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Discovery of glycan markers of pancreatic cancer stem cells by single-cell
glycomics

Tateno, Hiroaki

5,000,000

SCGR-seq
SCGR-seq
(n=6
Basal Classical

SCGR-seq
Basal Interemediate Classical

By introducing droplet technology into scGR-seq, we constructed a technology
for simultaneous analysis of 10,000 single cells and puglished a paper (Keisham et al. Small
Methods 2024). We then analyzed pancreatic cancer cell lines and normal pancreatic duct cells, and
compared the obtained data with those obtained by flow cytometry. The results showed that the data
obtained by scGR-seq correlated well with those obtained by flow cytometry. The constructed droplet
ScGR-seq was used to analyze pancreatic cancer organoids and pancreatic cancer patient samples (n
6). Individual cell type classification was performed, and glycan profiles were obtained for each
cell type. The changes in glycan profiles of pancreatic cancer subtypes during the transition from
Basal to Classical were analyzed. In addition, we obtained information on the expression of
glycogenes and human lectin receptor genes in each cell type.
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