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OVERVIEW DYNAMIC RANGE

Existing double-spun prostate cancer patient plasma selected from available set in
The Seer Proteograph platform affords a unique combination of our internal biorepository. A small set (n = 32, 16 per group) were selected as “high”

deep proteomic samp”ng and Study scalability 3 breakthrough or “low” grade based on several factors and under the consult of Dr. Ryan Kopp.
development for proteomic biomarker discovery studies.
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A proof-of-concept pilot study was initiated on 32 prostate cancer
plasma specimens retrospectively collected from patients with “Low-Grade” Study Arm, n =16 “High-Grade” Study Arm, n =16
high and low tumor grades.

While admittedly underpowered for biomarker discovery, this study
provided results motivating multiple scaled biomarker discovery
studies currently in progress.
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- Prostatic intraepithelial neoplasia - Gleason grade = 4+3 Measurement Depth in Plasma

» Age range 52-74 (avg. 66) » Age range 56-72 (avg. 67) Identified proteins spanned a wide dynamic range across the plasma proteome as
displayed with reference to normalized intensities from Keshishian et al.? The mean
rank of mapped proteins is displayed as a vertical line.

Proteins previously demonstrated as associated with prostate cancer based on the
- Open Targets (OT) Platform are colored according to their OT score. Points colored
o 1000/ ggmg.\:@% e = white mapped back to the plasma proteome reference but did not match the OT query.
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CURRENT WORK
Protein and Peptide Identification Rates and Variability

Protein group identifications per sample are displayed in the top left panel with an
average of 947 in high-grade and 960 in low-grade samples. Variation in protein

intensities for both groups is shown in the adjacent top right panel with median CV MRl g
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Peptide identifications per sample are displayed in the lower left panel with an average On-bead '

of 6960 in high-grade and 7047 in low-grade samples. Variation in peptide intensities digestion /l\ /l\ /R\ *

for both groups is shown in the adjacent lower right panel along with median CV.

PILOT CLINICAL CONTEXT SCALE UP
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0.50 0 —> WWWW Future work includes highly scaled studies in solid and liquid tumor indications
6 = |} AWV » Careful study contextualization based on clinical need.
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