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In this study, we focused on the mechanism of IncRNA to IMiDs resistance in
multiple myeloma (MM). We identified 3 IncRNAs (XIST, OVAAL, LINC02397) that are up-regulated in
lenalidomide-sensitive MM cell lines using DNA microarray and GSEA. Moreover, MMRF-CoMMpass study
indicated that patients with XISTIowOVAALhigh LINC02937low expressions are a significantly shorter
overall survival (0S) in comparison to patients with XISThighOVAALIow LINC02937high expressions.
GSEA data also showed that the gene set “ ZHAN MULTIPLE MYELOMA MS UP” involved In the poor

prognosis of multiple myeloma was enriched. We demonstrate that one gene in the enriched gene set
contributed to lenalidomide resistance by the results of in vitro assays.
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