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1 = PBAC{3HPy+}Tiec098, inserted in predicted 3’UTR 
2 = PBAC{RB}Tiee03394, inserted in the second intron 

3 = PBAC{RB}Tiee02680, , inserted in the second intron 
4 = Df(3L)Exel2098, predicted to remove the entire tie coding region and no other gene 
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Bilak et al. Figure S5 
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w  Df e03394 w  Df e03394 w  Df e03394 
averages 1.000 0.398 1.732 1.000 3.444 0.573 1.000 0.000 0.026 
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