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Single-cell RNA sequencing (scRNA-seq) methods make it possible to reveal gene
expression patterns at single-cell resolution. Due to technical defects, dropout
events in scRNA-seq will add noise to the gene-cell expression matrix and hinder
downstream analysis. Therefore, it is important for recovering the true gene
expression levels before carrying out downstream analysis. In this talk, we will
introduce a new imputation method, called scTSSR, to recover gene expression for
scRNA-seq. Several experiments will be conducted to show the competitive
performance of the propcﬁeQ’nethod.
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