possible to identify new biomarkers. This tool is very easy to use, I recommend it."

www.nonlinear.com/MALDI

A unique approach for differential expression analysis of MALDI-TOF data
Discover the significant biomarkers across all your spectra with confidence...

Valerie Labas,
Plate-forme d'Analyse Integrative de Biomarqueurs cellulaires et moleculaires,
INRA de Tours, Nouzilly, France.



Progenesis MALDI v1.0 - Key Steps in the Workflow:

Report Results
• Print or save a report of analysis results for the features of interest. You can choose the
information you want to include such as experiment design details, ANOVA p-value, fold-change
and average statistical measures

Progenesis Stats
• An advanced, easy-to-use multivariate statistical analysis tool for data exploration and
investigating features of interest
• It includes False Discovery Control, Principal Components Analysis, Correlation Analysis and
Power Analysis

View analysis results
• Features are detected in the same way on every spectrum so you can rapidly compare hundreds
of spectra. Features are automatically ranked by ANOVA (p-value) to show the statistically
significant features within any group
• Box plots give you a clear visual interpretation of differences between groups and within-group
variation
• All data and views can be exported for presentations and lab books or select any features of
interest for further investigation using Progenesis Stats

Define technical replicates and experimental groups
• Easily group the many technical and biological replicates you run with MALDI-TOF to correctly
analyse your experiment design
• Different groups can be set up within the same experiment so you can measure significant
differences between user-defined classifications of the same data e.g. control vs. treated, male
vs. female

Feature Detection
• Specify the detection threshold on an “average spectrum” created by spectra alignment. Feature
detection is then applied automatically to define the same features in every spectrum
• Whole protein detection can be used with low resolution MALDI and SELDI data
• Any feature editing on one spectra is applied to all the others in the experiment at the
same time

Spectra Alignment
• Align all the features in your spectra before analysis. This overcomes variation between runs
and allows features to be detected consistently across a whole experiment in one step instead
of having to look at individual spectra

Pre-Process Spectra
• Remove noise and background across all your spectra in a single step for reliable feature
detection and accurate analysis results

Data import
• The software is compatible with a wide range of mass spec hardware so you can easily integrate
it into your current approach to biomarker discovery
• Load mzXML files, standard text files of mass vs. intensity data, Waters.RAW and ProteinChip®
SELDI System XML. Seamless integration with Shimadzu AXIMA instruments
• Import hundreds of samples or add new spectra into an existing analysis so you can control
false discovery rates and make your statistical analysis meaningful
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