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Author Correction: Metabolomics 
profiling reveals differential 
adaptation of major energy 
metabolism pathways associated 
with autophagy upon oxygen and 
glucose reduction
Katja Weckmann1, Philip Diefenthäler1, Marius W. Baeken1, Kamran Yusifli1, 
Christoph W. Turck2, John M. Asara3, Christian Behl1 & Parvana Hajieva1

Correction to: Scientific Reports https://doi.org/10.1038/s41598-018-19421-y, published online 05 February 2018

In Figure 4c, the heading “Autophagic ac”vity analysis” should read “Autophagic activity analysis”.

Additionally, the “+” and “−” symbols are reversed in the displayed Western blots and graphs.

The correct Figure 4 appears below as Figure 1.
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Figure 1. (a) Energy-status analyses of ATP, ADP, AMP, NAD and NADH with the related metabolite ratios 
ATP/AMP, ATP/ADP, ADP/AMP, and NADH/NAD. *p ≤ 0.05; **p ≤ 0.01. P-values were determined by 
Student’s t-test. Error bars represent s.e.m. N = 5 per group. (b) Western Blotting analyses of markers for GR 
and OR and proteins involved in the cellular energy metabolism. IMR90 cells were subjected to OR, GR and 
OGR for 24 h. After that cells were harvested and total cell lysate was analyzed using Western blotting and 
immunodetected with indicated antibodies. Tubulin was used as a loading control. For the densitometric 
quantification of the immunoreactive bands the absolute values measured were first normalized to tubulin and 
the resulting values to the control, which was set as 1. #≤ 0.10, *p ≤ 0.05; **p ≤ 0.01, ***p ≤ 0.001. P-values 
were determined by one-way analysis of variance (ANOVA) with post-hoc Tukey honestly significant difference 
(HSD) test. Error bars represent s.e.m. N = 3 per group. (c) Autophagic degradation activity analyses upon OR, 
GR and OGR compared to control measured by Western blotting analyzing LC3 and LC3-II protein levels and 
LC3-II protein turnover with and without BafA. The autophagic degradation activity (autophagic flux) was 
determined by the following calculation: ΔLC3-II = ‘LC3-II + BafA’ - ‘LC3-II - BafA’. Tubulin was used as a 
loading control. #≤ 0.10, *p ≤ 0.05, **p ≤ 0.01. P-values were determined by one-way ANOVA with post-hoc 
Tukey HSD test. Error bars represent s.e.m. N = 3 per group.



www.nature.com/scientificreports/

3SCIenTIfIC REPORTs |  (2018) 8:12235  | DOI:10.1038/s41598-018-28914-9

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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