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eference Genome, 8.3KJPN allele frequency panel, and 25K Metabolome

g nce] We updated the Japanese reference genome, JG2, which is constructed by integrating
Metabolome D .  gen

ed assemblies from three Japanese male individuals.
‘ Toerorre—varration] 8.3KJPN, allele and genotype frequency panels from 8,380 Japanese individuals were

P r Ot e o m e g > } \oa E istributions of concentrations of 45 metabolites identified by NMR detected in
ns of peak intensities of 169 characterized metabolites by GC-MS in 2,939

voTaTTTCTToT T aTooT the quantified metabolome data from 2,374 volunteers by new Biocrates LC-MS

analysis. Moreover, information of metabolome data obtained from volunteers in repeat assessment survey by

GC-MS is released.

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.
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AFR: African/African American

ASJ: Ashkenazi Jewish
EAS: East Asian
NFE: Non-Finnish European
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(v1/v2/NEO)

G LY==
INDEL PEIE 1582  dbSNP_ID BRE BIEF FE | #&EDB $SHBO7LIVEE
MeanDepth v ClinVar ToMMo gnomAD gnomAD gnomAD
Type Position 'l Ref/Alt rs# Annotation "l Gene!  (162PE) JPA 1l Annotation  8.3KJPN AFR AMR ASJ
SNV 12:112241766 G/A rs671 & missense_variant ALDH2 18.0/18.0 V1&V2&NEO | drug_response 0.1950 0.0002 0.0012
(p.Glu504Lys H]|) z) )
INDEL 12:112241771 GA/G frameshift_variant&splice_region_variant ALDH2 18.0/18.0 0.0001
(0. Thr507fs) @
SN | 12:112241795 T/C rs147178045 intron_variant ALDH2 | 180/17.9 0.0027
2y 2y
sw | 12:112241839 c/T rs533526749 intron_variant ALDH2 | 16.7/16.7 0.0008
2y )
SNy | 12:112241840 G/A rs781074160 intron_variant ALDH2 | 16.7/16.7 INUFP> |\0)Quality: — » 00005
o o FILTER=PASS
SN | 12:112241860 G/A rs879517880 intron_variant ALDH2 = 16.9/16.9
@ )
INDEL | 12:112241867 TG/T rs1160491288 intron_variant ALDH2 | 17.2/172
2y =
SNV | 12:112241874 T/C rs946163512 intron_variant ALDH2 NUF7> BdDQuality: ——» 0.0004
@ )
FILTER=not PASS
SNV 12:112241876 G/A rs917600157 intron_variant ALDH2 IWRS/ANRY] 0.0004
2y 2
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SNV 12:112241766 G/A rs671 & missense_variant ALDH2 18.0/18.0 V1&V2&NEO | drug_response 0.1950 0.0002 0.0012
(p.Glu504Lys H]) @ @
INDEL 12:112241771 GA/G frameshift_variant&splice_region_variant | ALDH2 18.0/18.0 0.0001
(p.Thr507fs) @
SNV 12:112241795 T/C rs147178045 intron_variant ALDH2 18.0/17.9 0.0027
2y z
SNV 12:112241839 C/T rsb33526749 intron_variant ALDH2 16.7/16.7 0.0008
2y (&)
SNV 12:112241840 G/A rs781074160 intron_variant ALDH2 16.7/16.7 0.0005
@ 2y
SNV 12:112241860 G/A rs879517880 intron_variant ALDH2 16.9/16.9
&y (&)
INDEL 12:112241867 TG/T rs1160491288 intron_variant ALDH2 17.2/17.2
@ &y
SNV 12:112241874 T/C rs946163512 intron_variant ALDH2 17.0/17.0 0.0004
&y (€9
SNV 12:112241876 G/A rs917600157 intron_variant ALDH2 17.0/17.0 0.0004
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SNV 12:112241766 G/A rs671 & missense_variant ALDH2 18.0/18.0 V1&V2&NEO | drug_response 0.1950 0.0002 0.0012
(p.Glus04Lys F]) @ 2y
INDEL 12:112241771 GA/G frameshift_variant&splice_region_variant ALDH2 18.0/18.0 0.0001
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