Methods and results

Aurora Rapid 75 Aurora Elite
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Figure 1. A dilution series of a HelLa tryptic digest was Figure 2. A Hela tryptic digest (1 ng) was separated on an
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In conclusion, the integration of Aurora Series packed emitter columns with the timsTOF mass spectrometer has unequivocally set a new benchmark in proteomics
research. This pairing not only harnesses the individual strengths of both technologies but elevates their combined capabilities to unprecedented heights,
promising superior peptide separation, and vastly improved sensitivity and dynamic range. The profound depth and guality of proteome coverage achievable with
this combination pave the way for comprehensive insights into complex biological systems. As we venture further into this era of scientific exploration, this Zg;tmfgeégm;ﬁg); ?ﬁi‘;“t
pioneering approach promises to be a catalyst in driving groundbreaking discoveries and innovations, potentially ushering in a golden era of proteomics research poster presentation scan the
with far-reaching implications in the scientific community. QR code or visit our website:
www.ionopticks.com.
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assistance in generating data.



