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Main input files

Sequencing reads (FASTQ)

.fastq.gz (gzip compressed files)

Sample information (metadata table)

.tsv/.csv file

+

• Template file
• Mandatory fields: “sample name” and “fastq1” [and 

fastq2, if paired-end reads]). 

• 1 or 2 files per sample

• Maximum file size: 

• Online: 400 Mb

• Local: user-defined
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Settings| Quality Control

• Users can change software settings to fit the parameters to 
the experimental conditions.

Note: Settings are applicable to the whole account, but specific Settings can be 
applied for any sample / project later on. 

Before uploading new Samples, if needed:
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Settings| Quality Control

Documentation: https://insaflu.readthedocs.io/en/latest/bioinformatics_pipeline.html?highlight=settings#user-defined-parameters
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Settings| Quality Control

Documentation: https://insaflu.readthedocs.io/en/latest/bioinformatics_pipeline.html?highlight=settings#user-defined-parameters

Video tutorial
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Upload | Batch upload

Documentation: https://insaflu.readthedocs.io/en/latest/uploading_data.html#option-1-batch

Metadata.tsv
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Upload | Batch upload

Documentation: https://insaflu.readthedocs.io/en/latest/uploading_data.html#option-1-batch

Reads

R1 (R2)

. fastq.gz

1 or 2 files 
per sample
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First outputs| Quality Control

Number of reads
and size (post-QC)

“All Samples” QC 
statistics, software details

and metadata

More info

Documentation: https://insaflu.readthedocs.io/en/latest/routine_genomic_surveillance.html#a-go-to-samples-menu-and-check-the-reads-quality-reports-and-typing-data
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First results| Quality Control

Documentation: https://insaflu.readthedocs.io/en/latest/routine_genomic_surveillance.html#a-go-to-samples-menu-and-check-the-reads-quality-reports-and-typing-data
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Questions from chat


