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Assays & screens

Microarray monitoring A SNP microarray study of lymphocyte DNA from CLL patients suggests

of genomic instability that allelic losses may predict the rate of disease progression. Untreated
to predict disease patients with a large number of allelic losses (a high genomic complexity
progression in chronic score) had a shorter time until first treatment than patients with low
lymphocytic leukemia scores. Among patients who had already received treatment, those with
(CLL) high genomic complexity scores needed a second round of treatment

sooner than patients with low scores. Next steps include both validating
the prognostic method in patients who received uniform treatment and
testing whether genomic complexity scores predict survival.

Licensing status

Patent status
undisclosed;
high-density
SNP microarrays
commercially
available from
Affymetrix Inc;
software available
for licensing from
the University of
Michigan
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