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Development of cell trajectory inference and comparison algorithm based on
single-cell omics data
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In this study, we have developed an algorithm for cell trajectory inference
and comparison with high accuracy based on single-cell gene expression data. We applied this
algorithm to single-cell human fibroblast and human skeletal muscle myoblast data, and after finding

the correspondence of cell clusters between the two datasets using tree alignment, a pseudotime
comparison was performed based on the dynamic time warping for the paths on the alignment. As a
result, it was confirmed that the analysis results were consistent with existing reports. Its
effectiveness was also confirmed in the experiments using synthetic data and real data of human bone
marrow. In addition, we compared it with other methods and performed functional gene set analysis,
and then submitted a paper together with consideration of the usefulness of this method and
biological interpretation of the results.
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