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Exploratory study to find predictive genomic biomarkers using liquid biopsy in
multiple myeloma

lida, Shinsuke
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This study aimed to elucidate genetic mutations related to sensitivity or
resistance to each drug and prognosis of the patients with multiple myeloma (MM). It was compared
using clinical samples derived from marrow plasma cells and those of cell free DNA(cfDNA) in
peripheral blood. As a result, various types of gene mutations and structural variants were
identified in cfDNA relevant to clinical features but not in marrow plasma cells. It suggests that
the genetic aberrations detected in cfDNA reflect those of other marrow sites from aspiration site
in addition to the extramedullary lesions, and they determines the prognosis of the patients in MM
especially with high-risk cytogenetic abnormalities. Further study is warranted to identify
c&&nically available gene mutations in cfDNA related to the drug resistance and patient prognosis in
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