scMetabolism Analysis
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AI 生成的内容可能不正确。]
The scMetabolism package (version 0.2.1)[1], designed for quantifying single-cell metabolism, systematically evaluates and scores metabolic pathway clusters from conventional single-cell matrix files using the vision algorithm. The metabolic datasets were derived from both the KEGG and Reactome databases. Metabolic pathway activity scores for target cell populations are derived through VISION（AUCell）scoring, enabling quantitative assessment of pathway-specific metabolic states.
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