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Viewer [ How to use ]

Multi-Omics-Viewer [Help videod,2.2 [Japanese]], [GitHub]:
Browse mutatiens, franscripts and epigenetic modifications along the
penome coordinates.

TS5S5-Viewer [Help video [Japansse)]:
Find gut transcriptional start sites and compare promoter usage.

Mutation Enriched Genes [Help video (Japanese]]:

Find out which gene is mutated most in our data.

TF Binding_Site Search [Helg video [Japanese]]:
Find out TF binding sits in a region of genome of various organism.
Fowered by ChiP-Atlas* 3nd GGGenome*-

Pathway Map [Hzlp video (Japanese]]:

Find gut the level of expression or modification of genes within a Pathway

Chromatin-status Data Summary [Help video {Japanese]]:
Get an overall view of expression and modification of a genome regien
among our entire data sets.

Bl

FTCo

Featured Dataset

Single cell dataset [Download processed data]:
Single cell dataset

Cancer 5V dataset ="
Japanese lung adenocarcinoma sequenced by PromethlON[Oxford
Manopore Technologies).

Visium dataset ¥**
Spatial Gene Expression dataset (10x Genomics Visium system).
Spaceramger output files for loupe browser and Seurat analysis.

Cancer LongRNA Dataset "=

Aberrant splicing isoforms in non-small cell lung cancer sequenced by
MinlOM (Oxford Nanopore Technologies )
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Genome viewer (Multi-omics Data)
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26 lung adenocarcinoma cell lines

Cell line Origin

PC-3
PC-7
PC-9
PC-14
RERF-LC-Ad1
RERF-LC-Ad2
RERF-LC-KJ =FIN::E
RERF-LC-MS
RERF-LC-OK
VMRC-LCD
ABC-1
LC2/ad
1I-18
A427
A549

£55A . ENCOPE/CCLEIZH B YET A

H1299
H1437
H1648 Non-Japanese
H1650
H1703
H1819
H1975
H2126

RERF-ALCKJ RERF-LC-MS RERF-LC-OK VMRC-LCD
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Multi-omics sequencing data of lung cancer cell lines

Suzuki et al. 2014 Nucleic Acids Research - - - DBKERO
Suzuki et al. 2015 Nucleic Acids Research DB issue S TS | TR e D
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プレゼンター
プレゼンテーションのノート
収集されたデータにつきましては、
医科研ゲノムセンター中井先生との共同研究により、
DBTSSとして、ゲノムセンターより公開しております。

現在、京大で収集されました日本人標準ゲノム多型1000人分、
各種のがんゲノムプロジェクトで公開されております1万人分のがんゲノム変異データにつきまして、
その周辺領域での多くの細胞でのマルチオミクスデータが検索、
閲覧可能になっております。
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[ Quick-start: For the beginners ]

immend te use Edge (ver. 40 or above), Goegle Chrome {ver. 81 or above) ar Firsfox {ver. 58 or abowve) for the DBKERD browsing. We do not support Internet Explorer any

UG ILEILT—4
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Tutorial EiE]

SMID

Dataset

Il dataset [Download processad data]:

Il datasst

a saquenced by PromethiON|Oxford

&ne Expraseion dataset (10X Genomics Wislum eystam).
nger output fias for loupe browser and Saurat anstyels.

VISIUM®D T —4% ¥

(R R
91) T h— L2 AT

Documents

® Experimental Procedurss

Cwerview movie 1in
Japanese (9 min.)

Movie (For Japanese)

(53 min.)

How fo use genome browser
(Basic)

How o use genome browser
(Track selection)

- ———
LR —

Overview movie 2 in Japanese =

Download

@ Data Portal [Halp video |Japaneesi]

T—RHR—32)L

(2500 2EN Z B

A —IHORXT—3tYhk;
HREENZINTT)

Long!) —FT—4
(BRAFRRRDADSV)

Browsa mutations, transcripts and spigenstic modifications aleng the
genoma coordinates.

Mutation Enriched Genes [Halp vidsao (Japansas)]:
Find out which gane ls mutated maoet In our data.

TF Binding_Site Search [Help vidso {Japanssa]]:
Find out TF binding sts In a region of ganome of variows organism.
Powsrsd DY ChIP-Atlse* 300 GGGanome.

Pathway Map [Help video (Japaness|]:
Find out tha lavel of axpression or modification of ganes within a Pathway

Chromatin-status Data Summary [Help vidso (Jepanses)]:
et an overall view of expression and modification of a ganome reglon
among our antira dats sats.

® Search from Genomic Position

@ Search from SMP {dbSHP rsiDj

SNV Summary in Cancers [Help vidaa (Japanaza]]:
Find out mutation frequency of a gene among cur cancer data sete.

ROF gate (Trial)
Lung adendcarcinoma 26 call Nnes: RNA-88q. ChIP-seq, SNV, B5-284.
TS 5-88q

® RDF Schema

® RDF Browser
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Nagasawa et al Com Biol 2021

Dt of sl Enapolapuli fon Ristancilin of smolticDimicn st

[ Quick-start: For the beginners ]

recommend to ues Edga (ver. 40 or above), Gaogle Chroms {ver. €1 or abova) or Flrafox (ver. 5& or abovs) for the DEKERQ browslng. We do not support Internet Exple

Mouse Visium Dataset

Ye prepared mouse kidney spatial gene expression dataset (10x Genomics visium system).
Sequenced by Movaseq G000,

YYou can download the dataset from the link below.
These datasets are processed by spaceranger v1.0.0 (refdata-cellranger-mm10-3.0.0).

+ Summary html {by spaceranger )
+ Dataset for loupe® visualization

+ Dataset for Seurat analysis

“loupe is visualization software released by 10x genomics.
please download from 10x genomics web site (Registration required).
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Researc h Oka et al. Genome Biology (2021) 22:9

https//doi.org/10.1186/513059-020-02240-8 Genome B|0logy

Long-read sequencing for non-small-cell lung
cancer genomes

Yoshitaka Sakamoto,' Liu Xu,! Masahide Seki," Toshiyuki T. Yokoyama,1 Aberrant Sp|IC|ng ISOfOI’mS detected by fu”- c@
leck for

Masahiro Kasahara,' Yukie Kashima,?? Akihiro Ohashi,* Yoko Shimada,* i i \m/

_ anara, nima, ,;~ ToK ca, length transcriptome sequencing as

Noriko Motoi,” Katsuya Tsuchihara,” Susumu S. Kobayashi,” Takashi Kohno, . f . | . .

Yuichi Shiraishi,® Ayako Suzuki,'-? and Yutaka Suzuki' transcrlpts 0 pOtentIa neod ntlgens In non-

" Department of Computational Biology and Medical Sciences, Graduate School of Frontier Sciences, The University of Tokyo, Chiba SMma I | CE| | | u ng cancer

277-8562, Japan; Division of Translational Informatics, Exploratory Oncology Research and Clinical Trial Center, National Cancer ) )

Center, Chiba 277-8577, Japan; > Division of Translational Genomics, Exploratory Oncology Research and Clinical Trial Center, Miho Oka™*, Liu Xu™, Toshihiro Suzuki**, Toshiaki Yoshikawa®, Hiromi Sakamoto®, Hayato Uemura®,

National Cancer Center, Chiba 277-8577, Japan; *Division of Genome Biology, National Cancer Center Research Institute, Tokyo Akiyasu C. Yoshizawa®, Yutaka Suzuki'”, Tetsuya Nakatsura®, Yasushi Ishihama®, Ayako Suzuki' and Masahide Seki™

104-0045, Japan; *Department of Pathology, National Cancer Center Hospital, Tokyo 104-0045, Japan; ®Division of Cellular
Signaling, National Cancer Center Research Institute, Tokyo 104-0045, Japan

N s -4 ?
Genome Res. published online September 4, 2020 N M DO) 3:3 — bt*l' \jj /—C =4 ll V4
Access the most recent version at doi:10.1101/gr.261941.120

D G KRT7 in RERF-LC-Ad1
Barrett's esophagus progressor Peptide: DRLEEGCLK

T

Germline alleles [
e

- B —-——t e — —— 31cm
P 4
Gain I H 3 21 — = b

e ERENNNNNEEN
ATEEAE AR
Swmmmn s
A S —
CETET T P

i Deletion

" AINARIAN
0 1

Deletions ]

Lt sesmsssssmensmn
R S —

e —————

i ]

73
JAI1

L &
wow

] g

L1 —

||

‘I
1
|
CN

'}

|f

l‘&

i

||

| |
1

)]

P
a
3
i
-
[}
e
1)<}
.

fAEfE DSTEPHE TR 4E
(/NEPEE R T E/CBMS, B XEfEE)

SR TSR —
(CBMS, R X #r{Eis)

- [ |
Delation 60,2 607 Mnp

Licensed under a Creative Commons & R4.0EERSM X @

©202185 AR H (R K FHEEE MBI ER)




TEs5 /L (DNAXFIE) DOREREN
Long read Methylation Analysis using nanoEM-seq

I Unmethylaled CpG
Ave.= 5kg long/read
Chr17:39,684,824-39,732,764 Bl Mehylated CpG

S E9EDSTEPHL SIS

_ |
_Methylation frequency 0.0 04 06 19 (CBMS, BAZ4E)
nanoEM HH
1 » P ° \ °
rcocten 0 g ama ot U U- o0 ng | Sakamoto et al. NAR 2021
it || | Long-read whole-genome methylation patterning
EMseq using enzymatic base conversion and nhanopore
ommd  m . sequencing
< Yoshitaka Sakamoto':t, Suzuko Zaha', Satoi Nagasawa', Shuhei Miyake’,
47 kb Yasuyuki Kojima?, Ayako Suzuki', Yutaka Suzuki'" and Masahide Seki“'"’

| 1 1 1 = I HI ” H-H-l—l— "Department of Computational Biology and Medical Sciences, Graduate School of Frontier Sciences, The University
of Tokyo, Kashiwa, Chiba, Japan and ®Division of Breast and Endocrine Surgery, Department of Surgery,

‘ I I I I" | | I" II I St. Marianna University School of Medicine, Kawasaki, Kanagawa, Japan

Received January 05, 2021; Revised April 09, 2021; Editorial Decision April 23, 2021; Accepted April 30, 2021
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Mutation Enriched Genes [Help vidzo (Japanese]]:
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