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jMorp release 202008

August 31st, 2020

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

{-esgq% 25 K pdated the Japanese reference genome, JG2, which is constructed by integrating

lies from three Japanese male individuals.
N, allele and genotype frequency panels from 8,380 Japanese individuals were

A > )\DJE 500

s of concentrations of 45 metabolites identified by NMR detected in
intensities of 169 characterized metabolites by GC-MS in 2,939
roTaTTITTTToTY —rerarrafied 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.

More

) LINUF> K

TreroroTeer ki Y, Shirota M, Koshiba S, Yamamoto M, Kinoshita K.
"iMorp: Japanese Mult] Omics Reference Panel"

N

8 Jan 4;46(D1):D551-D557. (&

~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. (%'
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A JMd ro }W JMorp ~Japanese Muiti Omics Reference Panel~
M eta bO I IteS [16 metabolites found]
I (e.g.) Glycine, Creatinin, TCN / NMR, MS / 100<mz<200 / MGWAS = N AR y]»
Mean SD cv N Repeat
ID 7l Name 1l Category Mode N Unitsl m/z RetentionTime (ALL) (ALLY (ALL)  (ALL) Assessment Notes N
TCI003792 Deoxycholic acid glycine conjugate MS LC- arb. 448.30 1.48 3.84e+5 557e+5 = 1.45e+0 2966 Adduct lon:M-H
MS/GMet/HILIC/Neg/v2 unit Adduct lon
m/z448.30685
TCIO05099 Glycylglycylglycine MS LC- arb. 188.07 3.05 927e+4  1.17e+5 = 1.27e+0 2745 Adduct lon:M-H
MS/GMet/HILIC/Neg/v2 unit Adduct lon
m/z188.0676791

TCNO00033 | Glycine NMR um 2.18e+2 | 5.75e+1 2.64e-1 | 23709
TCNOO0042 | N,N-Dimethylglycine NMR uM 2.30e+0 = 1.04e+0 4.50e-1 | 23285
TCS000024 | 3-Methylcrotonoylglycine MS GC-MS/TMet arb. 9.30e-3 | 6.00e-3 6.42e-1 2939

unit
TCS000032 | Acetylglycine MS GC-MS/TMet arb. 240e-3 | 6.00e-3 | 2.55e+0 2927 v

unit
TCS000057 | Dimethylglycine MS GC-MS/TMet arb. 2.36e-2 1.05e-2 4.43e-1 2839 v

unit
TCS000081 | Glycine MS GC-MS/TMet arb. 4.89+0 | 1.58e+0 3.23e-1 2939 v

unit
TCS000083 | Glycyl-Glycine MS GC-MS/TMet arb. 3.10e-3 | 7.30e-3 = 2.38e+0 2667 v

unit
TCS000096 | Isovalerylglycine MS GC-MS/TMet arb. 0.00e+0 | 5.70e-3 | -1.20e+2 2899 v

unit
TCS000121 | N-Butyrylglycine MS GC-MS/TMet arb. 3.40e-3 | 570e-3 = 1.69e+0 | 2927 v

unit
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|
Transcriptome < 1 Proteome ¥ Metabolome
| qp"lqu b | N |

— X HETRER
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Repository |

Downloads | Help |
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(e.g.) Ghy ; *
Mean N Repeat
D "l Name 1l Ccategory Mode N | Unitsl (ALL)  (ALL) Links 1l Assessment’! Notes N
TCI003792 Deoxycholic acid glycine conjugate MS LC- arb. 3.84e+5 2966 | Human Metabolome Database Adduct lon:M-H
MS/GMet/HILIC/Neg/v2 unit (HMDB0000631) & Adduct lon
m/z448.30685
TCIO05099 Glycylglycylglycine MS LC- arb. 9.27e+4 2745 | Human Metabolome Database Adduct lon:M-H
MS/GMet/HILIC/Neg/v2 unit (HMDB0029419) & Adduct lon
m/z188.0676791
TCNOO0033 | Glycine NMR uM 2.18e+2 | 23709 | Human Metabolome Database v
(HMDB0000123) &
KEGG Compound (C00037) &'
TCNO00042 | N,N-Dimethylglycine NMR uM 2.30e+0 | 23285 | Human Metabolome Database v
(HMDB0000092) &
KEGG Compound (C01026) &'
TCS000024 | 3-Methylcrotonoylglycine MS GC-MS/TMet arb. 9.30e-3 2939 v
unit
TCS000032 | Acetylglycine MS GC-MS/TMet arb. 2.40e-3 2927 v
unit
TCS000057 | Dimethylglycine MS GC-MS/TMet arb. 2.36e-2 2839 v
unit
TCS000081 | Glycine MS GC-MS/TMet arb. 4.89e+0 2939 v
unit
TCS000083 | Glycyl-Glycine MS GC-MS/TMet arb. 3.10e-3 2667 v
unit
TCS000096 | Isovalerylglycine MS GC-MS/TMet arb. 0.00e+0 2899 v
unit
TCS000121 | N-Butyrylglycine MS GC-MS/TMet arb. 3.40e-3 2927 v
unit
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M eta bO l I'teS [17 metabolites found]

j
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| Glycine | (e.g.) Glycine, Creatinin, TCN / NMR, MS / 100<mz<200
. i Repeat
D " Name Table configuration x s 1l Assessmert Notes "
TCBO00008 | Glycine (Gly) han Metabolome v global QC
# of rows 50 . hbase conc.:216.50 uM
DB0000123) &
T G Compound
Show/Hide columns D D037) &'
Name — p —
TCI003792 | Deoxycholic acid glycine conjugate Category ﬁm” & han Metabolome Adduct lon:M-H
Mode hbase Adduct lon
Units e e . m/z448.30685
i o L— 1 —R[-J-—+
TCI005099 | Glycylglycylglycine E ﬁ“b;"'a“c Quantiication Precision. 4+——— NJ[V]R E EDEE ﬁ,z ; Adduct lon:M-H
v \ = Adduct lon
RetentionTime MS pea kﬁ¥m DB0029419) & m/z188.0676791
Mean (ALL)
TCNO0O0033 | Glycine SD (ALL) han Metabolome v
cv [ALL) hbase (HMDBOO] 23)
N (ALL)
0 Mean (Male) G Comgound
0 SO (Male) =
TCNO00042 | N,N-Dimethylglycine 0 €V (Male) han Metabolome v
O N (Male) hbase
[ Mean (Female) DB0000092) &'
[ SD (Female) G Compound
[J CV (Female) 026) &
[ N (Female)
O MGWAS
O Links
Repeat Assessment
MNotes

RRABZDRAIIA X0JHE



WA iMorp

y @ jMorp ~Japanese Multi Omics Reference Panel~

Metabolome

1

< = i
| @] Transcriptome | Proteome | O'L”,Z-w- Metabolome | Repository |

| Downloads |

| Sequence | m'.I‘""'l‘l" Variation | \Ilvl'llll»!lql Methylome

} @ JMorp ~Japanese Muilti Omics Reference Panel~

A iMorp
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Help | Login |

:
Meta b0| lteS [16 metabolites found]
(e.g.) Glycine, Creatinin, TCN / NMR, MS / 100<mz<200 / MGWAS u ‘ e[ ¢ st |
Mean N Repeat
D il Name 1l category Mode 1L Units) (ALL)  (ALL) Links 1l Assessment!! Notes N
TCI003792 Deoxycholic acid glycine conjugate MS LC- arb. 3.84e+5 2966 | Human Metabolome Database Adduct lon:M-H
MS/GMet/HILIC/Neg/v2 unit (HMDB0000631) & Adduct lon
m/z448.30685
TCIO05099 Glycylglycylglycine MS LC- arb. 9.27e+4 2745 | Human Metabolome Database Adduct lon:M-H
MS/GMet/HILIC/Neg/v2 unit (HMDB0029419) & Adduct lon
m/z188.0676791
CNO00033 | Glycine NMR uM 2.18e+2 | 23709 | Human Metabolome Database v
(HMDB0000123) &
KEGG Compound (C00037) &'
TCNOO00042 | N,N-Dimeth\glycine NMR uM 2.30e+0 | 23285 | Human Metabolome Database v
(HMDB0000092) &
KEGG Compound (C01026) &'
TCS000024 | 3-Methylcrotonowglycine MS GC-MS/TMet arb. 9.30e-3 2939 v
unit
TCS000032 | Acetylglycine MS GC-MS/TMet arb. 2.40e-3 2927 v
unit
TCS000057 | Dimethylglycine MS GC-MS/TMet arb. 2.36e-2 2839 v
unit
TCS000081 | Glyci I XY = — MS GC-MS/TMet arb. 4.89e+0 2939 v
Vv O U THllZRER
TCS000083 | Glycyl-Glycine MS GC-MS/TMet arb. 3.10e-3 2667 v
unit
TCS000096 | Isovalerylglycine MS GC-MS/TMet arb. 0.00e+0 2899 v
unit
TCS000121 | N-Butyrylglycine MS GC-MS/TMet arb. 3.40e-3 2927 v
unit
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TCNO00033
Glycine

Category: NMR
Precision of automatic quantification: Jk%

Overview ] ‘ Intensity Distribution II Correlation Networks ] " Repeat Assessment ] H Pregnant Status ] }
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o s I Metabolites [NMR]




W JMorp

s

Metabolome

BR—ESEBINR—D (ZIFZEAL) soazham : i34

TCN000033
Glycine

Category: NMR
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Phenome jMorp release 202008
d b d h To be provided

August 31st, 2020
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
{ﬁ M eta bo I o m e novo phased assemblies from three Japanese male individuals.

P t We released distributions of concentrations of 45 metabolites identified by NMR detected in
ro eo m e rs, distributions of peak intensities of 169 characterized metabolites by GC-MS in 2,939

Transcriptome

o o . d quality fil tocol dated fi 2019 ion in GC-MS data. Th tabolite'
Iwate Medical Megabank Organization; iMethyl and quality filer protocol was updated from version in ata. Three metabolite's

name ( TCO50! 5, TCO500226, and TCZ001256 ) were corrected.

Methylome

Iwate Medical Megabank Organization; iMethyl

a“JA . . j ublication
AU NN Genome Variation

Tadaka S, Saigusa D, Motoike IN, Inoue J, Aoki Y, Shirota M, Koshiba S, Yamamoto M, Kinoshita K.
"jMorp: Japanese Multi Omics Reference Panel"

ucleic Acids Research. an 4; i | .2
&J AEE‘E“ Genome Sequence Nucleic Acids R h. 2018 Jan 4;46(D1):D551-D557. @

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. ('
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Category: NMR

Precision of automatic quantification: %k ‘ \ —
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KEGG Compound (C00037) &

Malo and Fomalo (1=1008)

GRCh37 BLAST/BLAT | VEP | Tools | BioMart | Downloads | Help & Docs | Blog

Wi = Human (GRCh37.p13) v
Gene: CPS1 ENSG00000021826

Description carbamoyl-phosphate synthase 1, mitochondrial [Source:HGNC Symbol;Acc:2323 &)

ST CHE ) .

al R GRCh37 hg19

The following variant(s) have association(s) with compound(s).
« rs1047891 => TCNOOOO33 Glycine (metabolite)
« rs1047891 => TCZ000858 Acetylglycine (metabolite)
« rs1047891 => TCZ001722 Homo-L-arginine (metabolite)

1 variants found
Filter by keyword @ @ @ @ & & « < n >

MeanDepth ClinVar ToMMo gnomAD gnomAD gnomAD gnomAD gnomAD
Type Position '} Ref/Alt rs# @ Annotation |  Geng/!  (162PE) JPA 1L Annotation 8.3KJPN AFR AMR ASJ EAS NFE
SNV 2:211540507 C/A rs1047891 CPS1 35.0/35.0 V1&V2&NEO Benign &' 0.1545 0.3728 0.3101 0.3172 0.1581 0.3173

e

ONUT7 > haFoTWS AL MmPREEIEE

(€

(p.Thr1412Asn H)

QIBIEF"CPS1"D7 = ) EIERREREEL TS
(3Japonica Array v1, v2, NEOENICEEEH=NTWS
@Clinvar TlEBenigni&i\

GOBEXADT LIVEEE (I DEB LA TEN
eBEEERERANSNS
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Metabolome
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Genome Variation &2

GRCh37/hg19

The following variant(s) have association(s) with compound(s).
« rs1047891 => TCNOOOO33 Glycine (metabolite)
« rs1047891 => TCZ000858 Acetylglycine (metabolite)
« rs1047891 => TCZ001722 Homo-L-arginine (metabolite)

1 variants found

Filter by keyword @ @ @ @

MeanDepth ClinVar ToMMo gnomAD gnomAD gnomAD
Type Position '} Ref/Alt rs# @Annotation L Gene'l (162PE) JPA 1 Annotation 8.3KJPN AFR AMR/ ASU
SNV 2:211540507 C/A rs1047891 CPS1 35.0/35.0 V1&V2&NEO Benign & 0.1545 0.3728 0.3101 0.3172

£y e

(p.Thr1412Asn g

BlastHit]  BlastHit2

Blast result

mRNAinfo  Homo sapiens carbamoyl-phosphate synthase 1 (CPS1), transcript variant 1, mRNA
mRNA change  NM 001122633 2:c.4235C>A NP_001116105.1:p.1412T>N
Query  CPS1 (GenelD: 1373) 7 | NM_001122633.2 ' | NP_001116105.1 7
Subject  5dot(Z, 5dou?
e-value 00000
Sequence  100.00

OINUT7 > hEFOTULWS AL MmbEEMEIEE
BIRF'CPS1"D7 = ) EIRREREEHEL TS
®Japonica Array v1, v2, NEOENhICEBRERHEETNTWS
@Clinvar TlZBenignifki\
GOBEARADT LIVHEE (DK (C LA TIELY
eBERHRZRNEND
> )\ OBEDHEEE(C
RENDDEDIRETR -
BATIEADM? LIRERE

REEE DR T EHEIRETY

5dot_entity_1 (1/2)

ChainA (1/2)

Single
« Secondary Structure: E
+ Relative ASA: 0329

BioUnit:1
« delta Relative ASA: 0

Mapped Position
- auth id:

@ Statistics

A B n

gnomAD gnomAD
EAS NFE

0.1581 03173
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NMR [{EE] MS [[E=] ~1,700 A7 9 320f8: R— X551 > + 5l EAE
NMR [[E£] ~2,000 A% 9 408 R—RS1 > HIRP/E%
=EAT(TE - £A5H) - KEBEEERY NDO—2 - 5 A EDRHE—ED)
ANDE Proteome
MS [HFTE=] ~500A7) $250f&E: R—X 51 iAE
HRBOREEK - RTF NEIHR (RHEPOI - B2 - TR - GEEFLE - B - (266)
NN G fat
‘ enome Variation
INUFP>
98,300 A  EREARXPRER+MT: T LN T > ~ T L JUSERE /genotypeSEE
ZRID - gene symbol + P = J &R - > )\UBE - IPAEHOBEHE
BEAUANDMDER & DB (gnomAD)Z’'OY b - ') AT S5TIYH - genome accesssibillity
5 ) LEe5 m Genome Sequence

3ZRDOBEAKRABMNSIED de novo assembly(C K DEARASIBESN. &) AT SOHRR

ToMMo JG2 beta, GRCh37, GRCh38D LTI HE
GENCODE®Iift overl&#R, Repeat Mask|BEHzE4H &
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