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A Correction on 


Integrating network pharmacology and transcriptomics to identify solasonine’s anti-osteosarcoma targets and experimental validation By Wei D, Li M, Chu D and Shi J (2025). Front. Oncol. 15:1614058. doi: 10.3389/fonc.2025.1614058


There was a mistake in Figure 1 as published. We modified the relevant parameters according to the opinions of the review experts and generated a new Figure 1. The corrected Figure 1 appears below.

The original version of this article has been updated.
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[image: Panel A shows a volcano plot displaying gene expression levels with points indicating different gene statuses (down, stable, up). Panel B includes a heatmap and density plot showing distribution data, with colored density gradients and group distinctions. Panel C is a Venn diagram illustrating intersections among DEGs, drug genes, and disease genes, with overlap counts and percentages labeled.]
Figure 1 | Screening of candidate targets. (A) Volcano plots of 1954 DEGs between the OS and control groups; (B) Heatmap of expression of 1954 DEGs between OS and control groups; (C) The Venn diagram showing 37 targets corresponding to osteosarcoma.
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