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Figure S1. (A) Western blot of HEK293T cell lysate with anti p68 antibody. Total cell lysate from HEK293T cells was probed with p68 antibody which gave a single band showing the specificity of the p68 antibody. (B) – (F). Graphs showing the 249 multi exonic lncRNAs.  The lncRNAs are plotted with decreasing enrichment ratio.
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Figure S2. (A) Western blot confirmation of RIP with anti-p68 antibody, anti-SF2 antibody and anti-RPL7 antibody in HEK293T cell extracts. (B) Two p68 binding motifs were predicted in all 54 single exonic transcripts through online MEME Suite Version 4.11.422. (C) Semi-quantitative RT-PCR of selected transcripts in pull down fractions of pcDNA -LOC284454–S1 and empty pcDNA vector (control) respectively. The HEK293T cells were transfected with either empty pcDNA vector (control) or pcDNA-LOC282254-S1 construct. The pull down experiments was performed using streptavidin beads as described in Methods. 
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Figure S3. (A) ORF prediction analysis of LOC284454 shows no significant ORF within the LOC284454 transcript. The short frames are displayed by rectangles and their lengths are listed. Coding Potential of LOC284454 transcript was analysed by different online tools (B) Coding Potential Calculator (CPC) depicts the coding vs non-coding potential of a sequence with related to their ORF size. Output of CPC showing the less ORF coverage in LOC284454 RNA. (C) Phylogenetic Codon Substitution Frequencies (PhyloCSF) – Snapshot from UCSC browser shows the LOC284454 RNA and miRNA cluster region as non-coding region. PhyloCSF depicts the coding vs non-coding of a transcript with codon substitution frequency. The Raw PhyloCSF tracks in the image shows the PhyloCSF score for each codon in each of 6 frames. CSF score greater than 0 are likely to be protein coding whereas regions in the frame which are lesser than 0 are non-coding. PhyloCSF Power track shows the branch length score at each codon. (D) Coding Potential Assessment Tool (CPAT)-Output of CPAT online software labeled LOC284454 RNA as non-coding RNA. (E) PORTRAIT- evaluated for coding potential by a support vector machine (SVM) which comprises datasets with mRNAs and ncRNAs. PORTRAIT output for LOC284454 sequence shows the higher non-coding probability.
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Figure S4. (A) A screenshot of the UCSC genome browser shows the evolutionary conservation of LOC284454 and miR-23a~27a~24-2 cluster across species. The full length LOC284454 region was conserved only in primates whereas miR-23a~27a~24-2 cluster region is conserved across species. (B) The different subtypes of Alu repeats present in the LOC284454 transcript are shown. The green bars indicate the position of the Alu elements on LOC284454. (C) Predicted minimum free energy structure of the LOC284454 RNA using RNAfold36. The colour code shows the probability of base pairing. (D) LOC284454 promoter in Chromosome 19 region p13.13. A screenshot of the UCSC genome browser shows the evolutionary conservation of LOC284454 promoter region across species. The promoter region was conserved in primates but not in non-primate species. 
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Figure S5.  Representative western blots of Ddx5/p68 and GAPDH in breast cancer cell lines. Down panel shows the relative band intensity values of Ddx5/p68 after normalization with GAPDH. 
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Figure S6. qPCR validation of 18 selected genes from LOC284454 RNA loss of function datasets upon silencing LOC284454 RNA in HEK293T cells. (A) Up-regulated genes, (B) Down-regulated genes; all the gene expression were normalized with β-actin. (C and D).  qRT-PCR validation of selected up-regulated and down-regulated genes in breast cancer tumor and normal tissue cDNA samples and normalized with TBP.  The data are expressed as the mean ± S.D from three replicates. *- p-value < 0.05; **- p-value < 0.01; ***- p-value < 0.001; ****- p-value < 0.0001; NS- Non significant.   
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Figure S7. Ectopic expression of LOC284454 RNA in breast cancer cells. (A) MCF7 and (B) T47D cells were transfected with pcDNA-LOC284454 and extent of overexpression of LOC284454 transcript was determined by qPCR at different time points.  (C and D) qPCR validation of selected genes related to apoptotic pathway in MCF-7 and T47D cells after LOC284454 overexpression. Paired two-tailed t test, (*) = p-value < 0.05; (**) = p-value < 0.001, NS- Non significant.                                 
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