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Figure 4. To decide if a spike is “True” aberration versus “False”, we look at copy number and log2 Ratios in the context of
allele difference and B-allele frequency. If we see duplication, we see a trace of four lines in AD and BAF data, and in cases
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Table 1. Provides an overview of the CytoScan HT-CMA array attributes. The array is in a 96 format with
a 5-micron feature size that has 400 Kb resolution of Whole genome backbone and Refseq genes; 100Kb
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WorkFlow of Karyostat+ Service
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Figure 1. Shows the overview of the workflow of Karyostat + services. The boxes underneath shows Figure 3. Shows the whole genome view showing log2 ratios and copy numbers for normal and
more detailed breakdown of each step in the workflow. aberrated sample.
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