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A corrigendum on

RNA m6A Methylation Regulators Multi-Omics Analysis in Prostate Cancer
by Su, H., Wang, Y., and Li, H. (2021). Front. Genet. 12:768041. doi: 10.3389/fgene.2021.768041

In the original article, there was an error. “FTO is misspelled as HNRNPA2B1 on six occasions.”
A correction has been made to Abstract, Paragraph 1:
“Premised on the expression of CBLL1, we also identified potential therapeutic agents for prostate

cancer, and knockdown of FTO prominently inhibited prostate cells migration and invasion in vitro
experiment.”

A correction has been made to Materials and Methods, Cell Culture and Transfection,
Paragraph 1:

“The two Small interfering RNAs (JTSBIO) sequences used to reduce FTO expression sequences
used to reduce FTO expression were as follows: GCAGUGUAUCUGAGGAGCUCCAUAA UUA
UGGAGCUCCUCAGAUACACUGC; CAGGCUGCACCUACAAGUACCUGAA UUCAGGUAC
UUGUAGGUGCAGCCUG.”

A correction has been made toMaterials andMethods, RNA Extraction and Quantitative Real-
Time PCR, Paragraph 1:

“RT-qPCR was performed using SYBR Premix EX Taq™ (Takara) and 2−ΔΔCT method was used
to analyze the expression level of FTO normalized to GAPDH. The primer sequences are as follows:
FTO (forward: ACTTGGCTCCCTTATCTGACC; reverse: TGTGCAGTGTGAGAAAGGCTT) and
GAPDH (forward: GGAGCGAGATCCCTCCAAAAT; reverse: GGCTGTTGTCATACTTCT
CATGG).”

A correction has been made to Results, Knockdown of HNRNPA2B1 Significantly Inhibited
Prostate Cells Migration and Invasion, Paragraph 1:

“Knockdown of FTO significantly inhibited prostate cancer cells migration and invasion to
further explore the biological function of FTO in prostate cancer, a series of in vitro experiments
were performed. Transwell assay was performed to measure the migration ability of FTO-
knockdown cells. The results indicated that the migration ability of cells in the FTO-
knockdown group was lower than that in the NC group (Figures 8A,B). The wound-healing
assay was used to investigate the influence of FTO on the migration of prostate cancer cells. The
results indicated that decreased FTO resulted in a decrease in the migration ability of prostate
cancer cells (Figure 8C). Transwell assay with Matrigel indicated that the invasion ability of
prostate cancer cells was decreased due to the knockdown of FTO (Figure 8D). The process of the
results was summarized in Figure 9.”

A correction has been made to Discussion, Paragraph 7:

Approved by:
Frontiers Editorial Office,

Frontiers Media SA, Switzerland

*Correspondence:
Hongjun Li

lihongjun@pumch.cn

Specialty section:
This article was submitted to

Computational Genomics,
a section of the journal
Frontiers in Genetics

Received: 29 December 2021
Accepted: 31 December 2021
Published: 18 January 2022

Citation:
Su H, Wang Y and Li H (2022)

Corrigendum: RNA m6A Methylation
Regulators Multi-Omics Analysis in

Prostate Cancer.
Front. Genet. 12:845413.

doi: 10.3389/fgene.2021.845413

Frontiers in Genetics | www.frontiersin.org January 2022 | Volume 12 | Article 8454131

CORRECTION
published: 18 January 2022

doi: 10.3389/fgene.2021.845413

http://crossmark.crossref.org/dialog/?doi=10.3389/fgene.2021.845413&domain=pdf&date_stamp=2022-01-18
https://www.frontiersin.org/articles/10.3389/fgene.2021.845413/full
https://www.frontiersin.org/articles/10.3389/fgene.2021.845413/full
https://www.frontiersin.org/articles/10.3389/fgene.2021.845413/full
https://doi.org/10.3389/fgene.2021.768041
https://doi.org/10.3389/fgene.2021.768041
http://creativecommons.org/licenses/by/4.0/
mailto:lihongjun@pumch.cn
https://doi.org/10.3389/fgene.2021.845413
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles
https://www.frontiersin.org/journals/genetics
https://www.frontiersin.org/journals/genetics#editorial-board
https://doi.org/10.3389/fgene.2021.845413


“In our study, we investigated the role of FTO in the
proliferation of the prostate cancer cell. We found that FTO
was down regulated in prostate cancers. Knockdown of FTO
prominently inhibited prostate cells migration as well as invasion.
So our study highlights that FTO is an oncogenic gene that
promotes the progression of prostate cancer, and it is a potential
novel therapeutic target for treatment of prostate cancer.”

A correction has been made to Discussion, Paragraph 8:
“In summary, our study carried out a multi-omics

comprehensive analysis in prostate cancer to identify the m6A
regulators. Further, premised on DNA methylation of m6A
regulators, prostate cancers were divided into three different
subgoups, which were associated with different disease-free
survival. Subsequently, we found that Knockdown of FTO
prominently inhibited prostate cells migration and invasion.
Our study helps to explore the mechanism of prostate cancer

and develop new strategies for personalized treatment of prostate
cancer.”

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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