Supplementary Figures
[bookmark: _GoBack]Supplementary Figure S1: Identified novel lncRNAs relative frequency across the chromosomes based on clusters generated by hierarchal clustering.
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Supplementary Figure S2: Heatmap of significantly expressed novel lncRNAs in a separate RNA-Seq dataset. 1051 of 1264 were found to be expressed. The cell-lines with a t(14;16) clustered together. The dataset consisted 12 MM cell-lines.
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