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Results

Background

Three types of Pathology report written as free-text stored CDM NOTE database in SNUBH. Rules-based text processing based on regular expression was developed to extract major clinical entities of
testing subject and its results information depending on the type of each report.
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Conclusions

Methods

Pathology relevant major text entities were extracted and converted into OMOP CDM data structure. We aimed to prepare CDM data for research platform that can take advantage of all the omics

1. Immunohistochemistry report clinical to patient data at SNUBH for colon cancer pathology.
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