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INTRODUCTION
Since 1997, a new pathology occurred seasonally in new caledonian shrimp farms during the warm season. Diseased Litopenaeus stylirostris shrimp suffered
from a septicemic vibriosis which was attributed to V. nigripulchritudo. Until now, only three farms among 19 are affected by the so called “summer
syndrome"”. Because the New Caledonian shrimp production is also affected by another vibriosis, namely syndrome 93 occuring in this case during the cool
season (Goarant et al, 2004), the spreading of the summer syndrome to other shrimp farms would undoubtedly threaten the sustainable development of
~ | the New Caledonian shrimp industry. Preliminary studies based on a collection of V. nigripulchritudo strains have brought to light different virulence levels
Y| according to experimental infection (Goarant, 2005, 2006a); three virulence statuses were defined: highly pathogenic (HP), moderatly pathogenic (MP) and
non pathogenic (NP). The aim of this work was to genetically characterize virulent V. nigripulchritudo strains. Ina first step the genetic diversity
of a collection of V. nigripulchritudo strains was analyze by MLST (MultiLocus Sequence Typing): in a second step, genetic markers of virulence were
¥ identified by a Suppressive Subfractive Hybridization performed between the genomes of a HP strain and a genetically close, NP isolate : the distribution
of the screened SSH fragments was studied in a selection of both virulent (either HP or MP) and NP V. nigripulchritudo strains by macro-array. This

i W

Ii'“ i allowed us to determine more precisely which DNA fragments are constantly associated with the virulence and could possibly be part of the virulence

% determinants. Lastly, the discovery of a plasmid detected only in HP V. nigripulchritudo strains, leads to a discussion of the role of mobile genetic elements
in the emergence of pathogenicity in V. nigripulchritudo.
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pSFn1, a plasmid associated with virulence of V. nigripulchritudo (Reyh
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concerning the role of pSFnl genes in the sequences. We can speculate that some strains of transporter, O . inator, ORF3, 8, 12 and 13 encode conserved
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Conclusion:

In next future, these results would permit the development of relevant diagnostic tools that would prove useful for accurate epidemiological survey of the &

summer syndrome. Among the pSFnl ORFs identified and the fragments selected by macro-array, several could correspond fo virulence gene candidates,

however the cloning and sequencing of the entire gene followed by analyses of deletion mutants will be essential for the formal demonstration of the predicted,

or supposed, role of a candidate gene: gene knock out strategy will be performed in order to break down the virulence mechanisms “gene by gene”. Studying the [§
distribution of this particular plasmid pSFnl (or plasmid family) among the bacterial flora of the lagoon ecosystem could help to evaluate its relation to virulence

for marine invertebrates and thereby contribute to a better prospective study of virulence gene circuIaTion within this ecosystem. K
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