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jMorp updates in 2020: large enhancement of multi-omics data resources on the general Japanese 145 107
population. Nucleic Acids Research, 2021, 49, D536-D544. :
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dbTMM: an integrated database of large-scale cohort, genome and clinical data for the Tohoku
Medical Megabank Project. Human Genome Variation, 2021, 8, 44.

Functional Characterization of 21 Rare Allelic CYP1A2 Variants |dentified in a Population of 4773
Japanese Individuals by Assessing Phenacetin O-Deethylation. Journal of Personalized Medicine, 2021, 11, 2.5 5
690.
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gene variants associated with autosomal recessive bone dysplasia using a whole-genome reference
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