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A Corrigendum on
Single-cell RNA sequencing reveals the role of phosphorylation-related
genes in hepatocellular carcinoma stem cells

by Yao F, Zhan Y, Li C, Lu Y, Chen J, Deng J, Wu Z, Li Q, Song Y, Chen B, Chen J, Tian K, Pu Z, Ni Y
and Mou L (2022). Front. Cell Dev. Biol. 9:734287. doi: 10.3389/fcell.2021.734287

In the published article, there was an error in Figure 7C as published. The red label and
black label were reversed. The corrected Figure 7C and its caption is as follows: “(C) Hep3B
and Huh7 cells were treated with gambogenic acid (EZH2 inhibitor, 2 μM) or alisertib
(AURKA inhibitor, 10 μM) for 0, 12, 24, 32, 48, and 60 h, and cell viability was determined by
Calcein-AM/PI staining assays.”

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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FIGURE 7
Gambogenic acid (EZH2 inhibitor) and alisertib (AURKA inhibitor) inhibit HCC cell proliferation, migration, and invasion. (A) Hep3B and Huh7 cells were
treated with gambogenic acid (EZH2 inhibitor) or alisertib (AURKA inhibitor) at different concentrations (0–100 μM) for 48 h, and cell viability was determined by
Calcein–AM/PI staining assays. (B)Hep3B andHuh7 cells were treatedwith DMSO (solvents of gambogenic acid and alisertib) at different concentrations (0–100
μM) for 48 h, and cell viability was determined by Calcein–AM/PI staining assays. (C) Hep3B and Huh7 cells were treated with gambogenic acid (EZH2
inhibitor, 2 μM) or alisertib (AURKA inhibitor, 10 μM) for 0, 12, 24, 32, 48, and 60 h, and cell viability was determined by Calcein–AM/PI staining assays. (D)Colony
formation assays were conducted to analyze Hep3B and Huh7 cell proliferation with gambogenic acid (2 μM) or alisertib (10 μM) treatment. (E, F)Wound healing
assays (E) and Transwell assays (F)were performed to detect the cell migratory abilities of Hep3B and Huh7 cells treated with gambogenic acid (2 μM) or alisertib
(10μM). (G) Transwell assayswere performed to detect the cell invasion abilities of Hep3B andHuh7 cells treatedwith gambogenic acid (2 μM)or alisertib (10μM).
Data are expressed as themeans ± s.d. Differenceswere considered statistically significant if p <0.05. ns, no significance, *p < 0.05, **p <0.01, ***p < 0.001. (H, I)
Expression of AURKA (H) and EZH2 (I) in TCGA–LIHC based on TP3 mutation status.

Frontiers in Cell and Developmental Biology frontiersin.org02

Yao et al. 10.3389/fcell.2023.1045260

https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org
https://doi.org/10.3389/fcell.2023.1045260

	Corrigendum: Single-cell RNA sequencing reveals the role of phosphorylation-related genes in hepatocellular carcinoma stem  ...
	Publisher’s note


