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[bookmark: _GoBack][bookmark: OLE_LINK3][bookmark: OLE_LINK4][bookmark: OLE_LINK7][bookmark: OLE_LINK9][bookmark: OLE_LINK10]Supplemental Figure S2. Summary of pAs in MEFs identified by PA-seq. (A) Categories of genes with identified pAs based on RefSeq annotation. (B) Genomic location distribution of the identified pAs. (C) Genomic location distribution of tags in the identified pAs. (D) Distribution of nucleotide composition in the sequences around the identified pAs. (E) The canonical PAS motif, AATAAA, identified by analyzing the sequences from the upstream (-40 bp) of the pAs located in the intron, 3′ UTR, known pA, and extended 3′ UTR regions using MEME program, significant E-values were denoted. (F) Histogram of the number of protein-coding genes with different numbers of pAs. (G) Histogram of the number of non-coding genes with different numbers of pAs. (H) Fraction of genes with the minimum frequency of minor 3′ UTR isoforms exceeding given thresholds (0%, 5%, 15%, 20%, 25%, 30%, 35% 40%, and 45%). Frequencies of minor isoforms were calculated by excluding the top isoform (green bars) and the top two isoforms (orange bars). 
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