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GWAS summary statistics datasets and Japonica Array NEO marker list

We have added GWAS summary stafistics page. which is a list of Gi Widi iafion Studies by TMM project. Users can download summary statistics data for
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;_Tcpmonzn Apolipaprotein A-V . 0a00% S | f0-100% UniPrat (PO672T)
TCPOO0021 | Apolipoprotein D | 90100% . sDl00% . 50-100% UniProt (PO5090) 7
TCPOODD2E | Apolipoprotein C-ll . SO100% . sol00% . s0-100% UniProt (PO2656)
TCPO0D034 | Apolipoprotein C- B . C so00m UniProt (PO2654) 7
TCPOOD043 | Apolipoprotein Al o 900008 T sthoom . iR UniPrat (PD2652) &
TCPOOO05S | Apolipoprotein E . 50100% . s0l00% . 50100% UniProt (P02649) 2
TCPOODOS6 | Apolipoprotein M . So00% L 501008 UniProt (095445)




A JMorp

Proteome

REB[R—E

Proteins ua proteins found —
~ ° | ~
w ID AVINDES REE n¥psU>D
D L Name | DefectionRate (ALL) = Detection Rate (Male) ' Detection Rate (Female) ' Links |
TCPOODDOZ | Apolipoprotein B-100 TR I UniProt (PO4114) 7
TCPOODD1O | Apolipoprotein A- L S0d00% o woon 0 T UniProt (P02647) 7
© TCPO0D020 | Apolipoprotein AdV  soi00m O se0m B unPotPOsTENE
TCPOODD21 | Apolipoprotein D . %0d00% - soloo% . %000% UniProt (POS090)
TCPODDOZB | Apolipoprotein G-Il | §oM00% - S . %0-100% UniProt (PO2656) 2
TCPOODD34 | Apolipoprotein C- . S0M00% oosa00n o a00% UniProt (P02654)
TCPOODD43 | Apolipoprotein Acl [ s0M00% Cosodoom . woo% UniProt (P02652)
| TCPOODD5S | Apolipoprotein E | . 0h00% . soloo% . sol0% UniProt (P02648) (7
»
TCPO00DS6 WM oo ST s UniProt (095445) (2

Uy I UTHlZRE



4
ik |

Proteome

fask— B> ERBINR—

TCPO0O0055
Apolipoprotein E

ALL
90-100%
MRS
UniProt (PO2649) &
o PSR R EE
) W el =l ==
R D F RERT it dbSNP ID B PU BEL  EE {E8f
I Start End Sequence rs# T Mutation !  Allele’. mfz  Charge = Modifications
122 130 | LGADMEDVR rsd420368 C130R ALT 503.23604 2
(iMorp) (dbSHP
122 130 | LGADMEDWR rsd4 20358 C130R ALT 51123467 2 ME(Oxidation)
{iMorp) (dbSMP
122 132 | LGADMEDVCGR red 20358 C130R REF B611.76359 2 C8{Carbamidomathyl)
(inorp) (dbSMP
122 132 | LGADMEDVCGR rs429358 C130R REF 619.76108 Z M5(Oxidation)
(iMorp) (dbSHP 2 CO{Carbamidomethyl)
122 132 | LGADMEDVCGR rsd 20358 C130R REF B11.76358 2 CA{Carbamidomethnyl)
(iMorp) (dbSMP
" 1157 STF RED
) LNV > FDSHBINT F RELH




A jMorp

jMorp 2019

s D,gf.f""”* Metabolome
NMR [EE] MS [E8B/+F8] ~13,700A% #70018: R—R 51 >HE
NMR [EEE] MS [E=] ~1,000A7> #J150%&: R—X 51> +5Fll"RAE
NMR [EE£] ~1,600A53 #J 40%&: N—X 5> MHIRF/ER

REN(E - FABIA) - KABWBERTRY FD—2 - 5 AEDBE(—E)

-y
BYINOE gl Proteome
MS [#E=] ~500A7 #9250%E: R—XXS1 A
HREDRIHE - RI'F REHR (IRHEMI - B25 - TR - S=E6ELL - EfF5 - (266)
PYIN

KUFS K DI Genome Variation

4,700 X BRBAE+XZEER+MT: & LJINUTFZ > K 77UIUSEE/genotypesiE

ZREID - gene symbol + 7= _JBEER - 5> )\IEE - Japonica Array S EDHE &
BERAUADMDER & DB (gnomAD)T'OY b « ) AT SIYH - genome accesssibillity

N Genome Sequence

3ZDOEAARANBMEENSIEB de novo assembly(C KBDEHARASRREDS: &) AT STYRR

ToMMo JG1 beta, GRCh37, GRCh38D LB BI 5k
GENCODE®Iift overl&#R, Repeat Mask|FEzZF{H £



	スライド番号 1
	スライド番号 2
	スライド番号 3
	スライド番号 4
	スライド番号 5
	スライド番号 6
	スライド番号 7

