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Correction to: Scientific Reports https:// doi. org/ 10. 1038/ s41598- 018- 27293-5, published online 11 June 2018

The original version of this Article contained an error in Figures 4 and 5 where the Figure bodies were swapped.

The original Figures 4 and 5 and accompanying legends appear below.

The original Article has been corrected.
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Figure 4.  Correlation of genewise cell type enrichment measures with PubMed text mining results within 
cell types. For each of the six cell types, i.e. the astrocyte (a), endothelial cell (b), microglia (c), neuron (d), 
oligodendrocyte (e), and oligodendrocyte precursor cell (f), the top 100 gene symbols most enriched in that 
cell type are plotted against the number of PubMed abstracts that mention both that gene symbol as well as the 
corresponding cell type. The Spearman correlation between these measures was calculated. Several gene symbols 
were chosen for highlighting, including gene symbols that have not been mentioned in a PubMed abstract with 
that cell type to date (labeled red). Note that for oligodendrocyte precursor cells (OPCs), the cell type name used 
in the PubMed search was “oligodendrocyte precursor.”
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Figure 5.  Intersections among the top genes for three cell type associated measures consensus rankings across all cell types. The 
top 100 genes ranked across both mouse and human data sets for each of the cell type measures are intersected using approximately 
proportional Venn diagrams for each of the astrocyte (a), endothelial cell (b), microglia (c), neuron (d), oligodendrocyte (e), and 
oligodendrocyte precursor cell (f) signatures. The Venn diagrams were generated using the R package Vennerable (version 3.0). The 
5 genes with the top expression values in each of the cell types that intersect in all three of the top 100 gene sets are listed, with the 
exception of OPCs, for which all 7 of the genes with intersections between the three measures are listed.
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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 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted 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 licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.
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