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A Corrigendum on 


Allelic haplotype combinations at the MS-P1 region, including P-class pentatricopeptide repeat family genes, influence wide phenotypic variation in pollen grain number through a cytoplasmic male sterility model in citrus
 By Shingo Goto, Hiroshi Fujii, Hiroko Hamada, Satoshi Ohta, Tomoko Endo, Tokurou Shimizu, Keisuke Nonaka, and Takehiko Shimada (2023). Front. Plant Sci. 14:1163358. doi: 10.3389/fpls.2023.1163358


In the published article, there were two errors in Table 2 as published.


Table 2 | Allelic composition and presumed function of haplotypes at the MS-P1 region.



“Kishu” was shown in row “HT5” of column “Founders from which the haplotype was derived” in the published article. However, “Kishu, Kunenbo” is correct.

“Kishu, Kunenbo” was shown in row “HT10” of column “Founders from which the haplotype was derived” in the published article. However, “Kishu” is correct.

The corrected Table 2 appears below.

The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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