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enome-wide DNA methylation profiling identifies primary central nervous system
lymphomas as a distinct entity from systemic diffuse large B-cell lymphomas
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Based on the notion that DNA methylation profiles better represent the
underlying biology of cells, we performed a 450K methylation analysis in a large series of PCNSL and
compared with that of systemic DLBCLs. Our results showed that PCNSL have distinct DNA methylation

profiles compared with systemic DLBCLs, while a subset of systemic DLBCL shared a similar
methylation profile with PCNSL, suggesting that PCNSL may have developed from those DLBCL that
acquired hypermethylation and higher affinity in CNS. We propose that PCNSL originates from mature B

cells outside CNS and belongs to a distinct lymphoma entity from the majority of systemic DLBCL.
This report was accepted for publication in Acta Neuropathologica (IF 12.213 2016/2017) (Accepted:
24 December 2016 / Published online: 5 January 2017).
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