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Integrated database construction of Fabry disease using artificial intelligence
/ next generation sequencer
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A group of male patients with Fabry disease were classified according to the

presence or absence of cardiac disease. CAGE analysis was performed and genes with significant
differences in expression levels between the three groups were extracted. Ten candidate genes with
significant differences in expression were selected, and the cardiac MRIs of 23 patients with Fabry
disease, excluding the normal group in terms of expression level, were analyzed by Al (segmentation)
to detect two genes, CHN1 and COX6CP1, that showed differences between the two groups of patients
with Fabry disease with or without cardiac complications. The scatter plot shows an inverse
correlation trend, and we are preparing to submit a paper to verify whether the combination or
single expression of these two genes can predict the prognosis of cardiac complications in FD.
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® CHN1 (MRI Stroke volume )
® COX6CP1 (Stroke volume, Ejection Fraction, Myocardiac Mass )
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