Revised

ER28EEEHMHSHT05 5L HFER Distinctive Educational Program 2016

10ASHRBINETSOSSL Omics Analysis Program

#EA B B EREE BRIELNERR BRiENE BER(T—V-EES)
No.
Date Time Place Language Department Lecturer Title
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1 2016/5/25 17:00-18:30
Lecture room No.3 Japanese Division of Health Medical Computational Science, Health Intelligence Genter, Atsushi NIIDA Understanding cancer on system-level using expression module analysis
) Institute of Medical Science, University of Tokyo
EIHHE BAGE KMKZE ERBEEFHER \iFE Hi B EERRICB DT EAVTAITAIR
2 2016/6/9 17:00-18:30
Lecture room No.3 Japanese Medical Institute of Bioregulation, Kyushu University YoshihiroYAMANISHI Chemoinformatics for medical and pharmaceutical research
REE2 BAE REKZE ERBEREHAR L S— SRTLENES XE B AIROIY R B EDNARBIL ZT L
3 2016/6/15 17:00-18:30
Meeting Room 2 Japanese Systems Biology and Medicine, RCAST, The University of Tokyo Tsuyoshi OSAWA Metabolome analysis and systems cancer metabolism
EIHEE BAGE EEBRWHREHRNT ATHMERR 52— #wa H RIEBAIVIRT BB~ OHWPE LS EREAM
4 2016/6/23 17:00-18:30 " ‘ , ) )
Lecture room No.3 Japanese Art.'ﬁc'al Intelligence Research Center, National Institute of Advanced Industrial Jun SESE Multiomics data analysis: Introduction of Machine Learning and Multiple Testing
Science and Technology
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Lecture room No.3 Japanese The Institute of Medical Science, The University of Tokyo Satoru MIYANO Clinical sequencing and personalized medicine with cognitive computing
REE2 BAGE AMKFRERE EFHER BREFNNEEE HRARRHENH M EERER MNADEHRATE— - EIL DA )R EH
6 2016/7/20 17:00-18:30 ) ' _
Meeting Room 2 Japanese 3:?::;?;“ of Otorhinolaryngology, Graduate school of Medical Sciences, Kyushu Ryutaro UCHI Omics analysis for intratumor heterogeneity and cancer evolution
EIERZE BAGE KNKZE ERBEEFHER WA HE ERTOFAIVRATRBEBRVRAT L
7 2016/10/5 17:00-18:30
Lecture room No.3 Japanese Medical Institute of Bioregulation, Kyushu University Masaki MATSUMOTO Quantitative proteomics for systems biology
EIERZE BAGE BLEHRAT FREBtI— NAAAUTHITAORARRFAFEL= —hEE 2 1R LR EBEER
8 2016/10/19 17:00-18:30 » ) )
Lecture room No.3 Japanese 2|0|nforrr)at|§s Research Unit, RIKEN Advanced Genter for Computer and Itoshi NIKAIDO Single—cell genomics for regenerative medicine
ommunication
EIERE BAGE HRRERZR BAREHARRH PR &E A5 ) LT AP
9 2016/11/1 17:00-18:30
Lecture room No.3 Japanese Graduate School of Science and Technology,Niigata University Takashi ABE An introduction to the analysis of metagenomic data
REE2 BAE REXF B EREFRS FEGHE FREFEMFARE flll B KIRRIEREIIBITICLOBRRERR
10 2016/11/16 17:00-18:30
Meeting Room 2 Japanese Department of Molecular Life Science So NAKAGAWA Massive DNA sequence analysis for infectious disease studies
né P Tokai University School of Medicine W quence analysis for infectious di o
KREE2 BAE BEERFAER EXRHARH WEHRES ESSFEFHARL S— (I WA INRIRES— Y —MiSeaDFIRE: 7o T VAV o—ro o TERRIS
1 2016/11/30 17:00-18:30
Meeting Room 2 Japanese Graduate School of Medicine Center for Neural Disease and Cancer ‘Tomohiro AKASHI NGS analysis with Illumina MiSeq sequencer: S of various i
REE2 BAXE IR R AIE LEMRI)—=0T oA
12 2016/12/14 17:00-18:30
Meeting Room 2 Japanese Eisai, Creative Commons Japan, Open Bioinformatics Foundation Mitsuteru NAKAO Compound screening assays




