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INTRODUCTION METHODOLOGY

To characterize PWN IncRNAs that may mediate host-pathogen interactions we based our study In
the sequencing of PWN-IncRNA libraries from nematodes exposed to pine extracts from a
susceptible host, maritime pine (Pinus pinaster, PP), and a tolerant host - radiata pine (Pinus
radiata, PR) (Fig. 2).
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Figure 1. Representation of pine wilt disease
caused by the EU quarantine pinewood
nematode, Bursaphelenchus xylophilus. The
nematode is vectored by an insect which
transports the nematode to a new host
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RESULTS
Predicted PWN-lncRNAs

o ldentification of 925 novel PWN-lnhcRNAs, from which, 300 are being differentially expressed during the interaction with the host (fig. 3).
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IncRNAs are emerging players in host-pathogen interactions. Differentially expressed PWN IncRNAs are correlated with protein coding genes
Involved in biological and celular pathways. By exploring the regulatory roles of PWN-IncRNAs in PWD pathogenesis, will open potential
avenues for future research on how non-coding RNAs interact with the parasitism-related genes.
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