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> The Omics Revolution and Beyond

o
20121 22 82~ 22102 @) 9T SWa|ZE J2ImjolEE
AHsE. ~20128 12 279@)  snsE. 20120 22 Bu ~ 2210wz
ﬁ: Main St Genomic Landscape of Cancer Chair: el (Hedstw)
14:00-14:25 Clinical Implication of Cancer Genome Study AES @t ash
14:25-14:50 Bioinformatics for Integrating Multi—Omic Data for Cancer Research A3 (e sta ) as
14:50-15:15 ANGS-based Multi-OMICS Study of Lung Adenocarcinoma oY @=AETHATY
= 15:15-15:40 Genome—-Wide Analysis of Microsatellite Instability Target Genes in Human Gastric Cancer A7 &ejateyst)
1 S 15:40-15:45 Coffee Break
m ,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,
- 15:45-15:50 Opening Ceremony
o R,
M MainS2 Current Trends in Omics Technology Chair: A8 (2Adstm)
= 15:50-16:15 Clinical Sequencing and Translational Genomics 74 (Macrogen)
é 16:15-16:40 Automated lllumina Library Prep & Sequence Capture Target Enrichment for Next Generation Sequencing
[5) %=+ (Caliper—a PerkinElmer Company/Bioneer)
16:40-17:05 PGP and Pan Asia Population Genomics Initiative HFE3] (Theragen)
17:05-17:30 Genomic Research Tools for Genetic Improvement of Euphorbiaceae Plants Tangphatsornruang, Sithichoke (Biotec/Roche-Diagnostics)
17:30-17:55 Synergies between NGS and Microarrays Damir Herman (Affymetrix Global Applications. Seoulin)
(] ies. g SR DI HUANL
o s Aholedmey
E Satellite St Exome Sequencing in Rare Disease Chair: o|¥43 (a4t 3t
o0 15:50-16:15 Whole Exome Sequencing of Four Members in a Family Segregating a High Frequency Hearing Loss in an Autosomal Dominant
= Manner Identifies a New Genotype—Phenotype Correlation in a Known Deafness Gene. A& EgALTEay )
o0 16:15-16:40 Mutation Analysis of ADPKD(Autosomal Dominant Polycystic Kidney Disease) Using Next Generation Sequencing
= AT
16:40-17:05 Exome Sequencing in KNIH AE% g9
17:05-17:30 Gene Discovery for Skeletal Dysplasia Using Genome—Wide Analysis J,EH—r (A&dist)
A 17:30-17:55 NGS to the Clinic 0|3+ @z zA)
O
S Satellite S2-A A3 Foresight Program: Cancer Epigenomics Chairs: Jindge Zhu(Shanghi Jiaotong Univ.), 7 F<(AA k)
19:30-19:40 Welcome address (Organizer/NRF)
19:40-20:00 Dynamic long—range Chromatin Interactions Control the Expression of Th17 cytokine IL—21 Hyoung—Pyo Kim
20:00-20:20 Upregulation of Non—Coding RNAs Encoded in the HOX Cluster is associated with the Malignancy of Gastrointestinal Stromal Tumors
Hiromu Suzuki
20:20-20:40 Dysregulation Mechanism and Function of MicroRNA in Breast Tumor—Initiating Cells Erwei Song
20:40-20:50 Role of MicroRNA34a in Drug Resistant Breast Cancer Cells Eunyoung Park
20:50-21:00 Association of Genomic Alterations with Metastatic Behavior of Colorectal Cancer Identified by Array—Based Comparative Genomic
Hybridization Takeshi Sawada
S = [MEXEEMTS Workshop]l  NGS dataS 0183t Xl HE £24((1)
28 16:00-17.00  NGS data 28 49| 2|2 % (4 &5+ NICEM)
=T 17:00-18:00 NGS 242 $—|°* TES Linux System Setting O] A<= (2 th3tiL NICEM)
Main S3 Bioinformatics & Systems Biology Chair: 24 (F3|thstw)
13:00-13:25 Integrative Analysis of Gene Expression Levels and Breadths gHe A (& ostm)
13:25-13:50 Comprehensive Bioinformatics Analysis of Mammalian Genomes and Expressions FAA credsta)
13:50-14:15 Genomic Enrichment Analysis with Distal Cis—Regulatory Elements for Vascular Dementia OIXH@‘ (sAdjsta)
14:15-14:40 ldentifying Druggable Partners of Synthetic Lethal Genes in Cancer Z)A) 8| (Univ. of Colorado Denver)
—. = [PlenaryLecture]
w o 14:40-15:20 Genome-Wide Map of Common and Rare Variants in Asian Population Using Massively Parallel DNA and RNA Sequencing
r 2 — Preliminary Results from 1000 Asian Genome Project AR (Mgt saA st aT )
= - 15:20-15:30 Genomics & Informatics eF=X| =& Talk A (AEkw)
O~ <
. oM 15:30-15:40 Coffee Break
o )
W £ Mains4 Recent Technologies in Translational Omics Chair: @-87]|@dRd37Y
LL % 15:40-16:05 The 3rd Generation DNA Sequencing Technology
—the PacBio RS and Single Molecule Real Time (SMRT) Technology Ram Laxman (MDXK/PACIFIC BIOSCIENCES)
16:05-16:30 New Era of Individual Genome Sequencing A7 OF (Bio—Medical Science)
16:30-16:55 Semiconductor Sequencing for Life: lon Torrent 7323 (Applied Biosystems/Life Technologies)
16:55-17:20 Transparent and Cooperative High—Performance Bioinformatics Environment for NGS Analysis 73 A (nsilicogen)
17:20-17:45 Application of Single Molecule Real Time (SMRT) technology A2 ONA Link)
17:45~ FAFHILOMIE FH
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> The Omics Revolution and Beyond

5
20121 22 B ~ 22102 @) 2els gEa :alu|or+5
AMEsE. ~20128 122723 ansE. 20124 2% °E'(¢) ~ 294 102z
- Satellite S2-B A3 Foresight Program: Cancer Epigenomics Chairs: Hiromu Suzuki (Sapporo Medical Univ.), BF5-Z& (&9 ojzi)stw)
09:30-09:50 DNA Methylation based Cancer Diagnostics: the Current Status of Our Efforts Jindge Zhu (Shanghai Jiaotong Univ.)
09:50-10:10 Altered Antisense—to—sense Transcript Ratios in Breast Cancer Reo Maruyama (Sapporo Medical Univ.)
10:10-10:30 Structural basis of HCF—1 Self-Association and its Role in a Transcription Regulatory Complex Formation FA|E Flo|AE)
10:30-10:40 ldentification of Novel Gastric Cancer Associated Gene and Analysis of its Epigenetic Regulatory Mechanism O] A (FHYAIE)
1 10:40-11:10 Coffee Break & Group Photo
Satellite S2-C A3 Foresight Program: Cancer Epigenomics Chairs: Erwei Song(Sun Yat—sen Univ.), ©| @ tAlE)
11:10-11:30 Genomic Heterogeneity of Liver Cancers —rd:rl (oFFdgt ojatdsh
11:30-11:50 Spontaneous DNA Double Strand Break Hotspots in Gastric Cancer Cells e @ g istm)
11:50-12:00 A Novel Concept for the Genomic Sensitivity to Global LINE-1 Hypomethylation as a Potential Determinant of Genomic Deletions and
Poor Prognosis in Multiple Myeloma YuKa Aoki (Sapporo Medical Univ.)
12:00-12:10 DNA Methylation Pattern of the Human LY6K Gene Promoter Region in Breast Cancer Cells 587 &R stm)
A 12:10-12:20 Closing Remark 453 &gzt sta)
6I ,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,
7T ©  12:20-13.00 Lunch
-~ -
= Satellite S3 Plant de novo Sequencing Chair: ‘&3] (g djetin)
O~ 13:00-13:25 De novo Sequencing of the Radish (Raphanus sativus L.) Genome 20 A (21TH)
d 13:25-13:50 A Multithreaded Assembler to Parallelize De Novo DNA Sequencing A (e sErIatEe)
T 13:50-14:15 Whole Genome Sequences of the Mysterious Plant, Korean Ginseng (Panax Ginseng C. A, Meyer) FEIRI (Hethstam)
LL 14:15-14:40 The Genome Sequence of Mungbean (Vigna Radiata) 0] A3} (A gthstam)
Satellite S4 Animal Genomics Chair: |3 Gddsta)
15:40-16:05 Genetic Diversity and Relationships of Hanwoo Cattle with Other Bovine Breeds Cedric Gondro (UNE, Austrlia)
16:05-16:30 Beyond Genome Wide Association Test in Livestock Industry: Accuracy of Genomic Prediction based on Genetic Architecture for
Carcass Traits in Hanwoo o] (&)
16:30-16:55 Uses of Genomics in Livestock Breeding A4 (z2geta)
16:55-17:20 Genome, Transcritome and Proteome Research in Anaerobic Rumen Fungus, Neocallimastix Frontalis ZET (@2 #%*Jtﬂﬂﬂ)
17:20-17:45 Cattle Genomics and Its Implication for Future Nutritional Strategies for Cattle MY Gedsta)
= [MEYHEMWE Workshop] NGS dataE 0|25t Xls HE 24(2)
= 09:00-12:00 NGS resequenc dataZ 0[&8t DNA 0| (SNP) 24 2 < (HLsta NICEM)
o 12:00~13:00 Lunch
% 13:00-14:40 NGS RNAseq DataZ 0|23t Transcriptome (Expression Profiling and Quantification) £49 (1) 0] 4= (A& 3L NICEM)
% 14:40-15:20 [Plenary Lecture: Grand Ballroom]
= 15:20-16:40 NGS RNAseq DataZ 0[&3t Transcriptome (Expression Profiling and Quantification) £4 (2) O] A<= (H-LT 3t NICEM)
o 16:40-17:45 NGS Data £ 029t Metagenome 24 1st step A5/ YEA (Mehsta NICEM)
=1 MainS5 Uprising Fields in Genomic Research Chair: O] 17 (A thH)
L= 10:00-10:25 Genome Engineering and Genome Analysis by Capture 3] (AA et
% S 10:25-10:50 Rare Allelic Variations in Cytochrome P450 Pharmacogenetics o)A (ANt
—_ Z o 10:50-11:15 Targeted NGS approaches for Biomarker Discovery in Azathioprine Induced Adverse Drug Reactions O| A& (AA k)
o © 11:15-11:40 Nutrigenomics: The Changing Science AH- lroixitstan)
Ll
S Satellite S5 Microbial Genomics and Interkingdom Interactomics Chair: A d®@2A)
- a 10:00-10:25 A Predictive Systems Model for Global Gene Regulation of Methanogenesis in a Hydrogenotrophic Methanogen S =AY ETATY)
d § 10:25-10:50 Next Generation Sequencing (NGS) and Molecular Epidemiology: An example of Vibrio Cholerae A5 @gstam)
T 10:50-11:15 Soil and Plant Rhizosphere Metagenomics for Bioresources and Plant Function O 4 (FolrhatiL)
L 11:15-11:40 A heuristic Approach to Identify Clusters of Metagenomic Sequences AR R @F=EAEETATY)

S < [MEHE2MTS Workshop] NGS dataS 0183t Xks K 24((3)
2 § 09:00-11:00 NGS dataZ 0|88t X|= HE 24(3) A&/ AFA (Mg ieta NICEM)
= NGS Data £ 0[E8I Metagenome 241 2nd Step
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MainSession1:
Genomic Landscape of Cancer

AEF wedetm)
Coffee Break
MainSession2:
Current Trendsin Omics
Technology

o] A @A) / F ] @atdstm)

Gold Room

Opening Ceremony

15:50~17:30 Satellite Session1:
ExomeSequencinginRare
Disease
o1 @aza) / 01X @Adetw)

748 # G

19:30-21:00 Satellite Session2-A: A3 Foresight

Program: Cancer Epigenomics
HEE &goirdstn)

Jindge Zhu/ A 4%
9:30~10:40  Satellite Session2-B :
A3 Foresight Program: Cancer
Epigenomics
Hiromu Suzuki / 5%
10:40-11:10  Coffee Break & Group Photo
11:10~12:20  Satellite Session2-C: A3 Foresight
Program: Cancer Epigenomics
Erwei Song / o]d<
Main Session 3 : 1220~ Lunh
Bioinformatics & Systems Biology =~ 13:00~14:40 Satellite Session 3 :
A eAagetw) / LA Gegetm) Plant de novo Sequencing
29 (guetm) / FH 3] @AYt
[PlenaryLecture]
Genomics & Informatics St&X| 82 Tak HY{LE A4S cadsn)
Coffee Break
Main Session 4 : 15:40~17:45 Satellite Session 4 :
Recent Technologies in Animal Genomics
Translational Omics o|F i)

AFE (et / FHET] @uRAdTY)

Main Session 5 :
Uprising Fields in Genomic Research
ORI (@Axthatm)

AR OIME 5 3

o2t

10:00~11:40 Satellite Session 5 :
Microbial Genomics and
Interkingdom Interactomics
AAE @=49zaa7)

Closing Ceremony

Rainbow Room

16:00~18:00

09:00~12:00

12:00~13:00
13:00~14:40

15:20~16:40

16:40~17:45

9:00~11:00
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[MEXHEEMWE Workshop]

NGSdataZ 0|80t K|z Y& 24
2]9] % (4eYINICEM)

(== E M= Workshop-1]

@NGSdata 28 49 2%
@NGS 242 #let =E= Linux
systemsetting o]

[MEFEEM WS Workshop-2]
@NGS resequence dataS 0[&5t
DNA 0] (SNP) &M

Lunch

[MEXEEM TS Workshop-2]
@NGS RNAseq dataS 01E¢t
transcriptome
(expression profiling and
quantification) 241 (1) o]
AR (ded saRgstdT L)
U-EE 3] @)

@®NGS RNAseq dataZ 0875t
transcriptome
(expression profiling and
quantification) £47 (2)

o
®NGS dataZ 0|

&5 metagenome
24 st step

A&/ A4

@NGS dataZS 0128 metagenome
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