








Online Figure III. MiRNA networks. A) Differential network structure between 13
miRNAs in controls (n=91) and manifest DM (n=56). Nodes represent individual
miRNAs and edges (links) represent the extent of expression similarity measured
using the Context likelihood of relatedness algorithm. Control (13 nodes, 25 links)
and DM (13 nodes, 19 links) networks shared only 10 links. The disease state was
characterized by substantial edge rewiring (miR-15a). B) Differential topology of
control and DM networks. The control network (green bars) was characterized by a

larger node degree, clustering coefficient and eigenvector centrality than the one in
DM (red bars).
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Fold expression

Online Figure IV. High glucose leads to selective decrease in miRNA content in
endothelial derived apoptotic bodies. The effect of increased glucose on the miRNA
content of endothelial derived apoptotic bodies were assessed using qPCR. miR-454 was
used as a normalization control. Data shown are of four independent experiments and

presented as means SEM, * p<0.05
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