Proteome Discoverer

Mass Informatics Platform for Protein Scientists
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| Maater | Accessien | Deacription Covernge | ~ | Peptides | # PSMs | # Unique Peptides | # Als | MW [De] | calc. pl | Score Sear [£]
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Compound Discoverer

Complete Small Molecule Structure
Identification in next Generation Platform
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Software for Lipidomics Workflow
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BioPharma Finder

Complete biotherapeutic characterization
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SimGlycan

High Throughput Glycan & Glycopeptide
Identification

o [Usinsudnsus:ystniazlnsyasiovau Glycan Insidgiuvayavey Glycan UINN31 22,500 Glycan

o [321nsn:KlAsuasy Glycosaminoglycan, Cross-ring llaz61iiviuv Glycosidic Cleavages
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Q S0JSUNNSDINST:KWAlUBIUSUNNURINNISTE aminoxyTandem Mass Tags (TMT)
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