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INTRODUCTION KEY RESULTS: A CANCER SIGNAL FROM STAGE II, Ill, AND IV TNBC WAS DETECTED BY THE MCED TEST ACROSS CONCLUSIONS
O Triple-negative breast cancer (TNBC) is an SELF-REPORTED RACES/ETHNICITIES O The MCED test detected a cancer signal

agqgressive subtype that contributes to race-
> P across SRE groups for stage lI-IV TNBC

elated disparities in breast cancer outcomes? O For the 84 patients with TNBC in the third CCGA substudy (CCGAS), baseline characteristics of age, smoking Figure 1. Box plot of estimated TMeF across cancer stages and SRE groups among TNBC patients.
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O Blood-based multi-cancer early detection (MCED) (Table 1) | ' ° ° J £3 Other/Unre - -

| 10 vonieportec size before conclusions can be drawn

TedS;S are an emelrglrgjg techno(!lqu th_at r_“ahy hgﬁ . O The MCED test did not detect any stage | TNBC cases, potentially because early-stage breast - ° |

address race-related cancer disparities; the Galler cancers tend to shed less ctDNA than later-stage cancers? 10 o ° O The ctDNA abundance estimate, TMeF,

MCED test leverages methylation patterns in - T significantly varied by cancer stage but not

circulating tumor DNA (ctDNA) to help detect and Table 1. MCED cancer signal detection rate by cancer stage and SRE among TNBC patients. i l l l l J 4 4 J

diagnose cancers earlier —_— | —_— | : N . v by SRE group
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