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INTRODUCTION

MRD assessment In bone marrow (BM-MRD) s
one of the most relevant prognostic lactors in
multiple myeloma (MM). Nevertheless, MRD is an
established test In MM clinical trials but not In
routine practice and the use of less Invasive
methods empowered 10 monitor MRD In
peripheral blood (PB), could facililate ils
implementlation

AIM

Investigate new highly sensitive multimodal
methods lo assess PB-MRD in MM palients.

METHOD

This study recruited a total of 243 patients who
were on monitoring at the time of MRD
assessment in PETHEMA/GEM clinical trials and
in all of them BM-MRD was processed using
NGF.

In 83 patienls, PB-MRD was examined in cell-free
DNA (cfDNA) using CloneSight, a highly sensitive
(>10%) NGS method based on patient specific
multiplexed amplicon mini-panels covering
somalic mutations identified at diagnosis.

Two cases using PhasED-Seq as an
implementation with multiple somatic mutations In
Individual DNA fragments have also been
included 1o further improve the sensitivity of
ciDNA detection.

In all cases, PB-MRD was then evaluated using
BloodFlow, another high-sensitive method (107)
that combines immunomagnetic enrichment with
next-generation flow (NGF) cytomelry.
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