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TCR spike in panel detects the correct TCR iIn
an FFPE cell pellet arra

Transcriptomic characterization of y/0-derived subset
within T cell lymphoma cohort

Spatial resolution of TCRs in three melanoma samples

Abstract

As T cells mature, genes encoding T cell receptor (TCR) segments are _ o <o tissue control
somatically recombined to generate a diverse repertoire of receptors | S
specific to unique antigens. The resultant TCR diversity, and subsequent _
clonal expansion events, are critical in understanding the adaptive immune b At et A T i VAvi‘t:ﬁ?ﬁe”%; Z%'i'ggnpggg?s (n=68) were profiled
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to determine specific clonotypes and overall TCR diversity present in No TCR TRBV3-1+ e - Enrichmentof y/d TCR chains and depletion of
various tissues; however, nearly all fail to capture spatial orientation and ol a/B chains observed in a subset of samples
arrangement of T cells engaging with their microenvironment. Here, we l ‘ l ®

present an expanded TCR profiling panel for the GeoMx® Digital Spatial 0o W: 30(; o s 100%
Profiler (DSP) that can be combined with the GeoMx Cancer

Transcriptome Atlas (CTA) or Human Whole Transcriptome Atlas (WTA),

representing the first spatial assay for simultaneous quantification of all

functional TCR constant, variable and joining segments in situ. We
validated the performance of the TCR probe pool in inflamed tonsil and cell
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!oellet arrays_. We ne?(t used the GeoMx TCR SP'ke"” panel to characterize cell lymphoma cell line (CCRF-CEM) into an epithelial cell line demonstrated the
intra- and inter-patient TCR heterogeneity in a cohort of 68 T cell detection of known TCRs expressed by CCRF-CEM and high specificity (other TCRs not 1007 Pathology classification
lymphomas. T cell lymphomas are characterized by a dominant clone, detected with significant counts). 7 5- ®  Anaplastic large cell lymphoma
corresponding to the tumor, and a population of potentially tumor-targeting S —— § ol *  Diffuse large B cell lymphoma
i . . 5.01 %
T cells. Our results demonstrate the ability to link the spatial context of TRBV3-1 D NK/T-cell lymphoma, nasal type
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_ _ _ - « Detection of y/d TCR chains observed in two of the three melanomas along with
Detection of TRBV3-1 in a titrated T cell Iympho ma line shows counts are Samp|e_speciﬁc expanded variable chains 3 4 5 6 7 3 4 5 § 7
proportional to the number of T cells present. Counts of TRBV3-1 in a titrated cell log2(geoMean TCR control genes)

® . . . . -
GeoMx® DSP enables direct in situ expression profiling pellet array as percent of CCRF-CEM cells increases across ROIs 20, 50, 100, 200,

and 400uM in diameter. Cell numbers shown are approximate.

Correlation of TCR constant chains with TCR spike-in control genes. Circled samples

=61 Tpes | Sen menEiver — — — are enriched for gamma/delta constant chains and depleted for alpha/beta constant
: chains.
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