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"Bioinformatics technology development for genome medicine"
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Paul HORTON, Director, Computational Biology Research Center, AIST
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| will describe technology development at the AIST Computational Biology Research Center. DNA sequencing technology has
made it possible to determine not only personal genomes, but also gene expression, epigenetic state and other omics data on a
large scale. In drug development, effective use of genomic data is essential for elucidating the mechanisms of candidate drugs
and the development of companion diagnostics — but computational methods lag behind. To address this problem, our center
has extended its sequence search technology to highly sensitive methods for detecting changes in genomic data, is attempting
to adapt our sequence analysis technology to predict the impact of mutations on molecular function and to create methods for

inferring disease related factors based on a novel multiple hypothesis-testing method.
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"Drug discovery for the treatment of neglected tropical diseases"

INAARAT 1 DIVIRREIP DFESERMRRIIN-—T EMRRE &)1l Ihia

Koji FURUKAWA, Senior Researcher, Biomedical Research Institute, AIST
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"A primate model of central post stroke pain"
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Noriyuki HIGO , Senior Researcher, Human Technology Research Institute , AIST
PUZER (CBENRL D o WRSRRBEICRD TVEYT . BRADIMERE (L TELU D —MEINEH 3fE
FREFRTHDEBNICHETIN. WMEPBDREHE. [TBHTDEDONRST] THIRATHEENARESLERDET,
CDRHDFEIEAN X E U THREIEOZEALR EDRGEMMRIBEN TNDIEDD, BDCIBBINTNDEIFE
ZFECBA. FERRTIFBRANZEEL NS KD EHWEENREDORNFEALETY, MEPREBOFEADZX
LB REEN (TS, KDRRNDEERMZRAR T DTHICE. EETETILERVZEHEIROMIL & SElR A%
MM BARRRTY, A6, EEEZAVCHZEPREBET LSRR SNERZEITTLDIN, BREICITRERS
IR ERHAENBEMRL TRz, BRERADIEE LDz (CERIEZE AV MR REEET ILOWINEE T,
REECF. EREZAVCES LAKROTEERMERZRT TS/ LEWEIE U RADRRZRELET .



