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Figure S5. Function inference of MALAT1 via the CCN of T47D. (A) GSEA of RNAs in T47D_6h_2C12 cell to 
RNAs affected by MALAT1 knock out (KO). The top 10 functional terms from the (B) biological process of GO 
(GO_BP) and (C) REACTOME pathways enriched by RNAs in the CCN of T47D_6h_2C12 cell, as determined 
by the hypergeometric test. The interested terms are colored in blue. 


