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r_gm Application of Machine Learning for Clinical Subphenotype Identification in Sepsis

A MACHINE LEARNING-BASED, CLUSTER ANALYSIS

Can machine learning algorithms be applied to identify possible sepsis
subphenotypes using routinely available clinical data?
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Two sepsis subphenotypes with different clinical outcomes can be rapidly identified using
the K-means clustering analysis based on routinely available clinical data. This finding
may help clinicians to rapidly and easily identify subphenotype of sepsis at the bedside.

The graphical abstract represents the opinions of the authors. For a full list of declarations, including funding and author disclosure statements,
please see the full text online. © The authors, CC-BY-NC 2022

Application of Machine Learning for Clinical Subphenotype Identification in Sepsis

Hu Chang, Li Yiming, Wang Fengyun, Peng Zhiyong. Infect Dis Ther. 2022.



