
Liu et al. BMC Plant Biology           (2023) 23:42  
https://doi.org/10.1186/s12870-023-04047-8

CORRECTION

© The Author(s) 2023. Open Access This article is licensed under a Creative Commons Attribution 4.0 International License, which 
permits use, sharing, adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the 
original author(s) and the source, provide a link to the Creative Commons licence, and indicate if changes were made. The images or 
other third party material in this article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line 
to the material. If material is not included in the article’s Creative Commons licence and your intended use is not permitted by statutory 
regulation or exceeds the permitted use, you will need to obtain permission directly from the copyright holder. To view a copy of this 
licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/. The Creative Commons Public Domain Dedication waiver (http://​creat​iveco​
mmons.​org/​publi​cdoma​in/​zero/1.​0/) applies to the data made available in this article, unless otherwise stated in a credit line to the data.

Open Access

BMC Plant Biology

Correction: A systematical genome‑wide 
analysis and screening of WRKY transcription 
factor family engaged in abiotic stress response 
in sweetpotato
Siyuan Liu1†, Chengbin Zhang1†, Fen Guo1†, Qing Sun2, Jing Yu1, Tingting Dong1,3, Xin Wang4, Weihan Song4, 
Zongyun Li1,3, Xiaoqing Meng1,3* and Mingku Zhu1,3* 

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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