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Figure S1: A pathway enrichment-based analysis of metabolomic changes between UA and AMI.
Figure S2: Disturbed pathways between HC and UA, HC and AMI, UA and AMI.
Figure S3: Decision curve analysis.
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Figure S1 A pathway enrichment-based analysis of metabolomic changes between UA and AMI. A The difference abundance score (DA score) between HC and AMI in serum. B The DA score between HC and AMI in urine. The DA score captures the average gross changes for all metabolites in the pathway. A score of 1 indicates that all measured metabolites in the pathway up-regulated in the AMI compared to HC, and a score of −1 indicates that all measured metabolites in the pathway down-regulated. Pathways with no less than three measured metabolites were used for DA score calculation.
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Figure S2 Disturbed pathways between HC and UA, HC and AMI, UA and AMI.
*FDR <0.05 refers to significantly altered pathways among cross-comparisons.
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Figure S3 Decision curve analysis. Decision curve analysis for 2-Ketobutyric acid, SM (d18:1/20:0), Argininosuccinic acid, N6-Acetyl-L-lysine and combined model: UA vs AMI. The integrated model was calculated by the combination of 2-Ketobutyric acid, SM (d18:1/20:0), Argininosuccinic acid, and N6-Acetyl-L-lysine. S219: 2-Ketobutyric acid; S652:SM (d18:1/20:0); U358: Argininosuccinic acid; U801: N6-Acetyl-L-lysine; Model: Integrated Model.
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