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CTC Enrichment
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« Purity enhancement with IsoFlux NGS Kit .
« lllumina Workflow: enrichment with TruSight Tumor Panel NGS analySlS of bladder Samples
(24 genes), NGS on MiSeq PATIENT IDENTIFIER CANCERSTAGE | CTC COUNT | CTC PURITY | SOMATIC VARIANTS DETECTED NGS on clinical samples: Bladder
- lonTorrent Workflow: enrichment with Ampliseq Cancer Healthy Healthy 0 0% N/D cancer samples (N=4 neoadjuvant, N=4
Healthy Healthy 0 0% N/D metastatic) were enriched for CTCs,
HOtSpOt V? (50 genes), NG.S on If)nTorrent PGM Healthy Healthy 0 0% N/D lysed, amplified, and sent through the
- Variant filtering and annotation using VarSeq :Fi;'thf — : HE:!“W t fﬂ 1%1 ngﬁz NGS analysis workflow (lonTorrent).
= 1lMmo 1ollow up epadjuvan . . .
N18 - 1mo follow up Neoadjuvant 100 19% PDGFRA SOTatIC variants were detected I,n 4/8
N22* Neoadjuvant 20 12% N/D (50%) of samples. Mean CTC purity was
N22 - 1 mo follow up* Neoadjuvant 21 8% EGFR 13%, and 86% of samples had >5% CTC
M9 Metastatic 154 25% JAK2 purity (target threshold for NGS
M10 Metastatic 34 4% N/D analysis).
M12* Metastatic 11 15% N/D
M13* Metastatic 8 N/D N/D
Positive control #1 (80 MDA-MB-231 spike in sample) Positive Control N/D N/D KRAS, BRAF, TP53
Positive control #2 (80 MDA-MB-231 spike in sample) Positive Control 60 8% KRAS, BRAF, TP53
Mean CTC Purity 13%
% Samples > 5% Purity 86%
% of Samples with Somatic Mutation Detected 50%
. UCSE Genome Core « The IsoFlux System provides a platform for performing NGS analysis on blood biopsy samples in oncology
. Thermo Fisher Scientific e Multiple capture antibodies enhances CTC recovery, and IsoFlux NGS Kit enhances CTC purity
- Moffitt Cancer Center « NGS workflow has been developed and validated to produce high-confidence somatic variants, with good
- UCLA alignment between multiple sites, NGS platforms, and cancer-specific NGS panels
i i i o IsoFlux currently being used in numerous translational studies to monitor patients and profile tumor cells
All patients who contributed samples to these studies . .
using NGS analysis




