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1. the foundations of metagenomics for pathogen detection
2. the associated bioinformatics workflows, namely the one implemented in the

3. how to perform TELEVIR using metagenomic
sequencing data

4. how TELEVIR integrates multiple classification and validation steps to ensure
robust virus detection

5. key metrics to consider for validation and interpretation of viral detection
results (e.g. coverage, read support, consistency across classifiers)

6. how to conduct complementary analysis, like
including specific viruses or user-defined viral panels

7. practical examples illustrating real-world use cases of viral metagenomics detection
using TELEVIR
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Recommended material to explore further

Online tool: https://insaflu.insa.pt
Code: https://github.com/INSaFLU/INSaFLU

Local installation: https://qgithub.com/INSaFLU/docker

ELEVIR G,_ms.FLU

Documentation / Tutorial: https://insaflu.readthedocs.io/en/latest/

FAQs: https://insaflu.readthedocs.io/en/latest/

Contact: insaflu@insa.min-saude.pt
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Learning Portal

Online training resources - AURORAE COOC | ¢ intactious dispacas
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For a detailed demonstration of the whole INSaFLU-TELEVIR platform, please enroll the AURORAE Webinar
“Introduction to INSaFLU-TELEVIR" available at the ECDC Learning Portal

https://eva.ecdc.europa.eu/course/view.php?id=983

For more information about avian influenza genomic analyses, please enroll the AURORAE

Webinar “Avian influenza in human specimens — genomic analyses and experiences from the field”
available at the ECDC Learning Portal

https://learning.ecdc.europa.eu/course/view.php?id=1079
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