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Transcriptome IHEC, Roadmap

Drug perturbation

5 cancer cell lines
23 compounds
4 cenc. x 3 time series

Genome

Japanese SNPs (bio-bank cohorts),
HGVDB (Japanese GIWAS),
GbSNP, NHLBI GO-ESF.

1000 Genomes Project,

ClinVar, Exte
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Featured Dataset Download
Single cell dataset [Download processad dats]: ® Data Portal [Helg video {Japane=si]

ZIngla call datasst

\ Tools
Cancer 5V dataset "&*

Japansss lung adenocarcingms saquanced by PromethON{Oxfard
Nanopare Technologles). T55-Viewer [Help video [Japansze]]:
Find out franscripfional start eites and compars promoter usags.

Visium dataset "%
Multi-Omics-Viewer [Help vidsol,2,3 (Japaness], [GiiHub]:
Browse mutations, transcripts and spigenstic modifications along the

genoma coordinates.

4patial Gene Expression dataset (10x Genomice Wislum systam).
spaceranger output Nias for loups browssr and Seurat analyals.

Mutation Enriched Genes [Help vidso {Japanaaa)]:
Find out which gene e mutated maost In our data.

Documents

® Experimental Procedures

TF Binding_Site Search [Help vidso |Japaness]]:
Find out TF binding sits In a reglon of ganame of various organism.
Powared by Chip-Atlas* and GGGanome-

Pathway Map [Hedp video {Japaness)]:
Find out the level of expresslon of modification of genes within 8 Pathway

Chromatin-status Data Summary [Help vidso {Japansss]]:

Tu to r i a I 0) % E Movie {For Japanese} Getan overall view of expresslon and medification of 3 gename reglon

among our antire data seta.

> Owverview mo'.rig 1in O'.neru_iew miovie 2 in Japanese
( % *L % *L 0) Japanese (3 min.} (53 min.) ® Search from Genomic Position
g Sy - [
J59H(ZD0LV0)

SNV Summary in Cancers [Help vidag (Jspanaze)]:

Find out mutation frequency of 8 gane among our cancer data sefa.

How to use genomes browser  How to use genome browser
(Basic) (Track selection) | [ G777 - 0TI

RDF gate (Trial)
Lung adenocarcinoma 2¢ call Hnge: RNA-264. ChiP-geq, SHY, BS-28q,
T35-8aq

How fo use genome browser
(Comparafive viewer)

How to use data portal

I Other tools

@ Single cell viewer [Hslp video {Japanses|]
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Expression DNA methylation Histone modifications
Sample individuals RNA-seq
BS-seq H3K4mel | H3K4me3 | H3K27ac | H3K27me3 | H3K36me3 | H3K9me3
Read depth | Exon/intron junction

Liver 8 8 8 8 13 13 13 13 13 13
Colon 11 11 11 11 11 11 11 11 11 11
Endometrial 15 30 0 13 14 15 15 15 15 15
Vascular endothelial 33 26 0 0 19 27 27 19 27 26
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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 BARABE
RERF-LC-MS
RERF-LC-OK
VMRC-LCD
ABC-1
LC2/ad
11-18
A427
A549
H322
H2228
H1299
H1437
H1648 Non-Japanese
H1650
H1703
H1819
H1975
H2126
H2347

RERF-LC-MS RERF-LC-OK VMRC-CD

SAEC*

H1975

:E)-t._DZ.DAJs ENCODE/CCLE'::E)%U?:-?_#{' " *Normal small airway epithelial cells



Multi-omics sequencing data of lung cancer cell lines

26 NSCLC cell lines

13 Japanese
13 non—Asian
+ normal (SAEC)

Genome
*  Whole—genome sequencing

* Long-read sequencing
(MinION/PromethION)

Epigenome
« Bisulfite seq/EM seq (not yet)
e ChIP-Seq
« ATAC-Seq

Transcriptome
e TSS-Seq
* RNA-Seq
* miRNA-seq

Genome viewer (Multi-omics Data)
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T —— On-going contributions as a sequence center

g il S LC-SCRUM-Japan " m
3 el ? = ’ {151 institutes in 46 prefectures participating J SP S SoY ) LRI T S 22—

as of Dec. 18" 2013 } f SES ) N R
. f NI T IhFERE G 1) . B3 3FAQ BELEDE
) v Genome-Aids

Clinical sequencing
also started in Japa by

: % /s . @ AMED
Hiseq2500 x 6+ Hiseq3000 x 1
NovaSeq x 2

And serving as an
Incubation center for new genome technoloqgies)

Single cell analyzer;
C1 (Fluidigm)

{ YNANOPORE ..

PI: Yutaka Suzuki. Operators:
Univ. Tokyo Technicians 5

Programmers 4
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Advances in Experimental Medicine and Biology 1129

Journal of

Human Genetics

Voluma b4 Nomber 12 Dscamber 2019

Yutaka Suzuki Editor

Sinc[JIe

I

Molecule and
Single Cell
Sequencing

bupuanbag

119) 3jbuis pue 3jnajoy 3jbuis

HRIE O, WEHS 1MLV TRZITEK!
g RE=D R BA R

@ Springer

SPRINGER NATURE

Nature Springer Book B AER (2019)

Single Molecule and Single Cell Sequencing. Journal of Human Genetics
(Yutaka Suzuki ed.) Special issue for “New type Sequencer”
Jan (2020)

(Yutaka Suzuki ed.)
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[ Quick-start: For the beginners ]

mmend te use Edge (ver. 40 or above), Google Chrome {ver. 81 or above) or Firefox {ver. 58 or above) for the DBKERD browsing. We de not support Intemet Explorer any
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nger oufput flles for loups browser and Saurat analyels.

genoma coordinates.
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Mutation Enriched Genes [Help vidso {Japanaaa)]:
Find out which gene e mutated maost In our data.

Documents

TF Binding_Site Search [Help vidso |Japaness]]:
Find out TF binding sits In a reglon of ganame of various organism.
Powared by Chip-Atlas* and GGGanome-

@ Tutorial

® Download bulk data

Pathway Map [Hedp video {Japaness)]:
Find out the level of expresslon of modification of genes within 8 Pathway

@ References

Chromatin-status Data Summary [Help vidso {Japansss]]:

Getan overall view of expresslon and medification of 3 gename reglon

] amaeng our antire data sete.

Crverview movie 1in
Japanese (8 min.)

EhFIL

Overview maovie 2 in Japanese
(53 min_)

® Search from Genomic Posmun

@ Ssarch from ENP(dhsNP r5ID1

@ Search from SHV (GO SMIC somatic mutation]

SNV Summary in Cancers [Help vidas {Japansze]]:
Find out mutation frequancy of & gans among our cancer data sata.

How to use genome browser
(Basic)

How to use genoms browser
(Track selection)

RDF gate (Trial)
Lung adenocarcinoma 2¢ call Hnge: RNA-264. ChiP-geq, SHY, BS-28q,
T35-8aq

How fo use genome browser

(Comparative viswer) @ SPARGL Endpoint

How to use data portal

I Other tools

gle cell viewer [_p videa |,

@ Sin

Sakamoto et al
Genome Res 2029
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Quick-start: For the beginners

recommend to use Edge (ver. 40 or above), Google Chroma (ver. £1 or abova) or Firafox (var. 5& or abovs) for the DEKERO browsing. 'We do not support Internst Expla

Mouse Visium Dataset
\We prepared mouse kidney spatial gene expression dataset (10x Genomics visium system).

Sequenced by Novaseq 6000.

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

Dt o et e, RAEFIIATIA EFBHELEY

+ Dataset for Seurat analysis

*loupe is visualization software released by 10x genomics. ( 1@ }E :FJ % 6 0) -C: ) CO U nt m atrIX

please download from 10x genomics web site (Regisiration required).
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[ Quick-start: For the beginners ]
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mmend te use Edge (ver. 40 or sbove), Google Chrome (ver. §1 ar abowe] or Firefox {ver. 58 or above) for the DBKERD brows 2 ot Suppart Intemmet Expiorer any

Featured Dataset Download

Single cell dataset [Downicad processad dats]: ® Data Portal [Helg video {Japane=si]
singe cell datssst | Trmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmen

—
T 9 t “J |\1§IJ Cancer SV dataset "&% Tools ( (i (i) é ﬁl; w — 9 h‘\
Japaness lung adenocarcinema eaquenced by PromethiONjOxford A T
( =] %ﬁ ' ) Nanopora Technologles). T55-Viewer [Help vidao [Japansze]]: .
x LI Find out transcriptional start sitss and compars promatsr usage. F’F E ' —_— Hy *.L E .a._
SRR el e = - o

Visium dataset "%
4patial Gene Expression dataset (10x Genomice Wislum systam).
spaceranger output Nias for loups browssr and Seurat analyals.

Multi-Omics-Viewer [Help vidsol,2,3 (Japaness], [GiiHub]:
Browse mutations, transcripts and spigenstic modifications along the
genoma coordinates.

Mutation Enriched Genes [Help vidso {Japanaaa)]:
nd out which gene | mutated maost In our data.

S — >
TF Binding_Site Search [Help vidso |Japaness]]: — 9 b\
Find out TF binding sits In a reglon of ganame of various organism. ]

Powared by Chip-Atlas* and GGGanome- A N\Y
o)X TEETY
o

Pathway Map [Hedp video {Japaness)]:
Find out the level of expresslon of modification of genes within 8 Pathway

Chromatin-status Data Summary [Help vidso |{Japana N
- Getan overall view of expresslon and medification of 3 geng N ) i

Movie (For Japanese) among our anirs data seta. n -

Owverview mavie 1in Overview movie 2 in Japanese = ; [ ]

Japanese (8 min. | (53 min.) ® Search from Genomic Position

k [ [
ysuzuki@hgc.jp

SNV Summary in Cancers [Help vidag (Jspanaze)]:

Find out mutation frequency of 8 gane among our cancer data sefa.

How to use genomes browser  How to use genome browser
(Basic) (Track selection) | [ G777 - 0TI
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® Single cell viewer [Halp vides (Jspansss)]
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Tutorial ™~

How fo use genome browser
(Comparafive viewer)

How to use data portal




