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ABSTRACT Objective To study the role of circulating microRNAs in discriminating the severity
of blood stasis syndrome (BSS) and evaluating prognosis in acute coronary syndrome (ACS) patients.
Methods Totally sixty patients with ACS were assigned to the mild BSS group (31 cases) and the se-
vere BSS group (29 cases) according to the BSS scoring standard, and 30 subjects were recruited in a
healthy control group. The expression of four kinds of microRNAs (miR-208a-3p, miR-222-3p, miR-16,
miR-198) were determined by Fluorescent quantitative PCR. Global Registry of Acute Coronary Events
(GRACE) risk stratification was assessed. The correlation analysis of microRNA expression level, BSS
scoring and GRACE score were performed. Results Compared with the healthy control group, the rela-
tive expression of miR-208a-3p in both mild and severe BSS groups were up-regulated, the relative ex-
pression of miR-222-3p in the severe BSS group was down-regulated, while the relative expression of
miR-198 in the severe BSS group was up-regulated (all P <0.05). Compared with the mild BSS group,
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the relative expression of miR-222-3p in severe BSS group was down-regulated (P <0.05). There was

significant difference at GRACE risk stratification for 6 months all-cause mortality between the mild and
severe BSS group (P <0.05). There was no significant correlation between 4 kinds of microRNAs expres-
sion and GRACE score. While the blood stasis score was significantly relevant with the GRACE score for

in-hospital all-cause mortality and 6 months all-cause mortality respectively (r =0.31, 0.33, P <0.05).

Conclusions

MiR-208a-3p could be used as the distinction between ACS patients with BSS and healthy

volunteers, but fail to distinguish the severity of BSS. MiR-222-3p and miR-198 might help to distinguish

the severity of BSS. The higher blood stasis score, the higher GRACE score, and the poorer prognosis.
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