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nonwaived testing. The Ambry CMA: 105K Oligo Array will only detect net gain or loss of genomic material and therefore is not intended to 
analyze the following types of chromosomal aberrations: balanced translocations, balanced insertions, inversions, point mutations, low level 
mosaicism, epigenetic abnormalities, uniparental disomy, or any microdeletions and duplications that are under the resolution of the array or not 
represented on the array. Mitochondrial depletion is not detected. Copy number changes of less than 100kb (loss) or 300kb (gain) in regions of 
unknown clinical significance will not be reported. A negative result from the analysis cannot rule out the possibility that a tested individual 
carries an aberration in the undetectable group. Although molecular tests are highly accurate, rare diagnostic errors may occur. Possible 
diagnostic errors include sample mix-up, technical errors, and clerical errors. This report does not represent medical advice. Any questions, 
suggestions, or concerns regarding interpretation of results should be forwarded to a genetic counselor, medical geneticist, or physician 
skilled in interpretation of the relevant medical literature.  References are available upon request. 
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