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The original version of this article contained a mistake. The
word BRefSeq v.1^ was incorrectly inserted on page 7. The
correct sentence should be: To identify the differentially regu-
lated transcripts, clean RNA-Seq reads were mapped onto the
T. aestivum Chinese Spring chromosome 3B pseudomolecule.

The online version of the original article can be found at https://doi.org/
10.1007/s10142-017-0585-5
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