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Identification of novel substances related to cardiac arrest and post-cardiac
arrest syndrome through comprehensive proteomic analysis

Imaeda, Taro
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To discover biomarkers that can predict neurological prognosis after cardiac

arrest at an earlier stage and with higher accuracy, we conducted a study of post-cardiac arrest
patients aged 20 years or older who entered the intensive care unit. We performed a comprehensive
protein analysis using mass spectrometry on plasma samples within one hour after resuscitation from
patients with good neurological prognosis (CPC 1-2) and those with poor prognosis (CPC 3-5). Serpin
Bl (Leukocyte elastase inhibitor) and Fatty acid-binding protein 2 (1-FABP) were found only in the
poor prognosis group.
These proteins were validated using clinical specimens. The results of ELISA analysis between the
good neurological prognosis group (n=27) and the poor prognosis group (n=31) showed that both
proteins were significantly higher in the poor prognosis group than in the good neurological
prognosis group, with a statistically significant difference between the two groups.
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