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A Correction on
Computational models for pan-cancer classification based on multi-
omics data

by Wang J, Zhang J, Dai X, Yan C and Fang C (2025). Front. Genet. 16:1667325. doi: 10.3389/
fgene.2025.1667325

The funder “the Strategic Priority Research Program of Chinese Academy of Sciences
(Grant No. XDA0480502)” to Jianlin Wang was erroneously omitted.

The funding statement has been updated as: The author(s) declare that financial support
was received for the research and/or publication of this article. This study was supported by
the Strategic Priority Research Program of Chinese Academy of Sciences (Grant No.
XDA0480502).

The original article has been updated.
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