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In this paper the Methods section describing the microarray
analysis and the GSE number is incorrect owing to the initially
unsuccessful uploading of microarray data set and type-
setting error. We re-upload the original microarray raw data
and the description in Methods section should be ‘Illumina human
V2 microRNA expression beadchip was used for microRNA

expression analysis. The raw data of the spot density were
extracted from the Illumina BeadStudio software and deposited
into the Gene Expression Omnibus (GEO) database (accession
number GSE41845)’. We thank Dr Kenneth W Witwer (The
Johns Hopkins University School of Medicine) for pointing out
this error.

The authors sincerely apologize for the error, and regret any
confusion and/or inconvenience it may have caused.
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