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ldentifying IL-1B neighboring INncRNA-mRNA pairs
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INcRNA-mRNA pairs are correlated in expression
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NF-kB regulated INcRNA-mRNA pairs are correlated in expression
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Genomic loci of IncRNA-CCL2 and CCL2
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INcRNA-CCL2 and CCL2 expression follows a similar IL-1 kinetic
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IncRNA-CCLZ2 is elevated in symptomatic human plaques
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IncRNA-CCL2 knockdown results in decreased CCL2 expression
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Distribution of distances between INcRNA-mRNA pairs

Median distance 99,686 bp
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Presence Absence
Feature Pearson r | # samples | Pearson r | # samples | p-value
p65 0.4352 14 0.6018 127 0.4654
H3K4me3 0.5930 131 0.2444 10 0.2627
H3K27ac 0.6191 125 0.0822 16 0.0278
CTCF 0.4479 110 0.7242 31 0.0404

Data from Brown, Molecular Cell, 2014 GEO: GSE53998
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INcRNA-CCL2 and CCLZ2 are regulated by inflammatory stimuli

INcRNA-CCL2 CCL2
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Rs1024611 (-2578A>G) SNP
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Emerging role of epigenetics in atherosclerosis

Vascular endothelial cell

(Khyzha et al., Trends in Molecular Medicine, 2017)
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