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BEe>  Cuscuta campestris — a plant parasite

» Cuscuta (dodders) is a genus of parasitic flowering plants,
represented with 9 species in Bulgaria

» (. campestris 1s an invasive species,
that has a wide range of hosts and
causes crop damage




-?EE? Smicronyx spp. — epiparasitic insects

= \Weevils of the genus Smicronyx are known to lay their eggs in stems
or inflorescences of Cuscuta, leading to formation of galls

= Galls have altered physiology, morphology and microbiome, relative
to the non-infected plant




-E‘EEE Alpha diversity

= Galls present a shift in the number and distribution of
MICroorganisms
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BEe> Beta diversity
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= Significant enrichment of
Gammaproteobacteria,
particularly members of
the genera Pantoea and
Serratia,
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Others
Repensiviricetes
Bacteroidia
Mollicutes
Betaproteobacteria
Sphingobacteriia
Glomeromycetes
Bacilli
Alphaproteobacteria
Actinomycetes

Gammaproteobacteria

Others

Sweet potato little leaf phytoplasma
Erwinia tracheiphila

Klebsiella pneumoniae
Pantoea vagans

Rhizophagus irregularis
Serratia fonticola
Acinetobacter baurmannii
Sphingobacteriaceae bacterium
Escherichia coli

Pantoea agglomerans



BEeS Functional annotation - KEGG, eggNOG, and CAZy
2026 enrichment of pathways
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BEe> Presence of phytopathogens
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BESS ) f human path
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-?532 Conclusions

1) Gall formation is accompanied by a shift in the endophytic
microbiome, with numerous taxa, associated with the weeuvil

vector

2) The shift in the microbiome possibly benefits the development of
the larvae by a shift in the metabolic features
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