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S5 Figure: The transcriptomic landscape of the human IGS in different cell lines. The human IGS with conserved regions (purple 
boxes) and Alu elements (green boxes) is shown at the top. The diagonal shaded region shows the position of the cdc27 pseudogene. 
Each cell line is separated by thick black lines. The black (plus strand) and red (minus strand) boxes represent CAGE tag signals. Long 
polyA(+) (green boxes) and polyA(-) (blue boxes) transcripts with FPKM value > 0.5 are shown. The arrowheads show the direction 
of transcription. Grey boxes represent polyA(+)and polyA(-) transcripts (depending on the lane the box is present in) with FPKM 
value < 1. The small RNA (< 200 bp) signals are shown as pink peaks with the scale (pink bracket on the left) representing the number 
of reads (negative values represent the reverse strand). The cell line is indicated to the left, although the CAGE stem cell data come 
from H9-hESC, not H1-hESC
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