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Additional figure 1: Oligonucleotide length-dependent performance for two different genomic
fragment length. Achieved specificity (left), sensitivity (middle) and false negative rate (right) for different
oligonucleotide lengths for genomic fragments of length 800bp (a) and 50Kbp (b). For clarity the standard
deviation was not depicted in these figures, instead is given as Additional file 2.



