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SARS-COV-2 Variants (2020-2022 …)



Digital Genomic Epidemiology

Combine 4 main components required to 
produce a solution

• High-throughput genomics sequencing 
data (Viral Sequencing)

• Data Standardization (Systematic 
Literature Curation for Functional 
Annotations, Epidemiological Data)

• Data Integration (Genomics + 
Epidemiological + Contextual)

• Visualization (Interactive and 
informative)
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Summarized Surveillance Reports

Time Period of 
samples collected

Genomics data 
summarized and 
integrated with 

functional 
annotation and 
contextual data 

Summary of 
Lineages and 

Variants identified

Standardized 
epidemiological 

indicators 
integrated with 
genomics data



Data Integration & Standardization

• Workflow of integrating and 
standardizing different datasets and 
datatypes to produce the visualization 
ready files. 

• Poster Presented for details.



Application

• COVID-MVP is being integrated into VirusSeq Data Portal (Canada’s National SARS-CoV-
2 data hub) for research and data sharing.

• Available to BCCDC & PHAC/NML public health staff to integrate into national genomic 
surveillance capacity.

• Extending and ontologizing functional annotations and connecting with emerging 
mutations within CoVaRR-Net network. 
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