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A Robust Estimation for Plant Gene Network Based on Time-course Expression Profile
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Fig.1 Data type and corresponding solver prepared by MINOS
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Fig2. Analysis flowchart for plant gene network
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Fig.3 Example view of MINOS. The input and output data are stored in a project style.

(1) ¥aAa XFXFTOEfF

vuA XF X} (Arabidopsis thaliana) 1347 ) LR D
ETNVEHDO—D L ENTWANFEEMTHY, BEF
HBENRER R YEL DT — IR v F—% vy N TRAME
T3, adg XFXT0K 22,000 BEFISTTRER
EDRBETa 7 r A VEBIT LI Z 5, EHEOBRKETF
NOEREND XY N~ BBRETE . Fig3 IR L
Xy MU —Z7 X MINOS EITBOERFITH 5.

NAC Responsive

Cold Responsive

Fig.4 Estimated model

(2) ¥ bR OB

H b UX Y (Saccharum) 34 FBOEFEEY THB.
RRIGEROEBRT —F[AlIC2VT, MINOS 2k B %y
NT— BB LT — 2=, v % iTot. #HEINE
BRISEET V% Figd \ORT. &/ A L TREFLHC
HFEL, SEH#HCEL3HBOEERS] (cis-acting
regulatory DNA element) [ZFB L& 2 5, BE#ETFIT
EODDITA—FIZH T BRI, MINOS ICL 3%y b
—VBITORR, B—OIN—TEZOIN—THICE
BhBETRRABERASRE SN,

X M

[1] Tominaga D. ez al, Nonlinear
optimization technique based on a genetic algorithm
for inverse problems: towards the inference of
genetic networks. Proc. Conference on
Bioinformatics, 127-140, 1999

[2] Voit E. 0. and Almeida J., Dynamic profiling and
canonical modeling: powerful partners in metabolic
pathway identification. Kluwer Academic Publishing,
Dordrecht, The Netherlands, 2003

[3] Savageau M. A., Biochemical systems analysis: A

numerical

German

study of function and design in molecular biology.
Addison—Wesley Pub. Co., 1976

[4] Fabio T. S. et al., RNA expression profiles and
data mining of sugarcane response to low temperature.
Plant Physiology, 132: 1811-1824, 2003



