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Supplemental Figure 1. OncoPrints of the molecular alterations identified with the LYMFv1
targeted next-generation sequencing panel (52 B-cell lymphoma-relevant genes) and
fluorescence in situ hybridization for MYC for 47 patients with PCDLBCL-LT (1A) and 11 patients
with PCFCL-LC (1B). The majority of PCDLBCL-LT harbored a mutation in NFkB-related genes, i.e.
MYD88 (77%), CD79B (47%), and PIM1 (40%). Other recurrent alterations were loss of CDKN2A (62%)
or a rearrangement of MYC (17%). Cell-of-origin (COO) classification assigned the majority (75%) of
PCDLBCL-LT to the non-GCB subtype with the Hans algorithm and mostly to Ul (43%) or GCB (39%)
with the Lymph2Cx algorithm. The cohort of PCFCL-LC demonstrated frequent mutations in GNA13
(27%), CREBBP (27%), and EZH2 (27%). All PCFCL-LC cases were classified as GCB by both Hans
and Lymph2Cx. All PCFCL-LC patients were alive at last follow-up compared with only 45% of the
PCDLBCL-LT patients; 32% of the PCDLBCL-LT patients died disease-related and 23% died disease-
unrelated.

Abbreviations: COO, cell-of-origin; GCB, germinal center B-cell-like subtype; ABC, activated B-cell-like

subtype; Ul, unclassified/intermediate.



