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About Us

Clover BioSoft

Clover BioSoft develops innovative tools for mass spectrometry data
analysis, empowering researchers to unlock the full potential of

MALDI-TOF profiling across the life sciences.
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@f Clinical proteomics: Biomarker discovery

Protein profiling aiming for identification of biomarkers
separating plasma spiked with standard peptides from non-spiked

control (CTRL) samples
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Top 10 m/z features from ROC analysis all represent spiked peptides (including oxidized versions)
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/a Build a feature table \
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/e Train the classifier \
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Protein profiling

Clinical proteomics: Oncology

Multiomic exoBAMS-MALDI-TOF EV/exosome profiling for
classification of prostate cancer stages

\ / Peptide profiling

Unsupervised multivariate analysis

Hierarchical clustering & PCA:
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Supervised ML Prediction Models
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Clinical proteomics: Neurology

exoBAMS-MALDI-TOF EV/exosome protein profiling discriminates
between Parkinson’s disease (PD), other neurodegenerative
disorders, and disease-free CTRL samples

Unsupervised multivariate analysis
Hierarchical clustering & PCA:
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Biopharma development: Biosimilar classification

Classification of nivolumab biosimilars based on N-glycan profiles

Unsupervised multivariate analysis
Hierarchical clustering & PCA:
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Food & beverage: Food authenticity

Classification of edible oils based on lipid profiles

Unsupervised multivariate analysis
Hierarchical clustering & PCA:
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Supervised ML Prediction Models
Random Forest (RF)
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Sample courtesy: Chengdu Institute of Food Inspection, Chengdu, China; Data courtesy: Hong Kong Polytechnic University, Hong Kong, China
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Conclusions

® Clover MSDA software provides a powerful statistical toolbox to
efficiently leverage the discriminative power of MALDI-TOF MS
profiling data originating from biological samples.

® The software provides access to a wide range of statistical methods via
an intuitive, workflow-oriented web interface. It features user
management, project and experiment-driven data management, as

well as detailed reporting of results.

® Clover MSDA software supports tailored data analysis workflows,
allowing for time-efficient analysis of large cohorts of MALDI-TOF
spectra with minimal effort and providing tremendous benefit to

biomarker discovery as well as classification and identification tasks

across a broad range of life science applications.

For Research Use Only. Not for use in clinical diagnostic procedures.

Compatible with all Bruker MALDI-TOF instruments
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