)

RSortDH R (ER)

‘RSort (X REFELZHSLDUVEMEFTDIMHREHIC
FEHLL TLVAST=8. Tt/ . false positive BN F LY,

*PercellomeExplorerDIEEEILIE GEX B ER=4FEMN
EXROENHER) (CFELT. RSort® BB M EEZE
[ Ext5,

TR NEREZTIE N il 2«::?12 feFhRe
BRI, |

— RSort@roughness filter
EDHFAZERTRICEHFE,

RSort : false positive Xt 5

Materials:

TTGO016-L(C) Surface DataSet

Matrix: 4x5

270—J% 45101
RSort(Expand_G2_AP) : 4420
BRIZ&SHEA: 1255

TTGO020-L Surface DataSet

Matrix: 9x5

270—-7% 45101
RSort(Expand_G2_AP) : 2713

BEIZkDER: 302
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*Graph Density(GD)

Surface”7 S 7R E % A S 8. FrREAINSEREL-BFD

HEREESER
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RSort : false positive Xt 5
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AIFP3
WIFP2
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X IFP5
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IFP7
¥ IFP8(bug)
* IFP8
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RSort : false positive Xt &

35 %
* . *
34 * -
33 o
@
32
% R @ IFP4
31 epcC
ﬁ * s-filter
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8 mGeD1L
g 29 | AGD13
= @cp14
28 0GD17
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Ocp18
27 Tr. e °
]
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25 4 ; .
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i RSort : false positive ¥} 2R

RSort ver.0.19.0 with Graph Density (GD) filter

Wy RSort ver. 0.17.6

r“ RSort ver. 0.19.0 S

Q[ ) &  rsenSHE 2 BE e | 4 rsEer @ 7
| St TTGOTELICLSPNC_D Sic TTGO16LC)_SpNC_0 Stat  2013/12/16 (]) 184001
| Record Cowt = 3838 End  2013/12/16 (4] 184018000017
| ‘ {

Settrg | Recut | Settng | Resutt

Conddole Genelwt Candidate Genalist

o[ [s]

|
Roughness Evalushon Evahuation
R B s =

Suface [Average ~1 SECE RS, T MHee v Meden -

¥ o = Esphore Diection Reteronce
| ¥ wirouxo £ T wbou X0 wthout YO o T =

4 Y 7 vithou ate Giow

Ouput Options Output Optior:

Resticton | Rescue | X Aus | Y Avis | Soding | FieName | Restncton | Rescus | X Avis | Y Avus | Sorting | Fietame

R+ OptonFers @ AND © DR comtmucusdeecton & X (Y XY RFdec+OpionFdes & AND OR coniuousdeection @ X ¥ KY
iy Option Fierr R Option Fiers
| @ Mo Than [2 copes/cel | & AND C OR  Evahie 1 ¥ More Than 2 copes/cel @ AND T OR Evelusel.2 & pesk
11! & MaxGrovp m 7 MaxGroupNum 2 ViMest p 005 Retd @ Refrd
¥ ExpandMode p [001 \ ¥ ExpandMode p 001 Ay M 0
| | “Poak GO-Fiter own s @
@ Podve W Intsmedale 7 MaxDersiy s -
@ Negaive i e R Tied 2 09
XY @Xa¥ OX OV
Settng List
gL S ——— = S
o5 W Peak

x| SHEBRT : 12sec o
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RSort : false positive Xt &

Graph Density (GD) filter

% RSort : false positive ¥R

Graph Density (GD) filter

1 7
< A
b >
© 7 £\
= £\
Em) /
D)
- \
F
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E%F RSort :Graph Density (GD) filter
E%%E) GD ver.18 // Max DensityX = 3.5, Y=3.5, X or Y

TTG016-L(C) Surface DataSet

Matrix: 4x5
70—J% 45101
RSort(Expand_G2_AP) : 4420 — 3838 (86.8%, A582)
BRIZKDER: 1255 — 1237 (98.6%, A18)
TTG020-L Surface DataSet

Matrix: 5x5

270—J% : 45101

RSort(Expand_G2_AP) : 2713 — 1866 (68.8%, A847)
BHRIZELDZER: 302 — 292 (96.7% A10)

L= TTGO016-L(C)IZ&EIFBGD filterD@BEIH vk

Epedlion
; i
e Expression
£ —bebeb
= : i
u \
h
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s

Percellome Gadget with REST API of PercellomeWeb

REST (Representational State Transfer) /\{/8—AF47 YAFLDIBHDYIRIIFF—FFIFYDARAILDVED
http://percellome.nihs.go.jp/PDBR/v1.dll/ds/rest/tools/Surface/6/1422217_a_at/ASIT/N/330-340-50-1/A-0-N/400-400-8

73 perceliome [E=Er=)|
= = Percellome Project « Zion| O
o, Cotar & ket aclopy. K4S ” Siioa| Of
g | T ——
cyptal 3 i
e e
FEREER T U——

Az
TCDD(2,3,7,8-Tetrachiorodibenzo-p-Dioxin) { !

b ‘

SR | Percellome DB

Bis 1

REST API

Species
Mouse -

HiBesgs

E
8

Chemical
TC00(2,3,7.8-Tetrachiorodibe... | ¥ |

Project
TCDD(2,3,7.8-Tetrachlorodibe... | v |

Probe Setids ———————— R A
1422217_a_at - v !

% Percellome Gadget with REST API of PercellomeWeb

@ Project (ex. keyword="TCD")
http://percellome.nihs.go.jp/PDBR/v1.dll/ds/rest/tools/project/mouse/TCD

@ Pobe Set ID (ex. keyword="cyp1")
http://percellome.nihs.go.jp/PDBR/v1.dll/ds/rest/tools/psid/mouse/cypl

@ Gene Information
http://percellome.nihs.go.ip/PDBR/v1.dll/ds/rest/tools/geneinfo/mouse/1422217 a at

@ Group Average Data (formatted)
http://percellome.nihs.go.jp/PDBR/v1.dll/ds/rest/tools/AvData/4/1422217 a at

@ Surface Graph
http://percellome.nihs.go.jp/PDBR/v1.dll/ds/rest/Tools/Surface/6/1422217 a at/AS/N/330-

340-50-1/A-0-N/300-300-8

new @ Search Chemicals by keyword (ex. keyword="oxidative")
http://percellome.nihs.go.jp/pdbr/v1.dll/ds/rest/tools/chemical/oxidative

new @ Retrieve RSort Genelist (ex. Projectld=4)
http://percellome.nihs.go.ip/pdbr/v1.dll/ds/rest/tools/genelist/4

24
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ERBLEY 2o T 7 HEE B GarudaN DX G

REST API of PercellomeWeb service ver.2

e

R R—

& (H24~25)

A REHEDEGEFRET—SORELE N

/l JEPercellomeT—42 D#E %t E H#EET "_\

[ C

;

> Mouse Id + Rat Id

MouseD ata
(45,000 Surface)

RSort

Rat candidate GeneList

L

undn-t Ge eList mammm t

Orthlog Convert

mo =g

Concatenated i

¥ |
'/’ Factor it
?ﬂ —nnnnlnzlli—; |

BRRETBIEETOSS5AORR

a) “RSomf)update
Graph Density (GD) filter)3 0

b) ZBEmEAD
BT LT

YXLOMFE

~ WMARH

2 Percellome DB
=13 1 | Web API
——"-] e E i F 1
i T TF 1 —— BT oA
_ Y * REST=Representational State Transfer Amssorcr
.....  FETEERERT N R—ATFAT VAT LOI=HD
R A & e i e AN YIRIITT—HTHF A DABANDVED Y,

/{ Percellome/A BH—/\—D ¥ REHL IR '_\

T—AR—ZBRH)
http://percellome.nihs.go.jp/PDBR/v1.dll/ds/rest/tools/Surface/6/1422217
_a_at/ASIT/N/330-340-50-1/A-0-N/400-400-8
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(invited)

Institute ~ for Infocomm

Kitano, H. Systems: Biology: past, present,
future. Talk at AIBN at the University of
Institute ~ for

Queensland,  Australian

Bioengineering and Nanotechnology,

University = of = Queensland, - Brisbane,

Australia, May 9, 2013. (invited)

Kitano, H. Systems biology in the context of
systems and precision engineering. Talk at
Institute of Marine

AIMS,

Australian

Science(AIMS), Townsville,
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“Australia, May 10. 2013. (invited)

IBEH. AT A MRV anY—73
v N7 g =2 540 [B] B ARABEZ SN
L VURVDULTIERFI IR, B
EA vE, FIE, Junels, 2013. (invited)

JEBEE. KL NLVERY R 7T 5
EWmICRIT AREADORIEE U X 7 5
OREES. 5 40 [ B ABEHFLFZWES
VURY YA 10 THEBREEEICBIT
LERFE, HR A vk, T June 19, 2013.
(invited)

Kitano, H. Systems biology and systems
biomedicine: integrative systems sciences
and biomedical sciences. 35th  Annual
International Conference of the IEEE
Engineering in Medicine and Biology

Society, Osaka International Convention

‘Center, Osaka, July 7, 2013. (invited

keynote)

Kitano, H. Systems Biology Platform for
Drug Discovery. Talk at Imperial College,
London, UK, July 30, 2013. (invited)

Kitano, H. Systems Biology and Software
Platform. Nature Publishing Group Asian
Academic  Publishing
Sheraton Miyako Hotel, Sep. 6, 2013.
(invited)

team - meeting,

-Kitano, H. Garuda Platform: An integrated

inter-operability for biomedical software and
data resources. COMBINE 2013, Institut
Curie, Paris, France, Sep. 16, 2013. (invited)

B EH. VAT AL A —E21EH



Lo F~—Hh—Ff. BBEAAZT
J /#4727 ONLINE v 7= v
vaFaeIb— [EFAILFESES Y =
HNNAL Fo—h—BEROFk] , a7
3 7—)L, Oct. 2, 2013. (invited)

Kitano, H. Systems Drug Discovery and
Systems Biomedicine. Systems Biology
Seminar co-hostéd by Garvan Institute and
UNSW, Garvan Institute, Sydney, Oct. ’11,
2013. (invited) ‘

B EH. AT 2 Fud—2iEH
L7e" A A=— 0 —F . #BEQEILA
T A RINVA TN T . Nov. 1, 2013.
(invited)

bEF 7. Systems drug discovery and its
software platform o A7 LBIEE V7 b
DETFT v hTa— A EIFT—@R
R TRt WERBFSERT, Dec. 3,
2013. (invited)

IEEEH. ZREEAKEESY T A
B LBEEERTR— 2T @RER
K H15SEKMUBIEHEE I F—, &
RERKEREBE, Dec.4, 2013, (invited)

JEEFZHA. Cﬁrrent Status and Perspectives
on Systemé Drug Discovéry. VAT LEIE
DB LSHORBLE. TAEAT 7 —%
HAEIF—, TAEFT 7 —<HRE
#k, Dec. 24, 2013. (invited)

G. HBBIEERTEHED HIFE - BERRIm (F
EbHETe)

1. BRFEUS
7L
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THE WAY BIOLOGY CONNECTS

Tai-‘/GARU DA

Garuda Alliance (snapshot May 2013)
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Software problems

Software for biomedical research is the critical components
for success of research

Nobody can develop entire software systems alone

However .....
— Tools are developed independently
— Different GUI, different operating procedure, different APls, etc.
— Need to launch tools independently
— No direct data sharing, etc

Inter-operability is missing!!!!
Extra work needed for users and developers

ED

t‘F tranSMART Foundation

Innovative Medicines Initiative

$eTR!KS B cipia im

Ewopean Transiabonal Information and Knowledge Management Serwces

102
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