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Figure 3b 
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Figure 4a 
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Figure 5c (right panel) 
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Figure 6b 
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Figure 6e 
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Note: lanes 1-3 have been cropped from the presented figure. 
Lane 1: No-target siRNA + DMSO 
Lane 2: KCTD5 siRNA + DMSO 
Lane 3: CUL3 siRNA + DMSO 
Lanes 4-12 are as listed in the final figure (all are from cells 
treated with IBMX) 
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