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Infectious disease is the second leading cause of death for cancer patients with about 1/3
of cancer patients dying from an infection, not from cancer. Urinary tract infections (UTlIs)
are the most common outpatient infection and a persistent problem for cancer patients,
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however the gold standard technology for UTI diagnosis, culturing, misses about 1/3 of

. . . . . . BIOTIA-Dx DATABASE AND PIPELINE - diagnoses and requires many tests to identify the wide range of pathogens involved and
Sample collection and extraction De-identified left-over urine specimens were collected and processed SPECIFICITY BIOTIA-Dx ACCURACY IN CLINICAL SPECIMENS . . . . .
, Biotia—DX Urine Validation ROC Curve characterize drug resistance. Biotia developed and optimized an NGS-based urine assay
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under the IRB numbered ProO0038083 (Advarra). Midstream clean-catch urine specimens were preserved Classification providing a valuable tool for diagnosis and guided treatment. Such, precision infectious
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e oo Anderococcus spp.* Gardnerella vaginalis Saccharomyces cerevisice = We will expand our clinical validation for antimicrobial resistance (including gyrA, parC) and virulence factor
preparation kit. Libraries were quality checked for size and concentration using Tapestation 4200 and Enterobacter erogenes Mycoplasma genitalium | Rhodoturula musilaginosa < detection. Future studies are needed to collect clinical metadata, standard of care and disease management
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Single-end requ W“‘h i5 qnd i7 indexeS. Serratia marescensens ‘ Staphylococcus aureus ‘ Treponema pallidum* ‘ HSV-2%* developmenf.
=2 - P, L o
aoultella ornithinolytica’ Staphylococcus epidermidis Ureaplasma spp. HPV
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classification step. Organisms identified from coarse classification were filtered for identification quality

and the remaining candidates were sent to a fine classification step. Reads were aligned to curated 0.1 020304 05 0.6 0708 09 1
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