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Fig.1 Characteristics of main residual bacteria colonies
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Fig.2 Gram staining of main residual bacteria
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Tab.1 Morphological characteristics of main residual bacteria

WikgS F2RR G MEIBIR AT WRES WERSE BEK/N REDLE RIBIR M5Bk BERE BURE WK
H4 G- BRI ¥ B M /N x e T G REH R
1421 G- FFIA 7 257 RH# Ak A Jei I J T 33 0
143 G- FFE % 521 7% L /N H JRERR T N &Y JREPR
1532 G+ BORATE EPR A x H UKL & fiw AEW ik
K4 G+ HLFF I A 7% R x x UKL & W AER
143 G- FF x [ SEE) 4 H eI ST iR ED bk
M52 G- BRT X )7 R BN H e T iRy AEN bk
F2 FEEREAMN K ELR
Tab.2 Identification results of main residual bacteria
s i Wk A4 PR L& By B bp AR % BTN B %
1 143 Shewanella sp. HIRAEE JQ716233. 1 1413 99 21.15
2 M52 Acinetobacter sp. NI R FR773879. 1 1402 99 21.15
3 1532 Kurthia sp. PEARRICH TS JQ398850. 1 977 98 17.31
4 H4 Myroides pelagicus MR HRE AB681811. 1 1407 99 17.31
5 K4 Bacillus cereus U AE 2 ALAT T JN859045. 1 1425 99 9.62
6 1421 Enterobacter sp. 7EaEN JF799886. 1 1374 99 9.62
7 143 Proteus penneri % VB TEAT JN092595. 1 1420 99 3.85

HI 3K 2 AT, 43 B B 40 TR 7 91 5 Genbank
TR A0 Y [R) PR IR 5] 99% |, fie 24 13X S 4 A
G390 R« A BB B S ( Shewanella sp. ) AN ShFT &
(Acinetobacter sp. ) \FEFR: [NAT T & ( Kurthia sp. ) |1
FERF T (Myroides pelagicus) M&EFEZF AT I ( Bacil-
lus cereus) JFT )& ( Enterobacter sp. ) 32 AR TEFT

B ( Proteus penneri) %5 , 8% H 7£ 5% B4 4 H BT o LG 451
SR 21.15% (11 #k) 21.15% (11 #k) \17.31%
(9 BE) \17.31% (9 #£) .9.62% (5 ¥£) .9.62% (5
) 3.85% (2 #%). HULPT UL, % LR FJE A ShiAT
A S b o el £ rp 2L A A P AN T
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Separation and 16S rDNA Identification of Main Residual
Bacteria from Baked Abalone
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Abstract; In order to control the main residual bacterial population of baked abalone, the streak plate

separating technology was used to isolate the primary residual bacterial floras. And the main bacteria were

identified according to the colony morphology observation, gram staining, and 16S rDNA sequence align-

ment. The result indicated that the primary residual bacteria in baked abalone were Shewanella sp. ,

Acinetobacter sp. , Kurthia sp. , Myroides pelagicus ,

and so on.

Bacillus cereus ,

Enterobacter sp. , Proteus penner,

Key words: baked abalone; residual bacteria; 16S rDNA ; identification





