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Following publication of the original article [1], the
following two errors were found in formulae:
1) In the method section titled “Benchmarking di-

mensionality reduction methods for scRNA-seq”, the
brackets should be removed from inside the square
roots. The correct equation is shown below:
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2) In the method section titled “Batch effect correc-
tion”, the position of superscript in the subscript are in-
correct. The correct equation is shown below.
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