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In this study, we developed an information analysis method called CCPLS
(Cell-Cell Communication analysis by Partial Least Squares modeling) to estimate the impact of
neighboring cell types on the highly variable genes (HVG) of a particular cell type, using
single-cell spatial transcriptome data that simultaneously measures cellular gene expression and
spatial coordinates. Evaluation experiments using simulation data demonstrated that CCPLS can
accurately estimate cell-cell communications. Furthermore, applications to real data from the brain
and colon allowed us to extract biologically interpretable cell-cell communications, demonstrating
the effectiveness of this method.
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