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[ Abstract] Objective To observe and identify the microorganism isolated from diseased and dead Ctenogobius
gymnauchen cultured in seawater near the Daya Bay of south China sea. Methods  GDLAMI-1210 strain was isolated from
the diseased Cienogobius gymnauchen (Bleeker). We applied physiological and biochemical characteristics in the bacterial
classification. In order to confirm the results, we amplified a 1438 bp sequence of GDLAMI-1210’ s 16 S rRNA ( HM
362434 ) and compared with other sequence in GenBank, and followed by artificial infection. Results The GDLAMI-1210
strain was Gram-negative and in a shape of short rod with single polar flagellum. The homology analysis and phylogenetic
study showed that the 16 S rRNA sequence of GDLAMI-1210 has the highest similarity to Vibrio sp. espec Vibrio vulnificus,
showing 99% identity. Conclusions To our knowledge, this is the first report that the causative pathogen, Vibrio sp,
leads to the mortality of Ctenogobius gymnauchen (Bleeker) .
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Strains Strain abbreviation train preservation GeneBank accession
number number

V. splendidus V. splen LP1 AY129277

V. aestuarianus V. aestu KT0901 AF172840

V. chagasii V. chaga LMG13237 AJ490157

V. tapetis V. tapet CECT 4600 Y08430

V. orientalis V. orien ATCC33934T X74719

V. navarrensis V. navar CIP103381T X74715

V. wulnificus V. wulni ATCC27562T X56582

V. wulnificus V. wulni C7184 X76334

V. wulnificus V. wulni Vv34 EF546291

V. fluvialis V. fluvi NCTC11327T X76335

V. diazotrophicus V. diazo ATCC33466T X74701

V. hispanicus V. hispa LMG13211 AY254041

V. anguillarum V. angui ATCC 12964 (T) X16895

V. metschnikovil V. metsc NCTC11170 X74712

V. ordalii V. ordal ATCC33509T X74718

V. scophthalmi V. scoph CECT 4638 ; A089 U46579

V. pomeroyi V. pomer LMG20537T AJ491290

GDLAMI-1210 GDLAMI-1210 HM 362434
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Fig.1 Results of Gram staining of the isolated bacteria
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Fig.2 Ultrastructural characteristics of the

isolated bacteria
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Fig.3 Clustering analysis of the 16 S rRNA of the 4 strains
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