Augur Analysis
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[bookmark: OLE_LINK1]Augur(Version 1.0.3) [1] was used to compare differences in perturbations of single-cell RNA under different扰动因子名称, identifying the cell populations with the most significant perturbations. In this process, machine learning algorithms such as Random Forests were used to train classifiers to predict the area under the characteristic curves of 细胞群名称, i.e., the AUC. Based on this result, 细胞群名称 were then prioritised for bioperturbation, and the cell populations that were the most sensitive to the perturbed conditions were finally obtained.

[1] Skinnider, M.A., Squair, J.W., Kathe, C. et al. Cell type prioritization in single-cell data. Nat Biotechnol 39, 30–34 (2021). https://doi.org/10.1038/s41587-020-0605-1
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