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Microarray analysis of the AML99 study patients showed that the high

expression of the EVI1 or MEL1 genes was significantly associated with inferior survival. Their high
expression was expected to be a good biomarker for therapy stratification. However, the gRT-PCR
assay potentially has a risk of systematic error or bias derived from cDNA synthesis and enzymatic
amplification, and is not easy to use in clinical settings. As a more practical testing method, we
evaluated the nCounter system that directly measure target mRNA molecules without cDNA synthesis or
enzymatic amplification. Our evaluation revealed high concordance between the nCounter assay and the
gRT-PCR or microarray assay, and reproducibility of the nCounter assay. These results indicate that
nCounter assay is a reliable and reproducible method to assess high EVI1 or MEL1 expression in AML
patients.
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