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THE GOLD-STANDARD FOR
DIA PROTEOMICS ANALYSIS
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- Benefit from powerful directDIA+™
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- Take advantage of deep-learning-
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- Analyze post-translational modifications
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- Generate high-quality libraries with
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- Enjoy full support for ion mobility
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- Experience the most powerful data

visualization for DIA proteomics: B
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1) Bruderer et al., MCP, 2017,16, 2296-2309
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Windows 10 (64bit) / Windows Server 2016

or Linux Ubuntu
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(1 precursor in 1 run amounts to ~0.5 KB of RAM)
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THE DIRECTDIA+ ROUTE TO THE

PROTEOME
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HIGH PERFORMANCE AND
RELIABILITY AT SCALE
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