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Explainable Machine Learning Contextualizes hs-cTnl
Using Routine Clinical Biomarkers for Early NSTEMI Diagnosis

Integrating inflammation, coagulation and cardiorenal biomarkers to improve individualized risk estimation
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Take-home message: Routine clinical biomarkers complement hs-cTnl. An explainable GBDT model
enables hs-cTnl-based classification and contextual interpretation, providing individualized
risk estimation to support early NSTEMI diagnosis.
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hs-cTnl « CK-MB + a-HBOH

GBDT
o

Inflammation
hs-CRP « CAR « NHR

Coagulation
Fibrinogen « INR

Cardiorenal & Metabolic
NT-proBNP/eGFR  Hey - Na*

Contextual interpretation of hs-cTnl
' Biomarker contributions
vary across classes

L 4
é
é
@
A 16 Routine Laboratory Biomarkers
Key Incremental Benefit

At matched specificity (85%)
Sensitivity improved from
72.5% - 85.5%

(+13.0% absolute improvement)
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