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Registed the new variants data at Dementa(37). (.} o (1] Entry ", Origin 1, Type Annotation 1 Annotation ()
Registed the new varians data at Other(233)
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NC_000007.13:9.140481376_140 BRAF A @ unknown \/ Variant [ not provided
481377insT
i;:::‘:?&"::-:::‘;:“:‘g" NC_000007.14:9.140753345A>C  BRAF p.L597R 1 somatic \/ Variant Pathogenic Pathogenic
Registed the new variants dm at Others (275) Likely pathogenic
oo of 15 o
NC_000007.13:9.140481411C>G  BRAF p.G466A 1 somatic \/ Variant Pathogenic Likely pathogenic
(rs121913351) x
NC_000007.13:9.140481411C>T  BRAF p.G466E il somatic \/ Variant Pathogenic Likely pathogenic
(rs121913351)
NC_000007.14:9.140781602C>T  BRAF p.G469E 1 somatic \/ Variant Pathogenic Pathogenic
RY | Likely pathogenic
© SESIEBADT jJ’C‘“ﬁ"O AHDVF]HE
d T X 1— NC_000007.13:9.140487360G>A  BRAF p.R389C 1 somatic \/ Variant ~n Uncertain significance » Uncertain significance
7 t / a ° * q: 3 ° ﬁ«?mz 140534597C>T  BRAF G106R 1 i i i in signi
/. ;( 13:g. [X somatic \/ Variant [ not provided Uncertain significance
(rs749247588)
1 F % {9‘2 ij ;;*E % % F;g SE ﬁIJ) NC_000007.13:q.140453136_140  BRAF p.V6OOR 1 somatic  \/ Variant [@] Pathogenic [8] Pathogenic
K s TN 453137delinsCT
(rs121913227)
NC_000007.13:9.140453174G>T  BRAF p.D587E 1 @ unknown \/ Variant Likely pathogenic Likely pathogenic
(rs121913336)
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Cancer
All
Germline
Somatic

Rare/lnfractable diseases
Infectious diseases
. Al
HTLV-
Hepatitis
HIV
Dementia
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GWAS

HLA allele frequency

HIV drug resistance
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HLA Data View
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Select Study l I L/ \ j
Showing 1103 of 3entries Show | 5 entries
Establishment of cinical genome data-storage on HIV-nfected not provided Tetsuro Matano  National Institute of MGS000007
individuals Infectious diseases
|
*  Construction of integrated cinical regarding of HLA-conferred susceptibilty o chronic hepatits  Masashi National Center for Global MGS000003
hepatis B related diseases B infection requires HLA genatyping-based association analysis  Mizokami Health and Medicine
of nation-wide OfHTLV-1  HLA allele frequencies: ATL Kyushu Area, HAM , HTLV-1 carrier  Fumihiko Kyoto University MGS000012
associated diseases based on integrated analysis of human and virus  Goto cohort, HTLV- carrier Kyushu Area, Uninfected Goto cohort,  Matsuda
genomes, and cinical parameters. Uninfected Whole of Japan
show
HLA
Study name : Construction of integrated clinical genome database re- -
Pt name  Undarsianding o HLA comersa susceptty oo OVVAS Daita View
HLAR V]
Showing 11022 022 enlries  Show | 25 v | enries
Select Study
Showing 1to 4 of 4 entries Show | 5 Vv |entries
Group A Sample Gruop B Sample 0
(] ‘ Study Name Project Name
o101 8(0.49%) 30(0.66%)
# Construction of integrated clinical genome database L of HL. ferred to
0201 174(10.67%) 465 (10.19%) regarding hepatitis B related diseases

Development of clinical genome database of dementia

Establishment of nation-wide diagnosis support
network of HTLV-1 associated diseases based on
integrated analysis of human and virus genomes, and
clinical parameters.

Construction of integrated clinical genome database
regarding hepatitis B related diseases

chronic hepatitis B infection requires HLA
genotyping-based association analysis

Genome wide association study and data storage
of dementia in a large Japanese population

HLA allele frequencies: ATL Kyushu Area, HAM
HTLV-1 carrier Goto cohort, HTLV-1 carrier Kyushu
Area, Uninfected Goto cohort, Uninfected Whole of
Japan

Key HLA-DRB1-DQB1 haplotypes and role of the
BTNL2 gene for response to a hepatitis B vaccine

Submitter
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Medicine
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TOP Loci Only variants with are greater than or equal to the threshold are displayed.
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3 4 5 6 1t 8 9 10 | 11| 12 |13 |14 | 15]16]17]18[19202122 X |Y|

Position: chr1:0 - chrY:57227415 | - | + | reset Threshold: | 8

Total Variants: 201

Gene name

PSORS1C1

rsid Chromosome position Ref Alt P-value

rs3131009 6 1092297156 G A 2.54e-9
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2. The data user must comply with the following rules. I8N T'LE\ 7 0N 7(8\ = j C MGS000001 Kenjiro Kosaki Keio University
Basic rules to be complied with in using data
5 S . s =
- Identification of individuals is prohibited MGS000002 Masashi Mizokami National Center for Global Health and Medicine
il e e MGS000003 Masashi Mizokami National Center for Global Health and Medicine
3. When the research results including the data which were downloaded fry ublished or presented somewhere, the data user must refer the papers which
are originally reported, or include in the acknowledgement as follows: T| uses in this research was available at the website of the Medical Genomics Japan Database MGS000004 Masashi Mizokami National Center for Global Health and Medicine
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MGS000005 Keizo Horibe National Hospital Organization Nagoya Medical Center
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Q Annotation@
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