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3.2 28S rDNA
) XSp  28S rDNA 5’
393 bp. GenBank 2
3 (FJ972004. N. girellae;
FJ972005: N. melleni; AY033939: B. lutjani;
FJ971969:B. rohdei; AY033941:B. seriolae)
3 (XGM: N. melleni; PDM: N.
melleni; XGJ:N. girellae)™™  28S rDNA
, XSp  FJ972004:.N. girellae
1 100% ; XGJ: N. girellae 99. 4%
a ,b. e ,as ,ah ,ph. , XGM:N. melleni PDM: N. melleni
ho. sm ot ’Ps. pe. s 99. 1%;  FJ972005: N. melleni
g e ¢ 97. 4%; 3 84. 3% ~
89. 5% ( 1, 2a),
’ ’ 28S rDNA C 2b)
; , (EF100538: Dactylogyrus sp. YY)
’ ’ ’ 9 2 . XSp
[236~ 411 pm (362 pm)] X  [246 ~ 405 um ’
(343 pm) |, . ;
19 288 rDNA (%)
XSp FJ97 XGI XGM PDM FJ97 FJo7 AY03 AY03
2004 2005 1969 3939 3941
XSp 100 99. 4 99.1 99.1 97. 4 89.5 88.7 84.3
FJ972004 . 000 99.4 99.1 99.1 97.4 89.5 88.7 84.3
XGJ . 006 0.006 99.7 99.7 99. 4 88.7 87.8 83.3
XGM .009 0. 009 0.003 99. 4 99.1 88. 4 87.5 83.0
PDM . 009 0. 009 0.003 0. 006 99.1 88.4 87.5 83. 0
FJ972005 . 026 0.026 0.006 0. 009 0. 009 89.5 88.7 85.2
FJ971969 . 105 0.105 0.113 0.116 0.116 0.105 98 87.5
AY033939 113 0.113 0.122 0.125 0.125 0.113 0.002 87.5
AY033941 . 157 0.157 0.167 0.170 0.170 0.148 0.125 0.125
3.3 ITS1 AY551326: N. girellae 99. 7%,
, XSp ITS1 AY551324:B. sargocentron 60. 2% (
427 bp, GenBank 2 1 3a, 2), ITS1 ( 3b)
(AY551323: N. melleni; AY551326: N. girel- , (AY551325; E. corona)
lae; AY551324 . B. sargocentron)  1TS1 4 , XSp
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28S rDNA, ITS1 and adults morphological identification
of Neobenedenia in cultured Pseudosciaena crocea
at Xiangshan Harbor

MIAO Liang', LI Mingyun', JIANG Jin', DING Wenchao', CHEN Jiong', SHI Yuhong'

(1. Key Laboratory of Ministry of Education for Applied Marine Biotechnology, Ningbo University, Ningbo 315211, China)

Abstract: In recent years, Neobenedenia has caused serious damage on cage-cultured fish at Xiangshan
Harbor, Zhejiang Province, China. The Neobenedenia adults (denoted by XSp) were collected from cul-
tured Pseudosciaena crocea. The XSp sequences of 28S coding region of rRNA gene (28S rDNA) and the
first internal transcribed spacer (ITS1) as well as morphology were studied for identification. The morpho-
logical characteristics showed that XSp belongs to Neobenedenia which was morphologically similar to
Neobenedenia melleni. In XSp, the length of 28S rDNA was 393 bp and ITS1 was 427 bp. In phylogenetic
analysis, Neobenedenia and Benedenia were split into two clades, and the XSp was in clade Neobenedenia.
The sequences identities of 28S rDNA and ITS1 were 84. 3% ~89. 5% and 60. 2% among XSp and Benede-
nia, respectively. With one exception of 97. 4%, the sequences identiteis of 28S rDNA and ITS1 among
XSp, N. melleni and N. girellae were above 99% , which indicated that they are the same species. The
results of two identification methods showed that the Neobenedenia at Xiangshan Harbor was N. melleni,
and supported the opinion in which Whittington & Horton (1996) proposed that N. melleni and N. girel-
lae were synonymy.
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