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The significance of non-self-variant pregnancy outcomes based on mother-child
pair genome sequence information

Usui, Hirokazu
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The whole genome sequences data of Tohoku Medical Megabank Project Birth and
Three-Generation Cohort Study (TMM BirThree Cohort Study) were analyzed. Non-self variants

recognizable by the mother were extracted for each parental-child pair. The number of non-self
variants per parental-child pair was less than or equal to 100. There was no apparent difference in

placenta-specific synonymous variants between the group with gestational hypertension and the group
without gestational hypertension. In order to verify the significance of non-self variants, it was
deemed necessary to verify whether the mother actually recognizes non-self.
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