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The authors would like to insert some websites and citations in the following sentence, “First,
the complete proteomes of these species were downloaded from the Phytozome website (Version 11;
Available online: www.phytozome.org)” in the “Materials and Methods” section on page 13,
paragraph 3.1 of their paper published in the International Journal of Molecular Sciences [1]. The authors
want to replace this sentence with “First, the complete proteomes of most species were downloaded
from the Phytozome website (Version 11; Available online: www.phytozome.org) [2] and the others
were obtained from genome sequencing databases of given species, i.e., Picea abies was obtained from
PlantGenIE (plantgenie.org) [3], Phalaenopsis equestris from Orchidbase (ftp://ftp.genomics.org.cn/) [4],
and Utricularia gibba from CoGe (http://genomevolution.org/CoGe/) [5]”. Additionally, there was
a typing error in Table 3, that is, an extra and meaningless “×” (“13×” in Row 10, Column 5) should
be deleted.

The authors state that these important references have been inadvertently omitted in this paper.
These researchers had done a lot of work in providing reliable data to the public and should be
acknowledged as it was much appreciated.

These changes have no material impact on the results and conclusions of our paper. The manuscript
will be updated and the original will remain online on the article webpage. We apologize for any
inconvenience caused.
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