scVelo Analysis
[image: ]
scVelo(Version 0.3.3)[1][2] was used to estimate RNA velocity and infer dynamic transcriptional states in细胞类型. The analysis modeled the kinetics of unspliced and spliced mRNA counts at single-cell resolution using a stochastic framework to capture transcriptional state transitions. We applied a stochastic model to account for inherent gene expression variability and selected the top 300 genes ranked by likelihood as high-confidence velocity drivers. Cell transitions were projected onto the embedding to reconstruct potential state changes, and velocity streamlines were visualized to reveal directed cellular fluxes and transitional states.
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