ABSTRACT In a data analysis systemfor determning a correl ati on node

bet ween bi ol ogi cal conditions and expression levels of a plurality of genes
and/ or quantities of intracellular suhstances, A data set is constructed by
usi ng the biological conditions or changes of the biological conditions
probabilistically generated with tinme as object variables, and the
expression levels of the plural genes and/or the quantities of
intracel lul ar substances as explanatory vari abl es. The expl anatory
variableﬁ%ggq&a&@@d in the data are selected, and cross validation is

cal cul ate of a correl ation nodel containing the sel ected expl anatory

vari abl es and opj ect %ariab es to gssegs. the results. Selection of the
expl anatory variafl é@t2canaliishy iSYRtHP [oddeteryaiming: f of AR s dPPReinat i ve
‘assessnment of the result is repeated until,noﬁﬁ%grther i mprovenent of the

cross valieieranticlosdsrleraneitions id prpraRsSipn $ &f 4 phyielidy ol sennsdel .

This permts an effective processing nethod to provide nultivariable gene
i nf or mat iadW/or quantities of intracellular substances, A data set is constructed by

5 using the biological conditions or changes of the biological conditions
probabilistically generated with time as object variables, and the expression
levels of the plural genes and/or the quantities of intracellular substances as
explanatory variables. The explanatory variables contained in the data are
selected, and cross validation is calculated for a correlation model

10  containing the selected explanatory variables and object variables to assess
the results. Selection of the explanatory variables, calculation of cross
Valid>ation> and discrim_i»r}ative assessment of the result is repeated until no
further improvement of the cross validation is observed to determine a
partial least square model. This permits an effective processing method to

15 provide multivariable gene information.
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