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Figure 1. Workflow of FTICR-MS based platform for plasma " 184CifH52N04+ / S 1 ] o “ We introduced an integrated high-throughput FTICR-MS based platform

metabolomics. Metabolite extracts were directly injected into FTICR-MS 5 emmor 0 NP T oo 2 T for plasma metabolomic analysis.

without LC separation. MS: Bruker solariX 12T FTICR mass spectrometer. "o pp:n\ ] [ 1 """ - Moeem I 1 o < High injection and extraction reproducibilities were achieved.
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