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Single-cell analysis of varied processes in stripe pattern formation
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In this study, we applied single-cell and single-nucleus RNA-seq techniques
to study of pattern formation in the spider embryo. We demonstrated that the data obtained with
dissociated cells and nuclei successfully reconstructed the anterior-posterior pattern in the UMAP
plot without the assistance of any image data. Furthermore, we established a method to obtain
genome-wide and quantitative gene expression data from the reconstructed axial pattern. This study
will serve as the basis of the future molecular network analysis.
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