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Japanese Multi Omics
Reference Panel.

P h e I'I O m e jMorp release 202008
d b d b = be prOVided November 17th, 2020

New Articles were published.
New articles about metabolome GWAS (7 and jMorp database (" have been published on Communications Biology and Nucleic Acids Research respectively.

M t b I November 12nd, 2020
e a 0 O m e Iso-Seq and GWAS summary statistics datasets have been added.

[Transcriptome (Iso-Seq)] We released transcriptome data for lymphoblastoid cell lines (LGLS) using long-read i logy (PacBio Isoft ing; Iso-Seq).
[GWAS summary statistics] We have added GWAS summary statistics of metabolome-GWAS study (TGA000003). Manhattan plots have been added in each compound page in
the metabolome layer, which have been reported in this study.

Proteome
JG2 Japanese Reference Genome, 8.3KJPN allele frequency panel, and 25K Metabolome

[Genome Sequence] We updated the Japanese reference genome, JG2, which is constructed by integrating six de novo phased assemblies from three Japanese male individuals.
[Genome Variation] 8.3KJPN, allele and genotype frequency panels from 8,380 Japanese individuals were released.

We released distributions of ions of 45 tes identified by NMR detected in 25,783 volunteers, distributions of peak intensities of 169 characterized
.
T r a n s c ri to 11 e metabolites by GC-MS in 2,939 volunteers. We also released the quantified metabolome data from 2,374 volunteers by new Biocrates LC-MS analysis. Moreover, information of
p metabolome data obtained from volunteers in repeat assessment survey by GC-MS is released.
IMM (iMethyl) & ToMMo The normalization and quality filer protocol was updated from 2019 version in GC-MS data. Three metabolite’s name ( TCO500085, TCO500226, and TCZ001256 ) were corrected.

Methylome

IMM (iMethyl) jMorp Publication

Tadaka et al., "jMorp updates in 2020: large enhancement of multi-omics data resources on the general Japanese population”,
G e n o m e Va r i at i o n Nucleic Acids Research. 2020 Nov 12;gkaa1034. doi: 10.1093/nar/gkaa1034.2'

Tadaka S, Katsuoka F, et al.,

"3.5KJPNv2, An allele frequency panel of 3,552 Japanese Individuals including the X chromosome”
Human Genome Variation, 2019 Jun 18;6:28. doi: 10.1038/s41439-019-0059-5. (£

G e n o m e Seq u e n ce Saigusa D, Matsukawa N, Tadaka S, Motoike IN, Koshiba S.

"Metabolome Analysis of Human Plasma by GC-MS/MS in a Large-scale Cohort"
Proteome Letters, 2019 Volume 4 Issue 1 Pages 31-40. doi: 10.14889/jpros.4.1_31. (2

More
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GMRC: genome medical research coordinator
TCF: ToMMo clinical fellow
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Bam:  022-272-6955
Mail: dist@megabank.tohoku.ac.jp




