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TLR9 vs. GFP expression data
Data underwent (1) Background correction, (2) Quantile normalization, 

                  (3) Log2 transformation & (4) Mean aggregation of multiple gene copies
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Supplementary Figure 2

Figure 2: The true log2 of the quantile normalized expression signals in 4 samples belonging to 2 groups, 
GFP & TLR9 (No ratio & no scaling). In order to enhance data reading, color separation (blue = low & red = high) 
was based on the 50th theoretical percentile of the expression matrix. Here fold values are shown. 


