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Figure S1: Tandem mass tagging proteomics. 
HUVECs were pre-conditioned to venous FSS for 18h and exposed to venous or arterial FSS for 
24h (n=4). Conditioned media was collected and concentrated, denatured and depleted of 
albumin prior to proteomic analysis. (A) Volcano plot (with FGL2 indicated by black arrow) and 
(B) Heat map of proteomic analysis.
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Figure S2: The effect of IgG on FcγRIIB activation. 
Static HUVECs were pre-incubated with a goat IgG control (2.5 µg/mL) for 45 minutes prior to treatment 
with rFGL2 (20 ng/mL) for 24h. The effect of IgG interaction with static HUVECs on endothelial apoptosis 
was quantified by (A) cells positive for CC3 immunocytochemistry (some indicated by white arrow; n=7; 
two-tailed, paired t-test) and (B) Western blotting for cleaved PARP (representative Western blot and stain 
free gel loading control; molecular weight indicated by black arrow; n=6; two-tailed, paired t-test). (C) 
Static HUVECs were likewise incubated with a goat IgG control and the effect of IgG binding FcγRIIB on 
ERK1/2 phosphorylation was quantified by Western blotting (representative Western blot and stain free gel 
loading control; molecular weight indicated by black arrow; n=7; two-tailed, paired t-test). Values 
expressed as mean ± SEM. * P<0.05.
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