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Advances in single-cell RNA sequencing and its applications in lung cancer”
QUAN Nian ,CHEN Kui ,GUO Mingjing .ZHANG Liqun*
Department of Clinical Laboratory ,sthe Second Affiliated Hospital of
Army Medical University ,Chongqging 400037 ,China
Abstract; LLung cancer is highly heterogeneous and ranks the first in cancer incidence and mortality in Chi-
na. Previous bulk RNA sequencing techniques can only reflect the average gene expression of the samples. The
single-cell RNA sequencing (scRNA-seq) technology developed in recent years have paved the way for under-
standing complicated tumor biology by identifying different cell subpopulations,exploring tumor heterogenei-
ty, and dissecting the tumor microenvironment. scRNA-seq technology has been increasingly used in lung
cancer research to explore lung cancer from its heterogeneity, tumor microenvironment, biomarkers, therapy,
and drug resistance. This review summarizes the basic processes and development of scRNA-seq techniques
and their applications in the field of lung cancer research.
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