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Figure S1 - Seq. logos of 29 Dros. Transcription factors 
The predicted binding site models of 29 Drosophila Cys2His2 ZF transcription factors are shown 
as sequences logos. 
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Figure S2 – Number of predicted direct targets 
The number of predicted targets genes is shown for each transcription factor. A gene is 
considered to be a direct target of the factor if its 2Kb promoter region contain at least two 
significant putative binding sites (Bonferroni corrected p-value ≤ 0.05) 
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