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Multiple Myeloma(MM) is a cancer of plasma cell, which are OGM revealed findings not found by FISH, which changes the OGM Analvsis of MYC and IGH OGM Whole Genome view
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Myeloma occurs in 1-4 per 100K people per year with a median survival had excellent concordance with FISH on CD138+ plasma cells. More
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prognosis, and therapy of MM. Recurring genetic abnormglltles_ln MM Hyperdiploidy was seen in 14 of the 29 cases(48%),4 of the 29 cases X . | |
Include structural variants (SVs, su_ch as rearrangements involving IGH (14%) had Hypodiploidy with -13,-14 and -22 being the most significant. In : 6 !
and MYC genes), copy number variants [CNVS, such as 1q+, del(17p), 7 of the 29 cases (24%), IGH or MYC rearrangements were seen by OGM s - - g5 [
del(13q)], hyperdiploidy (with gain of odd-number chromosomes), and not by FISH. FISH may not have revealed these rearrangements due N X ! h
hypodiploidy, and various gene mutations (such as mutations in the RAS to the limited loci tested. Some of the rearrangements seen by OGM s [N 0 i §3 n M
pathway, BRAF, FAM46C, DIS3, and TP53) [2]. include: MAFA::IGH, MYC::IGH, MAFB::IGH, MYC::IGL, and CCND3::IGH. 6 \ 02 M
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underwent CD138+ plasma cell isolation prior to FISH and OGM analysis. — T E
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46%(median 4%). Immunomagnetic isolation of CD138+ plasma cell was N
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Then FISH studies were performed according to the following MM FISH but no information of the gene partner. Figure 4: SV's called on OGM consisting of fusions involving MYC or b
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Figure 3: IGH gene can have over 150 fusion partners. Targeted * In-house OGM testing is preferred over sending out due to fragility

\ FISH analysis makes it difficult to determine various translocation of plasma cells during specimen transport.

Figure 1: CD138+ plasma cell Isolation: attach magnetic micro-beads partners involved in cancers. N | N
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magnetic column and labeled plasma cells are then eluded into final compared to karyotype (~30 _
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