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Supplementary figure S1. Chromatogram of one single-strand conformational polymorphism and Sanger 

sequencing of each index patient’s mutation. 

  



Panel A shows a representative result of the single-strand conformational polymorphism (SSCP) technology. 

The red arrows show variant bands in a chromatogram of single-strand conformational polymorphism, 

indicating possible variation in DNA fragments. All the samples were duplicated. Panel B displays the 

chromatograms of all mutations of PSEN1 and APP gene found in the study.  


