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Studies on the Intestinal Enzyme-Producing Microflora in
Typical Marine Finfish Scarus ovifrons Temminck et
Schlegel, 1846 at Sublayer of the South China Sea
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Abstract: The intestinal microflora in Scarus ovifrons Temminck et Schlegel, 1846 at sublayer of the South China Sea
were isolated and identified by 16S, 18S rDNA sequences as well as the neighbour-joining phylogenetic trees. And
the enzyme-producing microflora such as protein enzyme, mannanase, xylanase, cellulose enzyme, and amylase were
screened by selective culture medium. The results showed that 23 isolates of intestinal microflora were identified, in
which 14 isolates were the enzyme-producing microflora and mainly excreted protein enzyme and partly excreted
cellulose enzyme, mannanase and xylanase; the enzyme-producing microflora were mainly Bacillus sp. ; the isolate of
H-16, J-13 or Y-13G from the intestine of Scarus ovifrons Temminck et Schlegel, 1846 might represent new microflora
due to the less than 97% similarity after the blast of its 16S or 18S rDNA sequence. The results indicated that rich
enzyme-producing microflora existed in the intestine of the marine finfish Scarus ovifrons Temminck et Schlegel, 1846
at sublayer of the South China Sea.
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Table 1 The intestinal microflora and their excretion enzymes in Scarus ovifrons Temminck et Schlegel ,1846.

IR S KEFE & NCBI & F5 HRE  BAOE HEREE KRB S4EEH S
Microflora Identified microflora genus Similarity ~ Protein Mannanase  Xylanase Cellulose Amylase
order and accession number (%) enzyme enzyme
H-16 Arthrobacter oxydans (X83408.1) 96 vV - - - -
T-8 Bacillus thuringiensis ( EF638801.1) 99 - - - - v
J-20 Bacillus aquimaris ( AY505499.1 ) 99 - - - v -
X-3 Bacillus barbaricus ( AJ422145.1) 97 - - - - -
J-16 Bacillus megaterium (EF114346.1) 99 - - - v -
J-9 Bacillus megaterium ( DQ789400. 1) 100 A% - - - -
X-9 Bacillus megaterium (EF159149.1) 99 - - - - A4
J-11 Bacillus megaterium (EF522798.1) 100 - - - - -
H-9 Bacillus megaterium ( EF159149. 1) 99 vV - - - -
H-10 Bacillus megaterium (DQ660362. 1) 99 A% - - - -
C-4 Bacillus pumilus (DQ523500.1) 99 - - - - -
J-1 Bacillus pumilus ( EF178462.1) 100 - AV \Y% \Y% -
X-15 Bacillus subtilis ( EF423590. 1) 99 Vv - - - Vv
Bactllus subtilis strain BCRC
X =20 10058 ( DQ993674.1) 100 v v - v N
X-14 Bacterium str. ( AF227837.1) 99 - - - - -
H-7 Deinococcus sp. (DQ003317.1) 99 - - - - A%
C-10 Glacial ice bacterium ( AF479347) 99 - - - - A4
c-9 Kocuria palustris (AY881237.1) 99 - - - - A%
c-6 Micrococcus lylae ( AF057290) 99 - - - -
J-13 Vibrio vulnificus ( BAO00037.2) 9 - - - - -
Y-13 Clathrospora diplospora ( U43464.1) 96 - - - - -
Y-14 Cladosporium tenuissimum (DQ780941.1) 99 - - - - -
Y -5 Phoma glomerata ( AY293783.1) 99 - - - - -

BT R R LIS R B T R IR NIRRT RS R

Note : The mciroflora-producing enzymes included protein enzyme, mannanase, xylanase, cellulose enzyme and amylase.
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B 1 ZRERESHE & Scarus ovifrons Temminck et Schiegel, 1846 B EM R LR EH
Fig.1 The Neighbour-joining phylogenetic tree showing the relationship of 16,188 rDNA gene

sequences retrieved from the intestines of Scarus ovifrons Temminck et Schlegel, 1846
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