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Development of a method for detecting initial information on cell state transitions
using single cell analysis
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For early detection of diseasg, it isimportant to identify unaffected cells before normal cells transition to an
inflammatory state. Detecting the initial state of cell differentiation is also important for elucidating various
developmental mechanisms. Therefore, we developed a method to detect theinitial information of cell state
transition based on single cell sequencing analysis, which has recently shown its usefulness. First, we established
an analysis pipeline suitable for whole transcriptome analysis. Next, we performed an integrated analysis using
test data on disease progression. First, we were able to classify cell typesasB and T cells, alveolar epithelial
tissue AT1, alveolar epithelial tissue AT2, and M1 and M2 macrophages. Mrvil and Ldb3, Dysf and Plin4 were
found as early disease state specific genes. These resultsindicate that it is possible to extract information on the
initial cell state transition.
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