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Reactome
Pathway

CellDesigner Pathway

Percellome, Shoe, Reactome,
CellDesigner

Garuda

SHOE Wolfram

alpha

SH0E-Garuda
| [ comnea |

41 mTOR 0595 -
#2 Ouidatve 2800,
3 cst_map,
24 Atzhoimer

%6 Tox Data
#7 73

28 rcr_an
9 pCP_8h

SHOE Wolfram Alpha

Garuda 2.0

Garuda 2x

Automation of “Garuda Recipes”

Garuda

ACGT

ACGT Garuda platform

AGCT IS CONNECTED WITH GARUDA PLATFORM [

SR My N0 =0

Garuda

-35-



Pathway
Garuda

CellDesinger

TCDD-TCDF GENE CLUSTERING

AUTOMATICALLY LOADED ON CELLDESIGNER

ACGT
CellDesigner
Pathway

learning system

ensemble

Garuda Platform

-36 -

Kun-Yi  Hsin; Yukiko Matsuoka;
Yoshiyuki Asail; Kyota Kamiyoshi;
Tokiko Watanabe; Yoshihiro Kawaoka
and Hiroaki Kitano. systemsDock: a
web server for network
pharmacology-based prediction and
analysis. Nucleic Acids Research.
doi: 10.1093/nar/gkw335, published
online Apr. 29, 2016.

105

10,

Phenomics Genomics
Phenomics . .
, May 13, 2016. (invited)

327  CBI

May 24, 2016. (invited)

. Garuda Platform for Open
Innovations in Systems Medicine.
43

, , June 4, 2016.
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; 17 Atherosclerosis and
Biolipid Conference,
, , Aug. 6, 2016.
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Human Immunology
44

(invited)

IBS
2016,
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Sep. 8, 2016.

, Sep. 9, 2016.
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