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Supplementary Fig. 1 continued
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Supplementary Fig. 1 continued

V IMR32

MYCN-bound promoters associated genes up-regulated after MYCN
knockdown (<-1.5-fold, 9<0.05)

W IMR32

MYCN-bound enhancers associated genes down-regulated after MYCN
knockdown (>1.5-fold, q<0.05)
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