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Derangement
of cell cycle markers in peripheral
blood mononuclear cells
of asthmatic patients as a reliable
biomarker for asthma control
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Correction to: Scientific Reports https://doi.org/10.1038/s41598-021-91087-5, published online 04 June 2021

The original version of this Article contained errors in the Figure legends of Figure 3 and Figure 4. The legends
of these Figures were inadvertently switched.

The legend of Figure 3:

“mRNA expression of (MKI67, RRM2, and TOP2A) genes in bronchial epithelium using GSE67472 dataset to
compare healthy controls (n=43) to Th2-high asthmatics (n=40) and Th2 low asthmatics (n=22)”

now reads:

“mRNA expression of the ten genes in bronchial epithelium using, GSE76227 transcriptomic dataset that contains
the expression data of 190 bronchial biopsies (BB) and epithelial brushing (BRUSH) from Unbiased BIOmarkers
in Prediction of REspiratory Disease outcomes (U-BIOPRED) Project. The normalized gene expression of each
of the identified genes was extracted and compared between different subgroups. The datasets were subdivided
into nonsevere asthmatic (MAS), severe asthmatics (SAS) (oral steroid naive (N) vs. oral steroid users (OS).”

The legend of Figure 4:

“mRNA expression of the ten genes in bronchial epithelium using, GSE76227 transcriptomic dataset that contains
the expression data of 190 bronchial biopsies (BB) and epithelial brushing (BRUSH) from Unbiased BIOmarkers
in Prediction of REspiratory Disease outcomes (U-BIOPRED) Project. The normalized gene expression of each
of the identified genes was extracted and compared between different subgroups. The datasets were subdivided
into nonsevere asthmatic (MAS), severe asthmatics (SAS) (oral steroid naive (N) vs. oral steroid users (OS).”

now reads:

“mRNA expression of (MKI67, RRM2, and TOP2A) genes in bronchial epithelium using GSE67472 dataset to
compare healthy controls (n=43) to Th2-high asthmatics (n=40) and Th2 low asthmatics (n=22)”

The original Article has been corrected.
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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
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© The Author(s) 2021

Scientific Reports|  (2021) 11:18203 | https://doi.org/10.1038/s41598-021-97816-0 nature portfolio


http://creativecommons.org/licenses/by/4.0/

	Author Correction: Derangement of cell cycle markers in peripheral blood mononuclear cells of asthmatic patients as a reliable biomarker for asthma control

