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Genomic Characterization informs Infection Mechanisms

Vampirovibrio chlorellavorus - . Genome and Virulence Gene Variability
Identified Virulence Factor Genes:

Pathogen of Chlorella sp. Type IV Secretion System
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\Q\O Genome 2 56.41% 53.29% 54.82 %
v. Release 11. Attachment and formation cove rage

of secretion apparatus
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Metagenomic Tools to ID Novel Pests PROXIMETA
Proximity-Guided (Hi-C)
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Molecular Diagnostics Tool Development
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Challenges/Needs

* Narrow Host Ranges
* Limits extrapolation of knowledge to all production strains
* Implications for type and quantity of “model systems”

 Lack of Public Genomic Data/Repository for Pests and Pond Communities
* Needed to minimize redundancy and inform molecular tool development

* Fieldable/Cheap Molecular Diagnostics Tools
* Employ/Deploy Functional Omics Assays to Characterize M.O.l.

e Unknowns

* Extent of Diversity of Specific Pathogens
* Degradation and/or cross-reactivity of genetic probes
» Abiotic and Ecological Drivers of Pathogenicity/Susceptibility

* Viral pathogens?
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