
Interpretation
Presence of plant pathogens/pests was evaluated by taking into
account the number of reads, host plant and sample location
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?
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
plant pathogens we can find in existing datasets!
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Analysis 1
Meta-assembly (rnaSPAdes), best hit 
taxomic classification of contigs using
diamond blastx against Uniprot

Analysis 2
Kraken2 taxonomic classification
of reads against non-redundant 
Nucleotide BLAST database

Taxonomic
composition
of nucleotide 
reads

rough rRNA composition
per organism category

Mapping of reads against
SILVA rRNA database

Selected RNA-seq datasets

INTERPRETATION & FEEDBACK

Feedback through
questionnaire
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15 participants
101 RNA-seq datasets

rRNA depletion 
during library prep
influences both the
amount and the
composition of rRNA.
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rRNA COMPOSITION

IN DEPTH ANALYSIS AND INTERPRETATION

FEEDBACK

37 datasets selected
for further analysis

No rRNA  depletion
rRNA depletion

37 selected datasets

Bacteria
Fungi

Oomycetes
Insects

Mites
Nematodes

Phytoplasmas

26/37 datasets are 
likely to contain non-
viral plant pathogens. 

presence of plant pathogen is:
Not plausible
Plausible
Very plausible

Fungal pathogens, 
insect pests and mites
are most observed.

All participants are interested to use
these techniques in the future.

Beginner

Intermediate

Expert

Bioinformatics
level

Previous use

Future use

Previous use

Future use

Previous use

Future use

usage of similar techniques:
No
Maybe
Yes

6/15 participants found pathogens
they were unaware of.


