Presented is an analysis of co-similarity of either the untranslated (UTR) or the coding region probe-sets. As can be seen, less than 13% of the coding region probe-sets that we include in the analysis are more than 70% similar (all those that are 100% identical were excluded based on the information provided by Affymetrix). In addition, only a few (~2%) of the UTR probe-sets that we included in the analysis are more than 70% similar at the nucleotide level. Hence, cross hybridization is not expected to affect the UTR probe-sets more than it affects arrays for non-gene families. 
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