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come  

Pipeline design

Future consideration: Automated pipeline recommendation using a Machine Learning approach

Virus related tools benchmarking

Identify the most relevant HTS methods and tools 1) Identify relevant use-cases in the project consortium (e.g. virus detection, virus classification ...) 2) Identify the tools that seem relevant for the selected use-cases in our neutral study 3) Use Docker images of tools (either existing or created) for testing and results dissemination 4) Select datasets (artificial or natural) that meet test criteria 5) Share the benchmark result highlighting tools performance

Decision making

Propose the most appropriate pipeline depending on the use case for the user 1) Use performance comparison to make a recommendation a) Store relative performance metrics for each pipeline b) Access those metrics to be able to make a decision c) Update the performance metrics based on new tests and tools

2) Explain the recommendation to the users so that they make a final decision

Pipeline testing

Identify the most relevant combination of methods and tools 1) Identify relevant steps in HTS data analysis (e.g. reads cleaning, identification ...) 2) Create pipelines based on Docker images of the tools and test them 3) Compare the pipelines performance 4) The most suitable pipelines for each use case will be shared with project consortium in Docker images 5) Document the pipeline for users and developers
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