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INTRODUCTION

The combined effects of cytokines/chemokines
and their receptors are believed to play a
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various cytokines individually and correlated 10 markers MM Vs Normal 10 markers MM Vs CLL
with clinical behavior. We explored the

potential of establishing cytokine receptors

signatures.
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We used next generation sequencing (NGS)
and RNA quantification along with machine
learning algorithms to establish signatures
based on the levels of cytokine/chemokine and
their receptors that distinguish MM from other
lymphoid neoplasms.

METHOD

RNA was extracted from the bone marrow samples of
patients with MM (N=409), chronic lymphocytic
leukemia (CLL) (184), and bone marrow samples
without any molecular evidence of abnormalities
(N=430). RNA was also extracted from lymph nodes
with diffuse large B-cell lymphoma (DLBCL)(N=287).
cfRNA was extracted from cfRNA from the peripheral
blood of 430 normal individuals, 23 patients with MM,
19 patients with DLBCL, and 16 patients with CLL.
Tissue RNA and cfRNA were sequenced using 1600
gene targeted RNA next generation sequencing (NGS)
panel. Only 36 cytokines/chemokines and their
receptors are used in generating the models using
Bayesian algorithm and random forest. After
establishing these models in tissue, we tested them
using cfRNA.
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CONCLUSIONS

- Bone marrow microenvironment in multiple myeloma is unique and distinct from
other lymphoid neoplasms.

- MM cytokine signature is driven mainly by TNF pathway.
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- Peripheral blood cfRNA, in general, reflects bone marrow MM cytokine signature.
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