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C.Vv. 222.9%) , band 5 Band L-g L-s Eg Es
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Fg 3 The PCRDGGE fingerprint and its patern of the V3 regon of
16S rDNA o the bacteria from the gadrointesind wal of Lut-
janus sebae and Ephippus orbis (1—12: ro. o the band)
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Tab.1 The rdative abundance o predoninant band in the PCR DGGE
fingerprint of the bacteria from the gagtrointestind wall of L utjanus sebae
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COMPARISON OF THE PREDOM INANT BACTERIAL COMM UNITY
STRUCTURE IN THE GASTROINTESTINAL WALL BETWEEN LUTIJANUS SEBAE
AND EPHIPPUS ORBIS BASED ON 16SrDNA PCR D GGE FINGERPRINT

ZHOU Zhi- Gang' ?, SHI Pengrdun? , YAO Bin? , HE Q- Xu? ,3J Yong-Quan® and DING Zhao- Kun?
(1. Marine Bidogy Lnditute d Shantou university , Shantou  515063;
2. Feed Ressarch Ingtitute d Chinese Academy d Agricultural Sciences, Bejing 100081 ;
3. Marine & Environ, Cdlege d Xiamen University, Xiamen 361005)

Abgract :The compari on of the predomi nant bacteria community gructure in the gagrointesing walls between Lutjanus sebae
(Cwier, 1816) and Ephippus orbis (Bloch, 1787) based on 16S rDNA PCR-DGGE fingerprint uing a cuture-independent
method was conducted in the pgper. The results showed that abundant bacteri um were planted in the gagtroi ntestina wallsof both
marine firfish Pecies, the dmilarity was above 50 % in the community structures in the gagtrointesina walls with the highest
dmilarity of 67 % in the bacterid conpostion between the intedind wall of Lutjanus sebae and that of Ephippus orbis, and the
wdls of the gomach and the integind in one fish shared the same nog predominant bacteria species, which might reflect the
same aquacuture environment and the diet fed for both firfish goecies. However , the difference o the richness and rd ative abun-
dance in the bacterium o the gagrointesind wals in both firfish gecies was a © observed from the DGGE fingerprint with the
results of richer bacterium o the gagrointesind wall in Ephippus orbis conpared to thet in Lutjanus sebae , which might due to
the different naturd living habits. The firg time of the egtablishment and conparion of the 16S rDNA-DGGE fingerprint in the
gadrointedind wal of marine firfish in present sudy do help to € ucidate the micrdflora gructure in the gagrointedind wal of
marine firfish.

Key wor ds:Lutjanus sebae; Ephippus orbis; 16S rDNA ; DGGE fingerprint



