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Investigation of the interaction
between phages, bacteria and plants

State of the art Objectives
Bacteria-plant interactions span mutualistic to pathogenic,
impacting plant growth. Investigate phage-mediated gene transfer, its
Certain bacteria enhance plant growth through growth- impact, and horizontal transfer in plant-
promoting substances, nutrient uptake, and pathogen associated bacteria.
protection.’ Perform infection assays, metagenomic
Phages, bacterial viruses, crucially influence bacterial sequencing, gene expression analysis, and
dynamics.>? . . study DNA incorporation into plant genomes.
Presence of phage-like genes in plant genomes suggests a Examine evolutionary advantages, functional
potential link between phages and plants. implications on genetic and physiological
Phage DNA incorporation into plant genomes raises questions levels, and monitor plant growth parameters
about horizontal gene transfer and evolutionary implications. and transcriptome changes using RNA-Seq.
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RNA-seq: reveals the potential impact of

phage DNA integration on gene
expression in DAIF1.

Nanopore sequencing: Uncovering of bacterial
and/or phage DNA incorporation into plant
genomes > horizontal gene transfer?

Key findings from each stage contribute
to a better understanding of horizontal RNA-Seq: Plant molecular response = changes in
gene transfer from phages to the plant- P gene expression patterns induced by phage
associated bacterium DAIF1. infection?
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