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Supplementary Table S12: List of read numbers, fold changes, folding free energy, hairpin length of top novel miRNAs in the non-ischemic and ischemic NPCs.
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Figure S1: Distribution of reads (A, E), mappable reads (B, F) on of sequences miRNAs obtained by Ago2 RIP-seq from non-ischemic (A, B) and ischemic (E, F) NPCs. Distribution of mappable reads from RNA deep sequencing of non-ischemic NPCs. Length distribution of miRNA sequences from non-ischemic and ischemic NPCs (C, G). Small RNA reads with a length of 22 nt were the most abundant, then followed by 23 and 21 nt reads. The signaling pathways related to highly enriched Ago2-bound miRNAs in non-ischemic NPCs using Metacore and Targetscan algorithms (D).

Figure S2: Secondary structure predictions of highly expressed novel miRNAs using RNA-fold software.
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