VALUTAZIONE COMPARATIVA DEI PANNELLI NGS TARGETED E
DEGLI ALGORITMI PER UNA STRATIFICAZIONE MOLECOLARE

OTTIMALE DEI DLBCL NELLA PRATICA CLINICA

D. Gallucci, M. C. Vegliante, G. Gargano, A. Ferri, L. Pasini, S. Lonardi, G. Mandelli, D.
Medicina, P. Balzarini, V. Pellegrini, W. Vermi, C. Re, P. Bossini, A. Sanzogni, E. Albertini,
A. Tucci, A. Re, M. Pizzi, A. Di Napoli, F. Cordero, L. Lorenzi, S. Ciavarella.
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Algorithms are based on WES,
that is not feasible in clinical practice

1 o 02
Fliemze) i o 7 =o 2026



S \ ><|>< CONGRESSO
§ : NAZIONALE "
¥ SIES2026 e LU

Predictive value of targeted NGS in molecular classification of DLBCL
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Can we apply NGS targeted panels to
routinary classify DLBCL?
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Methodological workflow
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Do the targeted panels agre with the ‘gold standard’?
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Do the targeted panels agree with the ‘gold standard’?
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Do the targeted panels agree with the ‘gold standard’?
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Do the targeted panels agree with the ‘gold standard’?
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Conclusion and future directions

NGS targeted panels (54/73/60 genes) struggle to perform with WES-based
algorithms (i.e Lymphgen).

Targeted panels perform poorly in specific categories (e.g : BN2 or ST2 subtypes).

NGS targeted panels (54/73/60 genes) perform better with targeted-based
algorithms (i.e Lymphplex, Guidance-SA, DLBclass).

Refinements of NGS targeted panels is needed to improve DLBCLs molecular
subtyping in clinical practice.
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