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cells interaction with various immune elements Iin
their microenvironment play important role in
lymphoma growth and in response to therapy.
They are also relevant for the clinical symptoms
and various manifestations of the disease.
Evaluating RNA levels of large number of
cytokines/chemokines and their receptors in
tissue is now possible as a routine using next
generation sequencing (NGS). However, it is not
known if the tumor microenvironment is reflected
in peripheral blood cell-free RNA (cfRNA). Using
NGS, we evaluated the RNA levels of 36
cytokines/chemokines and their receptors in
tissue samples from patients with various types of
lymphoid neoplasms

AlM

We explored if peripheral blood cfRNA reflects tissue
RNA by establishing cytokines/chemokines and their
receptors signatures for various types of lymphoma,
first in tissue then we tested if using the same
signatures but with peripheral blood cfRNA levels we
can distinguish between various types of lymphoma in
the same fashion.

METHOD

RNA was extracted from tissue samples with confirmed
chronic lymphocytic leukemia (CLL) (184 ), diffuse large B-
cell ymphoma (DLBCL)(N=287), mantle cell ymphoma
(N=74), and T-cell lymphoma (No=276). In addition, RNA
from bone marrow samples with low level B-cell lymphoid
neoplasms not otherwise classified (N=750) was used for
this study. Peripheral blood cfRNA was extracted from 19
patients with DLBCL, 23 with mantle cell lymphoma, 39
with T-cell lymphoma, 16 patients with CLL and 361
patients with low level B-cell lymphoid neoplasm not
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CONCLUSIONS

- Tissue-based cytokine signatures of various types of lymphoma are unique but, in most cases, the
same signatures can be seen in peripheral blood cfRNA.
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otherwise classified. Cellular 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.

- Peripheral blood cfRNA reflects tissue microenvironment and can be used as an alternative to tissue.

- Systemic response to DLBCL makes it difficult to distinguish between DLBCL and T-cell ymphoma
using the signature established in tissue and a different cfRNA —based signature is needed.
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