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ERRATUM Open Access
Erratum to: Stability of operational taxonomic
units: an important but neglected property for
analyzing microbial diversity

Yan He1, J. Gregory Caporaso2,3, Xiao-Tao Jiang1, Hua-Fang Sheng1, Susan M. Huse4, Jai Ram Rideout3,
Robert C. Edgar5, Evguenia Kopylova6, William A. Walters7, Rob Knight6,8 and Hong-Wei Zhou1*
Correction
After publication of this work [1], we noted that one of
the references in the introduction was not described
properly. With respect to the original authors, we clar-
ify that this sentence in introduction: “Due to the lack
of a gold standard of ‘correct’ OTUs, several measure-
ments have been used to evaluate the performance of
clustering methods, for example, rationality of OTU
structure [2, 3], computational efficiency (that is, run-
time and memory requirements) [4], and the ability to
cope with OTU inflation [5]” should be stated as “Due
to the lack of a gold standard of ‘correct’ OTUs, several
measurements have been used to evaluate the perform-
ance of clustering methods, for example, rationality of
OTU structure [2], use of the Matthew’s Correlation
Coefficient [3], computational efficiency (that is, run-
time and memory requirements) [4], and the ability to
cope with OTU inflation [5]”.
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