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Baylor College of Medicine
Chromosomal Microarrays
For Cancer Genetics Research

The SurePrint G3 CGH+SNP Cancer Research Microarray is a 2x400K genome-wide
chromosomal microarray with probes selected by Baylor College of Medicine for
cancer research. This innovative microarray combines premium content from Baylor
with trusted CGH technology to support precision clinical research.
The Microarray offers dense probe coverage in exons of cancer-associated genes
to maximize the detection of copy number variations (CNVs) and genome-wide,
single-nucleotide-polymorphism (SNP) probes to detect Loss of Heterozygosity
(LOH; Figure 1-4). It is a key component of Agilent’s chromosome microarray
workflow for cancer research.

Comprehensive, Targeted Coverage

Each Kit (G5956A) comes with five slides, each with two microarrays with 400,000 in situ
synthesized probes. Each microarray targets all exons of 2,300 genes plus 235 miRNAs
associated with cancer. It includes 60,000 SNP probes for LOH and UPD detection. The
targeted genes have an average of 6 probes per exon plus 12 KB spacing in the backbone.
Targeted and Backbone Coverage

Microdeletions and Microduplications

See Deeper. Reach Further.

Compatible with...
hematological and solid tumor samples

Cancer Microarray Detects:
• Microdeletions
• Microduplications
• LOH
• Mosaicism
Figure 1. Exon level and backbone
coverage of the SurePrint G3 CGH+SNP
Cancer Research Array. The UCSC browser
illustrates the comparative density of 60-mer
oligonucleotide CGH and SNP probes in a
region of chromosome 11 containing the
methyltransferase (MLL) and helicase (DDX6)
genes versus the even backbone coverage.
(Data provided by Baylor.)

Figure 2. CGH+SNP Cancer Research
Array detects copy number variation in a
cytogenetically normal blood sample. The
chromosomes in this sample were cytogenetically
normal by light microscope. However, when DNA
was extracted from blood, labeled and hybridized
to the array and processed according to Agilent
protocols, CytoGenomics software revealed several
aberrations associated with hematological cancer.
Copy number gains are shown above 0 and losses
below 0. (Data provided by Baylor.)
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Loss of Heterozygosity

Figure 3. Analysis of the CGH+SNP Cancer
Research Array revealed hematological
cancer-associated loss of heterozygosity.
DNA was extracted from an ALL bone marrow
sample, labeled and hybridized to the SurePrint
CGH+SNP Cancer Research Array according to the
Agilent aCGH protocols. CytoGenomics software
revealed loss of heterozygosity of chromosome 3.
Array comparative genome probes (top) SNP
probes (bottom). (Data provided by Baylor.)

Mosaicism

Figure 4. SNPs on the CGH+SNP Cancer
Research Array enable the detection of
mosaicism on chromosome 1 in a solid
tumor breast biopsy. DNA was extracted and
processed according to the Agilent aCGH protocols
and analyzed in CytoGenomics software. Heterogeneity in copy number of regions highlighted is
consistent with cellular mosaicism. This mosaicism
was detected and reported by the software.
(Data provided by Baylor.)
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Agilent offers a complete line of products for processing microarrays from sample
to result in less than 48 hours. For more information or to place an order, visit
www.agilent.com/genomics/BaylorCollegeofMedicine.
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