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[ First Year]

We will identify novel signals associated with
mosaic loss of chromosome Y and X. We
will continue to identify novel signals
associated with mosaic of chromosomal
alterations in autosomes. The Japanese side
will clarify genetic basis of mCA in Asian

. s populations and contrast with Europeans. The
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Translational Genetics, Center [ Second Year]

genetic risk loci for
quantitative traits and

mosaic of chromosomal
alterations in East Asians

for Integrative Medical
Sciences (IMS)

We will explore novel signals associated with
quantitative traits (Heart rate, Total
cholesterol, High density lipoprotein
cholesterol, Low density lipoprotein
cholesterol, etc) and identify causal variants
of the traits via meta-analysis of different
populations in East Asians.




