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Supplementary Figure 1 Real-Time PCR Validation of Affymetrix Gene Expression Array
Results . Figure 1A shows both Affymetrix fold change and gPCR fold change results for
four up-regulated genes. Figure 1B shows the same for four down-regulated genes.
Quantitative PCR was performed with one randomly selected nickel-transformed clone.
Results for chromium clones were also analyzed by qPCR?. Figure 1C/D: gPCR fold-change
for each Ni-transformed clone for one up-regulated gene (SATB2) and one down-regulated
gene (EFNAS).
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