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In the originally published version of this manuscript, author affili-
ation 1 was incorrect.

The incorrect affiliation was as follows: “Key Laboratory of
Biomedical Information Engineering of Ministry of Education,
Biomedical Informatics & Genomics Center, School of Life Science

and Technology, Zhongnan Hospital of Wuhan University, Wuhan
430071, China.”

The correct affiliation should read: “Key Laboratory of Biomedical
Information Engineering of Ministry of Education, Biomedical
Informatics & Genomics Center, School of Life Science and
Technology, Xi’an Jiaotong University, Xi’an 710049, P. R. China.”

This error has been corrected online.
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