Comprehensive analysis reveals conserved prophages across
Pseudomonas syringae species complex

Prasanna Joglekar @, Neha Potnis ©, Carolee Bull ¢, Alejandra Huerta?

a - Dept. of Entomology and Plant Pathology, North Carolina State University, b - Dept of Entomology and Plant Pathology, Auburn University, Auburn, Alabama, USA,
c - Dept of Plant Pathology and Environmental Microbiology, The Pennsylvania State University, University Park, PA, USA

Results
Summary of prophage prediction tools

Background
 The Pseudomonas syringae species complex (PSSC) includes over
fifteen species and more than 60 pathovars, infecting a wide range
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Figure 1: PSSC phage isolation attempts from 60 soil and tissue samples U —— —1 {—1 — — — ——— —_ -

Diversity of TerL proteins in PSSC
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We hypothesized that the presence of prophages,
prophage-like elements, and bacterial defense
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1. Benchmark prophage prediction tools (PHASTEST, PhiSpy, VIBRANT)
using 15 publicly available PSSC type strains
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2. Predict prophages in 439 PSSC genomes sequenced in this project
and characterize their diversity using Terminase large subunit gene and
hierarchical protein clustering
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Figure 2: Optimization of phage prediction tools using 15 PSCC type strains
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Largest cluster with 400 prophage
members conserved in 398 different
PSSC bacterial genomes

Conclusions
. 1421 prophages were identified across PSSC genomes.

. Prophages found in PSSC genomes contained all three types of
packaging mechanisms.

. Hierarchical protein clustering showed presence of 65 conserved Acknowledgements: We would like to thank Huerta lab members for their contributions
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