Text S1. Uncorrelated oligoarray/RNA-Seq transcript expression.

Among the 285 most-expressed transcripts on oligoarray (mean expression level above 20,000), only 126 are validated highly expressed (VHE) transcripts and 54 were not supported at all by RNA-Seq (Fig. S6, Table S1). The lack of saturation for RNA-Seq could partially explain this observation, as more in-depth sequencing can provide a better correlation with oligoarray data [40,68]. However, a detailed analysis of the 54 transcripts not supported by RNA-Seq revealed that 35 of them correspond to genes with predicted alternative transcripts, of which at least one presents a strong expression by RNA-Seq (Table S1). For other transcripts without support in RNA-Seq data, most have a very close paralog exhibiting high expression level. Altogether, this supports the idea that probe-related aspecific hybridizations occur on oligoarrays for highly similar transcripts and account for the observed differences. 

