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The authors would like to correct the following errors:

The original published paper had the wrong labels for Figure 3F. Figure 3 should have been as follows:

Department of Urology, Shanghai Yangsi Hospital, Shanghai, PR China

Sample denrogram and trait heatmap

Network heatmap plot, selected genes
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Sample denrogram and trait heatmap

Network heatmap plot, selected genes
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The original published paper had the same image for Figure 5E and 5F. Figure 5 should have been as follows:

TCGA-ACC cohort
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The formula on page 4 should read: 

Riskscore=e^(b0+bstage(n)+bNDRG4*expressionNDRG4+bCKS2*expressionCKS2)/(1+ e^(b0+bstage(n)+bNDRG4*expressionNDRG4+bCKS2*expressionCKS2))

b represented regression coefficients. Expression represented the level of gene expression.

Reference:
Zhengqing Yang, Hui Cheng, Yazhou Zhang, Yan Zhou: Identification of NDRG Family Member 4 (NDRG4) and CDC28 Protein Kinase 
Regulatory Subunit 2 (CKS2) as Key Prognostic Genes in Adrenocortical Carcinoma by Transcriptomic Analysis. 
Med Sci Monit, 2021; 27: e928523. DOI: 10.12659/MSM.928523

 Full-text PDF: https://www.medscimonit.com/abstract/index/idArt/937786
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