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Expression of Somatostatin Receptor subtype 2 (SSTR?2) is observed in multiple cancers where its role as a 5 : RO e > = colorecta ;?(bpliilszsnem Jataor stz and
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assay to analyze circulating tumor cells (CTCs) for expression of SSTR2 using the RareCyte platform.
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After AccuCyte® processing, an unbiased density-based method for collecting and transferring nucleated cells N l l l % _ _
from whole blood to slides, we stained for SSTR2, CD45, and CK/EpCAM to identify CTCs (CK+, EpCAM+, Sl 1000 = 10003 . . :
CD45-), and quantitate SSTR2 expression. Three SSTR2 clones were tested to determine which one provided 10- 10- — - ; aa?...- [ e
the optimal signal to background ratio (S:B). The preferred clone was titrated to establish the optimal : : = - . % - f.,.& %L
concentration for the assay. Synaptophysin (SYP) testing had previously been optimized on this platform. p  100= - n 10073 'f'%?- :%
Slides were imaged with CyteFinder®, an automated multiparameter immunofluorescent (IF) microscopy . . g - . "%T 7 ; o
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staining slides. Preliminary positivity threshold (95) indicated by gold dashed line. Whiskers span 5 — 95 percentiles for Figure 5. Validation of SSTR2/SYP Assay with Clinical Samples o | o
all graphs. (A) SSTR2 MFI of CTCs from each patient. Median SSTR2 MFI for each patient indicated by copper dashed lines. SSTR2 preliminary
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Table 2. List of cell lines used as model CTCs and their expected SSTR2 expression.

Figure 1. RareCyte platform workflow. Blood is collected into AccuCyte Blood Collection Tubes (BCTs). Nucleated blood cells are processed to slides
using the AccuCyte Sample Preparation System. Slides are stained with assay-specific RareCyte staining kits. Slides are scanned using the CyteFinder
Instrument and images are analyzed using CyteMapper software and analysis tools. Cells are analyzed by a trained reviewer, and cell biomarker status is S toX Sytox CK/ EpCAM CD45 SSTR2
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RESULTS

The assay’s performance metrics for SSTR2 expression were: 93% accuracy, 85% sensitivity, and 100% 2
specificity. A small cohort of patient blood samples were tested using the assay. The percentage of SSTR2- 5
positive CTCs ranged from 0-60%, reflective of tumor heterogeneuity. 3
Biomarker Antibody Clone Median Positive MFI Median Negative MFI S:B QI:
UMB1 1923.3 213.9 9.0 ;
SSTR2 1C3 1831.1 581.9 3.1
402038 1337.0 53.5 25.0
Table 1. Median MFI of positive and negative spike-in cells and signal to background (S:B) of each antibody clone
tested for SSTR2 detection. Copper border indicates the clone with the optimal S:B. -
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IMR-32 HAP1 IMR-32 HAP1 IMR-32 HAP1 .+ SSTR2 and SYP expression within and between patient samples exemplifies tumor heterogeneity
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