TABLE S1 Key Medications: ACS vs. Control

Medication class ACS group (n=15) Control group (n = 15)
Antiplatelet agents 15 0
Anticoagulants 15 0
ACEi/ARB 11 0
Beta-blockers 11 0

Statins 13 0

Diuretics 4 0
Vasopressors 3 0

Other non-cardiovascular 0 2
medications

Antiplatelet agents include aspirin, clopidogrel, ticagrelor, and tirofiban. Anticoagulants include low-molecular-weight heparin, unfractionated

heparin, factor Xa inhibitors, and non-vitamin K antagonist oral anticoagulants. Statins include atorvastatin and rosuvastatin.

Angiotensin-converting enzyme inhibitors, ACEi; angiotensin receptor blockers, ARB.
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Figure S1. LEfSe analysis of the differences in the
relative abundances of microbiota between the ACS
and control groups.

Blue and orange

indicate

the significantly enriched

microbiota in the ACS and control groups, respectively. The
circles of cladogram from inside to outside represent
the phylum, class, order, family, genus, and species.
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