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Dexelopment of a new data cleaning method for questionnaires used in large
cohorts
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In large-scale genomic cohort studies, in spite of careful study planning
and implementation, and the introduction of error prevention methods, various errors are inevitable,
and these errors may have a significant impact on the study results. However, it was not possible
to manually clean a large number of questionnaires. Therefore, by using a statistical model that
extends principal component analysis (PCA) by utilizing known information when detecting outliers

from the data population, we developed and implemented a method to automate the detection of
candidate errors and to improve its accuracy.
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