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CNV detection in SNP-array data using PennCNV: example log R ratio (LRR) and B Allele
Freq (BAF) values for the chromosome 15 g-arm of an individual. Three normal chromosomal
BAF genotype clusters (AA, AB, and BB genotypes) have LRR values around zero. The copy-
neutral loss-of-heterozygosity (LOH) region has normal LRR values, but no AB cluster.
Increased copy number can be observed in the increased number of peaks in the BAF
distribution and increased LRR values. LRR and BAF patterns are different for different CNV
regions, and can be used to generate CNV calls. Adapted from Wang et al. (2007).



