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Development of detection method for multiple disease-causative proteins using
dried blood spots

Nakajima, Daisuke
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Protein extraction from dried blood spots using the sodium carbonate
precipitation method was investigated and a sample preparation method suitable for deep proteome
analysis was established. We have also established LC-MS conditions specifically for the deep
analysis of proteins extracted from dried blood spots. As a result, more than 3,000 proteins,
including more than 1,000 disease-causing proteins, could be identified and quantified from dried
blood spots by one shot LC-MS analysis. Furthermore, we have confirmed that 38 stable
isotope-labelled peptides required for the quantification of disease-causing proteins can be
produced cheaply and simultaneously by combining a cell-free expression system from E. coli with a
multiplex co-expression system.
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[Kawashima Y, Watanabe E, Umeyama T, Nakajima D, et al., (2019) International Journal
of Molecular Sciences 26;20(23):5932]
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