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• Online (also installable locally)

• Free (confidential accounts)

• User- and surveillance-oriented

• Compatible with main
sequencing technologies

• Multiple features and workflows



In summary

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

TELEVIR module for viral metagenomics detection
3. how to perform TELEVIR hypothesis-free viral detection 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 targeted viral searches/validations,

including specific viruses or user-defined viral panels
7. practical examples illustrating real-world use cases of viral metagenomics detection

using TELEVIR

During this webinar, we hope you have had opportunity to learn:



Recommended material to explore further

https://insaflu.insa.ptOnline tool: 

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

Code: https://github.com/INSaFLU/INSaFLU

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

INSaFLU-TELEVIR

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

Contact: insaflu@insa.min-saude.pt
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Recommended material to explore further

INSaFLU-TELEVIR

• 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

Online training resources - AURORAE
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Reusing this content

You are free: 
to share – to copy, distribute and transmit the work 
to remix – to adapt the work 

Under the following conditions; you must attribute the work in the manner specified by 
the author or licensor but not:

• in any way that suggests that they endorse you or your use of the work
• in any way that suggests you are author of the work.

This work is licensed under the Creative Commons (http://creativecommons.org)
Attribution 4.0 Generic license

The authors of this slide/page encourage educators, trainers, and 
professionals to include this slide within their documents and presentations 
for rightful attribution of their works and thus also allow it to be easily 
shared. (ECV1-29/9/11) 

Terms of usage (europa.eu)


