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important role for non-SNP genetic alterati d the diploid genome structure. Moreover, 44% of genes were

heterozygous for one or more variants. Using a novel haplotype assembly strategy, we were able to span 1.5 Gb of
genome sequence in segments >200 kb, providing fu sion to the diploid nature of the genome. These data
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1. Histogram of the longer allele repeat lenath in the Venezuelan HD

recks. Repeat lenath ranges are dedfined a5 normal (14-34
pletely penetrant (35-39 CAGs). and fully penetrant (=40 CAGS).
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Fig. 2. Box plot of age of onset and repeat length of the longer allele. The
curvilinear relationship between the two variables can be observed. It ako is
important to note the large variability of age of onset values, even within each
repeat length.
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