


 





Figure S3. 5’ coding region of the UBE3A gene and predicted splicing pattern of transcripts in iPSC-
derived neurons. A. Representative image of a Sashimi plot for the human cortex RNA-seq samples. B. 
Schematic representation of the number of UBE3A exon junctions found in the hES-derived NPC RNA-seq 
dataset. C. Splicing pattern of predicted UBE3A transcripts for the hES-derived NPC RNA-seq dataset. Splicing 
pattern and relative abundance of each isoform producing transcript were calculated as described in the legend 
to Figure 4. Putative initiation ATGs (arrows) and stop codons (asterisks) upstream of the initiation ATG are 
indicated for each predicted transcript. Solid arrows indicate the first possible translation site to produce a full 
length UBE3A isoform. Dashed arrows indicate downstream translation sites possible to produce full length 
UBE3A isoforms. D. Top: Consensus Kozak sequence  (modified from Wegrzyn et al., 2018). Bottom: alignment 
of the sequences surrounding the ATGs of human and mouse UBE3A isoforms with the consensus Kozak 
sequence.   
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