DAYZERO Direct-from-Blood Microbial Sequencing Assay
f" DIAGNOSTICS for Pathogen and Antibiotic Resistance Detection
in Bloodstream Infections

lan C. Herriott!, D. Kwon!?, Manoj Nairl, Matthew Turner!, Defne Surujon?, Emily Macleod?, Rachel Martin!, Cristina Rushton?, Alfred Wong?, Allison Brookhart!, Talia Hollowell!, Kaitlin Woodruffl,
Claire Zimmerman?, Linnea Sahlberg?!, Cabbel Maddux!, Mohamad R. Sater!, Miriam H. Huntley?!
IDay Zero Diagnostics - Boston (United States); “Ragon Institute of MGH, MIT and Harvard - Cambridge (United States)

Introduction Blinded Test Panel with CARB-X Demonstrates ID Capabilities
Bloodstream infections (BSIs) are a leading cause of morbidity and mortality that require As part of a test of Blood2Bac technology, 40 blinded bacterial strains were sent to DZD from the
rapid identification of the infecting pathogen to guide treatment. However, nearly all organization CARB-X. Strains were spiked into whole blood at 6-12 CFU/mL, processed with
available diagnostics for BSIs rely on blood culture and so are inherently slow, requiring 1-2 Blood2Bac + Keynome ID. Keynome ID correctly identified 39/40 strains from blood (97.5%). In each
days for bacterial growth. Achieving whole genome recovery of bacterial pathogens case, a single species ID call was made with no false positives. 1 sample did not pass threshold for a
directly from blood is challenging due to (1) low absolute abundance, with clinically qualified Keynome ID call. The sample was 1 of 10 designated as part of a more challenging set of
relevant loads of 1 CFU/mL and only 10s of femtograms of bacterial DNA; (2) low relative strains designated by CARB-X.

abundance, as human DNA outnumbers DNA in clinical blood samples by 8-9 orders of
magnitude; and (3) matrix challenges, as blood and blood collection containers contain
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