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Streptococcus infection or streptococcosis is the major disease of farmed Tilapia
in Thailand. The common causative agents of streptococcosis isolated from farmed
Tilapia in Thailand are Streptococcus iniae and Streptococcus agalactiae. S. iniae
causes meningoencephalitis and death in aquatic animal species and also has been
identified as an emerging human pathogen producing fulminant soft tissue infection.
This study was focused on S. inige in diagnosis, characteristics, pathogenesis and
molecular genetic. Ten (10) isolates of S. iniae were isolated from farmed Nile Tilapia

(Oreochromis niloticus) in Supanburi province, Kanchanaburi province and Prachinburi
| province of Thailand named SiniaeCU1-10. They were identified by both conventional
biochemical method and polymerase chain reaction (PCR) with primers specific to
lactate oxidase gene (IctO gene) of S. inige. Further more, the multiplex PCR were
developed for simultaneous detection and differentiation of S. iniae and S. agalactiae
since Nile Tilapia in Thailand usually infected by both species either alone or mixed
infection. The genomic DNA library of S. inige strain SiniaeCU1 was constructed by
using plasmid pUC118. The plasmid library was determined and analyzed the sequence
by whole genome random sequencing procedure. To date, approximately 198 clones of
plasmid genomic libraries have been randomly sequenced and subjected to homology
search by BLAST algorithm. The nucleotide sequences were classified into 17 broad
functional categories. Furthermore, we identified 12 potential virulence-related genes
including hemolysin streptolysin S, Phosphoglucomutase, M-like protein (simA), C5a
peptidase (scpl), Fibriogen binding prbtcin, and capsule operon. The results reveal that
genome analysis is a powerful method for identify of genes involved in virulence and
pathogenesis of S. iniae. The information obtained from this study can be applied for

study of virulence and pathogenesis of S. iniae.





