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Supplemental figure S2
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Supplemental figure S3
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Supplemental figure S4
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Supplemental figure S5
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Supplemental figure S6
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Supplemental figure S7
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Supplemental figure S8
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Supplemental figure S9
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Supplemental figure S10
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Supplemental figure S11
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Uncropped western blot membranes

Used for Fig. 4B
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Uncropped western blot membranes




Uncropped western blot membranes

Used for Fig. 4E
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Uncropped western blot membranes

SU-DHL-5, 10 uL loaded

Used for Fig. 4E
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Uncropped western blot membranes




