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Introduction

Next-generation sequencing (NGS)-based diagnostics have demonstrated clinical utility in
predicting survival benefits of targeted treatments in various cancer types. Tertiary analysis
is a critical component in NGS workflow but its efficiency and accuracy have remained as the
main challenges. Herein, we have developed Vela Analytics, a web-based software, that
automates NGS data interpretation and reporting to facilitate timely clinical decision-
making. Vela Analytics is compatible with any variant call format (VCF) file from any NGS
instrument or gene panel to provide clinically actionable insights. As an integral part of Vela
Oncology NGS workflow, it reports and interprets molecular information from OncoKey™ SL
60/525 Plus NGS Assays including single nucleotide variations (SNVs), insertions/deletions
(INDELs), copy number variations (CNVs), fusion genes, spliced variants, oncogenic
pathogens, microsatellite status as well as tumor mutation burden (TMB). Vela Analytics also
provides evidence-based variants categorization according to AMP/ASCO/CAP guidelines.
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Figure 1. Simplified Workflow of Vela Analytics Interpretation and Reporting
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* Vela Analytics Knowledge Base contains information derived from:
v FDA/EMA-approved drug labels
v NCCN/ESMO clinical practice guidelines
v' Open clinical trials globally sourced from ClinicalTrials.gov
v’ Peer-reviewed medical/scientific literature
v’ Key public biomedical databases such as COSMIC, ClinVar, LOVD
* FDA/EMA-approved therapies, NCCN/ESMO guidelines, clinical trials and published
literature are curated by a team with PhD in oncology.
« The Knowledge Base contains up-to-date and clinically actionable information with
monthly updates of FDA/EMA drug labels and clinical trials.
* The input sequencing file in the form of VCF from a third party panel or from the
sequencing results generated by Sentosa® SQ Reporter (Vela Diagnostics, Singapore).
* Two easy steps: upload a sequencing file with patient information and download the PDF
report in as fast as 1 minute.
* Examples of Vela Analytics results were generated from the sequencing data of FFPE
\ commercial reference standard (Horizon™ C3) and 14 FFPE clinical samples using th/e

OncoKey™ SL 60/525 Plus NGS Assays.
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Conclusion
Vela Analytics can accurately transform rich genomic profiling data into clinically insightful and actionable outcomes by using an expertly curated knowledge base and a robust variant processing pipeline. Additionally, it
identifies oncogenic pathogens to assess their association with cancer development, prognosis and treatment. Genomic findings and potential therapeutic options are comprehensively interpreted based on peer-reviewed
clinical and scientific publications. As a decision support platform, it provides a rapid and cost-effective solution to assist timely decision making, empowering precision medicine in healthcare.

Conflicts of Interest

The authors declare that there is no conflict of interest.

Correspondence: yingnan.yu@veladx

om, charlie.lee@veladx.com




