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10x UV trace peaks were found per sample and integrated Byos automatically calculates relative UV peak area,
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appropriately maintained the relative proportions of the
peaks as shown in the zoomed section in Figure 7a. More ; | '
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- identifications were made (and due to the nature of the data,
no MSMS information was available).
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information available to align XICs and so the function could be switched off 70% FLP purity (RSD < 10%). more MS scans per chromatographic peak. TPC and PD offer unigue and complementary advantages.




