Raising awareness among plant virologists on the richness of their high-throughput sequencing data

Intro

Approach

Virologists typically compare high throughput sequencing data
with plant virus databases. But do they ever check the presence of
other possible pathogens or pests?

_@_ Let's organize an “RNA-seq community effort” to see what other
L/ plant pathogens we can find in existing datasets!
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Interpretation A/ \A

Presence of plant pathogens/pests was evaluated by taking into  Feedback through
account the number of reads, host plant and sample location questionnaire
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