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l. Introduction
 Single cell transcriptome data provides unique opportunity to assess and analyze network properties of a system at a cell-type specific level.

* However, single cell dataset with its insufficient capture rate and high dimensionality presents construction of cell-type specific functional
gene network(FGN) a challenging task.

* In this research, we constructed functional gene network at a cell line specific level (scNET), using coexperssion pattern of genes by each
cell lines. Bayesian Statistics and imputation was used to derive functional links.

* Moreover, we show that gene prioritization through network topology is bioinformatically evaluated and validated using 664 curated gene set
assoicated with breast cancer metastasis.
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different, mutual information. » Gene set prioritization through network topology on multiple Breast cancer

 Experimental validation of top candidate cell lines was perfomed with our established ARD pipeline, which was evaluated
genes are currently being performed on cell lines. to have improved performance compared to DEG analysis.



