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Background – Why we need single-cell RNA sequencing analysis

Trapnell C et al. Genome Res (2015) 25:1491–1498.
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Introduction – The steps of single-cell RNA sequencing analysis

Jovic Dragomirka, et al. Clin Transl Med, (2022) 12: e694.



Introduction – Data Analysis

Jovic Dragomirka, et al. Clin Transl Med, (2022) 12: e694.
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Application 1 – Single-cell RNA sequencing analysis Atlas

Jovic Dragomirka, et al. Clin Transl Med, (2022) 12: e694.
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Hwang Byungjin , et al. Exp Mol Med, (2018) 50: 1-14.

Application 2 – Lineage tracing

Lineage tracing: sequential readout of mRNA levels  in a single cell to reconstruct lineage 
phylogeny over many generations

Stem cells: identifying genes involved in stem cell regulatory networks



Application 3 – Development of antitumor drugs

Hwang Byungjin , et al. Exp Mol Med, (2018) 50: 1-14.



Kim Kyu-Tae, et al. Genome Biol,(2015) 16: 127.

Application 3 – Development of anticancer drugs

Patient-derived xenograft cells (PDX) were isolated and cultured 
from xenograft tumors, and subjected to drug screening

Pt tumor ：patient tumor
LUAD: Lung adenocarcinoma
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Technological Development –We can use it for scientific research

Jovic Dragomirka, et al. Clin Transl Med, (2022) 12: e694.

Cost-effectiveness 
of research

Load more cell of 
one test

Gain popularity 
in recent years



Single-Cell analysis related article

Bedard, M.C. et al. Nat Commun. (2023) 14, 1975.



Single-Cell analysis related article

Bedard, M.C. et al. Nat Commun. (2023) 14, 1975.

Unbiased clustering reveals 12 transcriptomically
distinct cell populations displayed as a heatmap.

Distribution of cells in HPV16+ and HPV16− epithelium reveals 
enrichment of HPV16+ cells in C6, C8, and C9 (arrows).

ScRNAseq help them found a subset keratinocyte associated with HPV16 infected and cancer formation.



Single-cell analysis is very helpful to us

Jovic Dragomirka, et al. Clin Transl Med, (2022) 12: e694.
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