Chimpanzee IGS
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S14 Figure: Transcripts in the Chimpanzee IGS. Transcriptome assemblies were performed using stranded total (top half; orange colors) and unstranded polyA(+) (bottom half; green
colors) RNA-seq data from different tissues of chimpanzee. The first (dark orange boxes) and seventh (dark green boxes) rows represent the consensus transcripts obtained by merging
together the individual IGS transcripts (light orange/green boxes) from different tissues that are shown in the rows below the respective consensus rows. The names of the consensus
transcripts are indicated underneath them. Tissue source and replicate number are indicated to the left. The direction of transcription is indicated by the arrowheads. The scale above shows
the position in the chimpanzee rDNA IGS.
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