201 3FE HTRREHREMHAEE -—-HATHREE-—

7T 8 B% B HLT 2013 4 Bh AicAA
e EE K4 HAa o el
2,700 (M)
NAME Y-h. Taguchi
o FAMS % Nz & 2 X 7 R RE TN L5 <
I DrugDiscovery BESE | 2013 4R
AL e Drug Discovery based upon protein function prediction using #Af ~2015 4EF
e
FAMS
1. BRZUHER
Wt RO S it ) B
- s Beslsyin fisi%
K4 PR Ea /50 )R / ik
1 | ma ik PR - H T - HdR WFTEREHE - AR - | WFRREE
FMAS % F U 7 A3 T
2 | M.Michael Gromiha | IIT Madras « =4 LR - HEZR B8y« DNA N AVES )T | BRgRTRAE
T
3 | B fhz PR - T - BhEC 2Ry BEARES T | M HEE
bl
4 | kR ik PR - BT - e FHFE DO NA 2NV —T | WISy HEE
PAES
5 | ML FH LB RS - A2, PRRFELFILENE | FAMS 38 X UMy )an)—=v)" | WF5esr s
1= el o B %
6
7
8
9
10
11
12
a5 4

Chuo University Joint Research Grant



2. BIROME (% - BY - IREE - ARELURE  FX 1000 F2E., HEX 100word F2E)

(Fn30)

AR, BIERRILT 7 AR L RE T OMER 22 T TH R 20 2 T\ 5, FRZ. MmN
RURRITH S TR ORIZEIZH L, B L RIBInTFEFFEL. OB FOFRIZIMIET
HIbEMEFFEEE R WTIRRT 24 v ) arx s ) —=2 7 (BEAIZEE FEEZND) 1TRE
RN WNDDDBD D, AWFET v =7 MIRF- DML TR 13X G782 THS
SNTWLT BT 7 A NR=ADE /3T EDOIFHEETHY 7 F D =7 FAMS KUY, D7
FITA Y7 27 TR v T 7 A V_R=2D{bEWE 7 fEETHY 7k
chooseLlD ZH\W\TC, A>TV 2 fFEEITH 2 &1ITH D,

AL 0 Y =7 b TIHERB AT OIS, IERIEIHEV VLN TI RN loo BV = X
T4y I REREANDLZEEZHEBEL THREZIT> TS, ZOHBDOEHIZ Gene
Expression Omnibus (GEO)IZEE SNIZERRBIE FHRIARLTE D = 1T 4 v 7 BB TG
HWIZT 7B AL, BRARERICK LT, BB T OWKR. KO, BinFz2iEr s 3 281kk
MDA ) ART ) == T EITo T,

T ORER, AT EE BRIV T SNP AFEAY 72 DNA A F b & 5 Bige & ik ficy)
THRHL, Z03EZ2 AW TEEBEFRRZITV., WO OBEFISx L THIMEa a1
VAR V== P TRET D LICEIAILTZ (20 1 BEEHARASNAAA T 4+~T 47
AL T Ly NRAZ—HZE (%))

Fo, TE EESZ AL TOWLHAEMEONREFE L L TORYYEDTERIEORTE 4
192 HHBEL ATV TO M BBWS AT AOTT 27 B—5 X7 kxR T 5k
WHOBRFEAZ B L7c, 2OHRMNDTD | AR LIRIEEO LMW AT LOTT =7 Z—
BN DFEWEBIREIC L, SRS Z TR DFE 21T o T,

VI EDORRICAEEITOEE L LT Haeldie BT 5 2 LN TE e, BUE, oOKBITH L
THAERBIR T OPRR L I LG OPRR 2 MR DR DEITAT > TR Y . IRFEEIT LY
% < OB L TRREGEMARE TE L RIARTH D,

(k) http://www.jsbi.org/announcement/topics/jsbi2013pa/

(FE30)
Recently, because of genomic era and progress of information science, revolutions take place
in drug discovery methodology. Especially, in contrast to the conventional drug discovery
based on comprehensive search, in silico drug discovery where inhibitors toward identified
genes are computationally sought is successful. The present research project aims in silico
drug discovery based on FAMS and chooseLD developed in biological molecular design lab
in Department of Biological Science, Chuo University. In this year, we found genotype
specific DNA methylation in Esophageal Squamous-cell carcinoma (ESCC) and identified
inhibitor toward genes selected by this information. Also, in order to find alternative
medicine for antibiotic where many resistant bacteria was identified, effector proteins in

bacterial type III secretion system are targeted and their tertiary structures are predicted.
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