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The applications of single-cell RNA-Seq in the studies of intratumor

heretogeneity and clinical medicine
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Abstract: With the development of modern biomedicine, gene sequencing technology has been widely used in
many fields of oncology research. But sequencing the entire tumor perhaps conceals the heterogeneity between
cells. In order to explore the behavior of the individual cell, intratumor heterogeneity becomes researchers’ and
clinical experts” common concern at present. Single-cell RNA-Seq is aimed to reveal the interrelation and variation
between cells within the identical tumor at the level of single-cell. With the development of single-cell isolation and
the next-generation sequencing (NGS) technology, the single-cell sequencing become more and more mature. In the
future, the single-cell transcriptome sequencing technology will become more widely applied in early diagnosis,
monitoring, clinical prognosis and individualized therapy of tumors in clinical practice.
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