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Correlation difference
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Batch effects in microarray datasets. A)
Samples from full CD4 and CD14 microarray
datasets are plotted by first and second
principle components before and after
ComBat batch correction. Color indicates
batch membership. B) Pearson correlation of
expressed genes across samples in nCounter
versus RMA-preprocessed microarray
datasets was subtracted from the same
correlation in nCounter versus RMA-
preprocessed and ComBat-corrected
microarray datasets. Boxplots depict these
differences in CD4 and CD14 datasets to
indicate the effect of batch correction on gene-
based platform correlation.



