Metascape gene ontology for biological processes under disturbed flow
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G0:0006413: translational initiation

G0:0072359: circulatory system development
G0:0070482: response to oxygen levels

G0:0030334: regulation of cell migration

G0:0071363: cellular response to growth factor stimulus
G0:0044723: single-organism carbohydrate metabolic process
G0:0030029: actin filament-based process
G0:0006888: ER to Golgi vesicle-mediated transport
G0:0002181: cytoplasmic translation

G0:0009790: embryo development

G0:0048729: tissue morphogenesis

G0:0097190: apoptotic signaling pathway

G0:0043065: positive regulation of apoptotic process
G0:0009725: response to hormone

G0:0031589: cell-substrate adhesion

G0:0055114: oxidation-reduction process

G0:0061718: glucose catabolic process to pyruvate
G0:0051345: positive regulation of hydrolase activity
G0:0018126: protein hydroxylation

G0:0043534: blood vessel endothelial cell migration
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Figure 1 — figure supplement 4. Gene ontology analysis of top biological processes of
differentially expressed genes under DF by Metascape. Primary HAECs were subjected to
either UF or DF for 24 hours before cell lysates were collected.



