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successfully mapping at least 23 out of 60 potential HSA peptides per sample. Consequently,

Figure 5. The total HSA peptide alignment comparison between urine sample types. the platform demonstrated a sequence coverage rate exceeding 40% for the target protein.

Figure 4. The total HSA peptide alignments for all urine samples.

MATERIALS AND METHODS

Quantitative differences in peptide recovery were observed when comparing patient cohorts

. i _ (Figure 5). Positive dengue urine samples (n=4) generated an average of 578 total HSA
: : Normal Positive Positive Negative . : : . :

« Atotal of 8 urines were collected onsite at the Naval Health Research Center and tested on the peptide alignments. In contrast, normal control urines yielded an average of 772 alignments,
Fisherbrand Urine Analyzer for microalbumin concentration and A:C (albumin to creatinine) while negative dengue urines exhibited the highest density with an average of 1,256 total HSA
ratio. All samples were confirmed normal with an A:C ratio of less than 30 mg/g. - peptide alignments.
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« Barcoded peptide experiments were accomplished by mixing 3 different concentrations (0.5, exclusively in negative dengue specimens
1.0, and 2.0 uM) of purified HSA protein with a 1 yM mixture of the seven barcoded peptides '
before sequencing on the Quantum-Si Platinum Pro instrument.

* Four positive and four negative clinical dengue urine samples were prepared and sequenced CONCLUSION
using the Quantum-Si kits and Platinum Pro instrument.
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instrument and analyzed on the DAVID Bioinformatics tool” and jvenn® websites. positive Dengue urineé sampies. negative Dengue urine samples. Unique dengue biomarkers: Positive cohorts exhibited 36 unique urinary proteins involved in
interleukin-1 production, heme, and carbohydrate metabolism pathways (Figure 8).
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