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Optimal modeling method for small sample time
series data for detection of state transition of cells

DAISUKE TOMINAGAT!

Optimal division points on a gene expression time series data is defined by
division points and optimal mathematical models of data distribution on each
divided time series. The optimal number of division is also determined by the
Information Criterion. Considering DNA microarray data, the number of genes
that its time series data is divided on a point implies magnitude of a change of
cell state on the point. We implimented the algorithm and analyzed simulated
time series data and published gene exression time series dataset.
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