
Supplementary Figure S1. (a) Calculation LOD score by parametric linkage analysis (phase known data). 

(b) Whole genome linkage analysis performed by Merlin 1.1.2 software using an autosomal dominant 

model with the penetrance values being set at 0.6 revealed one region (arrows) on chromosome 19 with the 

maximum LOD score of 1.715. (c) A zoom-in of the linkage regions on chromosome 19. (d) Evolutionary 

conservation of amino acid across different species. The glycine residue at codon 160 is indicated in gray 

bar.


