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Additional file 6. The biological function of the genes differentially methylated in atherosclerotic plaques and LIMAs. (a, d) GO analysis 
of hypomethylated and hypermethylated genes in atherosclerotic plaques compared with LIMAs using ClueGO and DAVID. Nodes are linked 
based on their kappa score level (>0.03). The node size demarcates the enrichment significance of each term. Functionally related groups are 
partially overlapped. (b, e) Histogram of the most enriched biological function specific terms of hypomethylated and hypermethylated genes. The 
length of bar is percentage of hypomethylated genes in functional terms (GO database), specific gene number are presented beside the bar. (c, f) 
Overview pie chart of the hypomethylated and hypermethylated genes enriched functional groups are presented, the percentage of certain groups 
were according to GO database analysis. DAVID, the database for annotation, visualization and integrated discovery; GO, gene ontology; and 
LIMAs, left internal mammary arteries. 


