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Correction: BMC Plant Biol 22, 616 (2022)
https://doi.org/10.1186/s12870-022-03970-6

Following the publication of the original article [1], the 
authors reported that Siyuan Liu, Chengbin Zhang, and 
Fen Guo were not added as equal contributors of this 
article. An article not has been added below:

• †Siyuan Liu, Chengbin Zhang and Fen Guo contrib-
uted equally to this work

The correction does not have any effect on the results 
or conclusions of the paper. The original article [1] has 
been corrected.
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