SUPPLEMENTARY MATERIAL

Table 1. List of 3126 probe-sets (corresponding to 2408 different genes) with at least two fold differential expression (log2ratio in absolute value >1) between bladder tumors and control urothelium. Gene expression (arbitrary units) from Affymetrix microarrays for each of the BC and control pools is indicated. Probe-sets are ranked according to median log2ratio. “Flagged as muscle” indicates that smooth muscle contamination is detected in the probe-set. The list is reduced to 2937 probe-sets (corresponding to 2295 different genes) when probe-sets related to muscle contamination are deleted.

Table 2. List of 674 probe-sets (corresponding to 530 different genes) with at least two fold differential expression (log2ratio in absolute value >1) between HG and LG bladder tumors. Gene expression (arbitrary units) from Affymetrix microarrays for each of the HG and LG pools is indicated. Probe-sets are ranked according to log2ratio.
Table 3. Lists of probe-sets indicated in Figure 1B and 1C.
Table 4. Primers/probe set, from the internal Applied Biosystems description, used for gene expression measurements in the qRT-PCR experiments.

Table 5. Gene expression quantification by qRT-PCR in BW of the 6 most differently expressed genes in bladder tumors according to microarray analysis. Thirty-six tumoral (6 TaLG, 7 TaHG, 3 T1LG, 5 T1HG, 4 Tis and 11 T2+HG) and 13 control bladder washings were used for the validation of microarray data. The median log2ratio value from control samples was used as a reference for gene expression quantification in individual tumoral BW samples. Positive values indicate over-expression in bladder tumors.

Table 6. Gene expression quantification by qRT-PCR in BW of 8 of the most differently expressed genes between high and low grade bladder tumors according to microarray analysis. Sixteen HG (5 T1HG and 11 T2+HG) and 6 LG bladder washings were used for the validation of microarray data. The median log2ratio value from LG bladder washings was used as a reference for gene expression quantification in individual HG BW. Positive values indicate over-expression in high grade tumors.

