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O Evaluation of DNA microarray results with quantitative gene expression
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O Evaluation of external RNA controls for the assessment of microarray
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platforms within the MAQC project
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reproducibility of gene expression measurements
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notable differences in various
dimensions of performance between
microarray platforms. Some platforms
had better intrasite repeatability overall
(e.g., lllumina), better intersite
reproducibility (e.g., Affymetrix), or
more consistency in the detection calls
(e.g., GE Healthcare). Likewise, some
platforms were more comparable to
TaqMan assays (e.g., Applied
Biosystems and Agilent one-color),
whereas others demonstrated signal
compression (e.g., NCI_Operon).
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