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Correction

Correction: Wentao Wu, et al. Evolution Analysis of
the Aux/IAA Gene Family in Plants Shows Dual
Origins and Variable Nuclear Localization Signals.
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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
PlantGenlE (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 “x” (“13x” 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.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Wu, W,; Liu, Y;; Wang, Y.; Li, H,; Liu, J.; Tan, J.; He, J.; Bai, J.; Ma, H. Evolution analysis of the Aux/[AA gene
family in plants shows dual origins and variable nuclear localization signals. Int. J. Mol. Sci. 2017, 18, 2107.
[CrossRef] [PubMed]

2. Goodstein, D.M.; Shu, S.; Howson, R.; Neupane, R.; Hayes, R.D.; Fazo, J.; Mitros, T.; Dirks, W.; Hellsten, U.;
Putnam, N.; et al. Phytozome: A comparative platform for green plant genomics. Nucleic Acids Res. 2012, 40,
D1178-D1186. [CrossRef] [PubMed]

3. Sundell, D.; Mannapperuma, C.; Netotea, S.; Delhomme, N.; Lin, Y.-C.; Sjodin, A.; Van de Peer, Y.; Jansson, S.;
Hvidsten, T.R.; Street, N.R. The plant genome integrative explorer resource: PlantGenlE.Org. New Phytol.
2015, 208, 1149-1156. [CrossRef] [PubMed]

Int. . Mol. Sci. 2018, 19, 144; doi:10.3390/1jms19010144 www.mdpi.com/journal/ijms


http://www.mdpi.com/journal/ijms
http://www.mdpi.com
https://orcid.org/0000-0003-4689-1489
www.phytozome.org
www.phytozome.org
plantgenie.org
ftp://ftp.genomics.org.cn/
http://genomevolution.org/CoGe/
http://dx.doi.org/10.3390/ijms18102107
http://www.ncbi.nlm.nih.gov/pubmed/28991190
http://dx.doi.org/10.1093/nar/gkr944
http://www.ncbi.nlm.nih.gov/pubmed/22110026
http://dx.doi.org/10.1111/nph.13557
http://www.ncbi.nlm.nih.gov/pubmed/26192091
http://dx.doi.org/10.3390/ijms19010144
http://www.mdpi.com/journal/ijms

Int. J. Mol. Sci. 2018, 19, 144 20f2

4. Cai, J.; Liu, X.; Vanneste, K.; Proost, S.; Tsai, W.-C.; Liu, K.-W.; Chen, L.-].; He, Y.; Xu, Q.; Bian, C.; et al.
The genome sequence of the orchid Phalaenopsis equestris. Nat. Genet. 2014, 47, 65-72. [CrossRef] [PubMed]

5. Ibarra-Laclette, E.; Lyons, E.; Hernandez-Guzman, G.; Pérez-Torres, C.A.; Carretero-Paulet, L.; Chang, T.-H.;
Lan, T.; Welch, A.].; Judrez, M.].A.; Simpson, J.; et al. Architecture and evolution of a minute plant genome.
Nature 2013, 498, 94-98. [CrossRef] [PubMed]

@ © 2018 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
@ article distributed under the terms and conditions of the Creative Commons Attribution

(CC BY) license (http:/ /creativecommons.org/licenses/by/4.0/).



http://dx.doi.org/10.1038/ng.3149
http://www.ncbi.nlm.nih.gov/pubmed/25420146
http://dx.doi.org/10.1038/nature12132
http://www.ncbi.nlm.nih.gov/pubmed/23665961
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	References

