
 
 
Suppl. Figure 2. Distribution of LOH lengths (279 observations). The values are minimum 
estimates of length calculated as the distance in bp between the furthest apart homozygous 
nucleotides of the LOH event. Values of 1 bp could reflect recombination events as large as 
thousands of bp or as few as several or single bases, depending on the levels of heterozygosity 
in the flanking regions. 
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