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Supplemental Figure S4. Genome wide analyses of A-to-l editing sites after ADAR1

KD.

(A) A-to-l editing ratios were significantly repressed after ADAR1 KD. Left, Venn diagrams
illustrate the unique and overlapped (numbers in blue) high confidence A-to-I editing sites
between WT (in grey) and ADAR1 KD (in pink) at different time points. Right, A-to-1 editing
ratios at overlapped editing sites of WT (black curve) and ADAR1 KD (red curve) were
decreased with ADAR1 KD (red curves shift to left).

(B) The genomic distribution of detected high confidence A-to-l editing sites. Left, about
26% A-to-| editing sites are located in RefSeq exons. Right, 68 A-to-| editing sites are
located in coding exons.
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(C-D) No significant expression change of SRP9 was detected, but A-to-1 editing at its
coding exon was altered upon differentiation to forebrain (C) or motor (D) neuron.
Histograms indicate gene expression (y axis in left), and lines with diamonds indicate A-to-

| editing ratios (y axis in right) under WT and ADAR1 KD conditions.
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