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Supplementary Figure. Differences in primer design and the resulting PCR products for 
the gene Rps18. A. Primers in the current study are designed to pick up the first three exons and 
correspond to the longest splice variant of Rps18. B. Primers in the 2018 study were designed to 
pick up only the central exon, and may not have reflected the behavior of the longest splice 
variant.  


