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Author Correction: An integrated 
multi-omics analysis of the NK603 
Roundup-tolerant GM maize 
reveals metabolism disturbances 
caused by the transformation 
process
Robin Mesnage1, sarah Z. Agapito-tenfen2, Vinicius Vilperte3, George Renney4, 
Malcolm Ward4, Gilles-eric séralini5, Rubens o. Nodari3 & Michael N. Antoniou1

Correction to: Scientific Reports https://doi.org/10.1038/srep37855, published online 19 December 2016

This Article contains errors.

In the Methods section under the heading ‘Proteome analysis’, subheading ‘Data Processing’:

“Precursor mass tolerance for the searches was set at 20ppm and fragment mass tolerance at 0.8ppm.”

should read:

“Precursor mass tolerance for the searches was set at 20ppm and fragment mass tolerance at 0.8 Daltons.”

The Data Availability section was omitted from the Article and is included below.

Data Availability
The mass spectrometry proteomics data have been deposited to the ProteomeXchange Consortium via the 
MassIVE partner repository [https://massive.ucsd.edu/ProteoSAFe/static/massive.jsp] with the dataset identifier 
PXD011363.

Additional Information
These changes do not affect the conclusions of the Article. The Authors apologise for the errors.
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Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
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