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THE NEXT FRONTIER OF INNOVATION
IN DDA PROTEOMICS
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- Deep-learning augmentation
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- Isobaric labeling quantification
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- Library-based DDA search
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- Ion mobility technology support
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« Complete analysis environment
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« First class technical support
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EFFORTLESS ISOBARIC LABELING
QUANTIFICATION
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THE MOST POWERFUL

SEARCH ENGINE
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THE ALL-IN-ONE WORKFLOW
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Automated Mass Calibration
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Differential Abundance

Analysis
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Generating Reports
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SpectroMine
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