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• Fastp

• FastQC

• Spades

• Blast N & X

• Bowtie 2

• Krona
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Core_nt: 
used for BLAST

GenBank: 
3.9 1019 b

In-house 
« Phytovirus » 

base: 
3.7 108 bases

Selection of 
currated genomes

(Qbank)

Draw up a list of 
viruses suspected 
of being present

Confirm the 
presence and 

identity
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• Diversity of the approaches

• Passionate debates on the 
interpretation of the HTS results



Diversity of interpretation strategies in laboratories

Illumina 
RNASeq
1 million reads per sample

In-house data cleaning pipeline
Interpretation: suspicion from a 
200b sequence

Illumina 
RNASeq
2x25 millions reads per sample

Interpretation rules: 
- Threshold for the nb of reads
- Coverage > 80 %
- Identity > 85 %



PM7/151 & addendum: very valuable 
documents

No turn-key solution, setting up an 
HTS test remains puzzling

Variable interpretation practices

Still room for harmonization


