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million reads per sample and analyzed for quality metrics and detection of ALS-
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Workflow for cell-free RNA sequencing from urine (Right). Twenty-four urine . (‘ffR.NA Extractl_on Performance: The n!?lchDX platform demonstrated efﬂmgnt chNA reoov.ery.from both plasmq and urine. Ir_1 plasma, MlR.Neasy and QlAamp Plasma Kkits produced RNA ylelds_ below the
samples (four positive conditions analyzed in triplicate and 12 matched negative limit of detection, while Zymo and nRichDX generated measurable RNA, with nRichDX achieving 2-5x higher yields. The nRichDX Re.volu’.uon Plus System qlso prodycgd higher-quality CfRNA, including
controls) were processed using the nRichDX extraction method, selected based on measurable RIN values where other methods failed, enabling improved detection of ALS-associated cryptic introns. In urine, cfRNA yield increased proportionally with input volume, showing a clear
its superior performance in plasma cfRNA extraction. Extracted RNA was prepared linear relationship between 10 and 40 mL inputs. Samples with 5 mL input were below Qubit and TapeStation detection limits, whereas inputs =10 mL yielded robust and reproducible cfRNA recovery.
using three library construction methods: Takara SMART-Seq Total RNA, Thermo All samples were advanced to library preparation regardless of measured yield.
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sequenced to approximately 20 million reads per sample and analyzed for quality Library Preparation: All samples were successfully converted into sequencing libraries, including those with cfRNA levels below Qubit and TapeStation detection thresholds.

Qet”cs and detection of prostate cancer-associated transcripts. / Sequencing and Analysis: Post-sequencing quality control (QC) metrics were consistent across all samples and revealed no notable issues.

Sequencing Outcomes and Functional QC: All libraries were successfully sequenced, and post-sequencing QC metrics were comparable across all samples, including low-input specimens. In plasma,

n R I c h analysis of ALS-associated cryptic introns showed greater detection sensitivity with the Thermo Fisher lon AmpliSeq platform, although this may reflect differences in assay design and transcript
In collaboration with: ® coverage. In urine, functional QC demonstrated elevated expression of key prostate cancer biomarkers, including FOLH1 (PSMA), KLK3 (PSA), and AR. Expression of the mutant AR T877A transcript was

POWERING LIQUID BIOPSY also confirmed in spike-in samples with input volumes of 10 mL or greater.




	Slide 1

