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Construction of Stage-Wise Network for Choronic Ischemic Heart Disease
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Abstract:  When diagnosing chronic ischaemic heart disease (CIHD), medical doctors check two factors: one is the shape and
motion of the patient’s heart (referred to as "dynamic heart shape") and the other is the clinical data including patient’s lifestyle
and family history of CIHD. However, observing dynamic heart shape requires multiple tests, including invasive tests and the
burden on doctors and patients is high. To reduce this burden, we propose the stage-wise network to determine whether patients
have chronic ischaemic heart disease or not using dynamic heart shape and clinical data.
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Fig.1 Architecture of our proposed network
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Table 1 Results of 4-fold cross-validation using the proposed

and previous methods

Accuracy

Recall

Fl-score

Proposed @
Proposed @
Proposed ®
Proposed @
Proposed &
Proposed ©

Previous

0.634+0.022
0.725+0.022
0.719+0.076
0.62440.056
0.735+0.012
0.743+0.035
0.702+0.036

0.61440.043
0.64040.055
0.71840.089
0.606+0.091
0.733+0.032
0.726+0.090
0.718+0.088

0.626+0.026
0.699+0.033
0.719+0.064
0.61540.069
0.734+0.015
0.736+0.050
0.705+0.037
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Table 2 Results of 4-fold cross-validation with and without the
proposed threshold adjustment method

Accuracy Recall F1-score

w/o Adjustment  0.743+0.035 0.7264+0.090 0.734£0.015
w/ Adjustment  0.745+0.036 0.777+0.096 0.750-£0.048
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