
 

Figure S7 related to Figure 5: Gametocyte-specific genes are enriched for potential regulatory motifs.  Genes 

identified as gametocyte-specific identified in 3D7 were analyzed for DNA sequence motif enrichment within their 5’ and 

3’ UTRs (Elemento et al. 2007).  Known trans-regulatory factors or RNA-binding proteins previously demonstrated to 

interact with each enriched motif are noted in red. α (Campbell et al. 2010); β (Kafsack et al. 2014); γ (Cui et al. 2002) 
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