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Virtual Karyotyping of Hematologic Malignancies

The Benefits of SNP Array Virtual Karyotypes

e Genome-wide high resolution copy number and loss-of-heterozygosity (LOH) status in one assay

e 100-fold higher resolution than conventional cytogenetics

e Analogous to 250,000 FISH probes in one assay

e Less expensive and more informative than FISH panels

e Able to identify clinically relevant genetic lesions not detectable by FISH, conventional
cytogenetics, or array comparative genomic hybridization

e Does not require cell culture

Clinical Applications

Applicable to hematologic malignancies with copy number changes relevant to diagnosis or patient
management, including chronic lymphocytic leukemia, multiple myeloma, and myelodysplastic
syndrome.

What is a Virtual Karyotype?
Combining the breadth of conventional cytogenetics with the specificity of FISH, virtual karyotypes
reconstruct the genome in silico from disrupted DNA. Array-
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Key features of SNP Array Virtual Karyotypes at Creighton Medical Laboratories
e Enrichment prior to DNA extraction provides robust virtual karyotypes of clonal population
e Specimens: 1-5 ml EDTA anti-coagulated peripheral blood or bone marrow aspirate (purple top)
e 7 day turn-around time

e Karyotypes obtained using Affymetrix GeneChip® SNP arrays
e Karyogram, ISCN, and clinic-pathological interpretation are provided with each report
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For requisition forms, sample reports, and
additional information, visit our website at
http://www.cml.md/genomics/
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