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Correction: Genome Biol 25, 171 (2024)
https://doi.org/10.1186/s13059-024-03315-6

Following publication of the original article [1], the authors identified a typesetting error, 
whereby the equal contribution statement was mistakenly omitted. The correct state-
ment is as follow: Jianxia Niu, Wenxi Wang and Zihao Wang are co-first authors and 
contributed equally.

The original article [1] has been corrected.
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