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Figure S1. Composition of primate brain transcriptome. Shown in each bar are proportions of sequence reads that mapped within exons (green), intronic repeats (orange), introns (light orange), intergenic repeats (blue), mitochondrial DNA (purple), ncRNA (maroon), and intergenic regions (light blue). Sample names are indicated on the left of bars. The proportions are measured by counting the number of: (A) sequence reads mapped to unique and multiple (<100) locations in the genome (B) sequence reads mapped only to unique locations in the genome.
