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Isolation and Identification of L ABfrom Naturally Fermented Congee
in Ordos Area of Inner Mongolia
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versity , Huhhot 010018, China)

Abgtract :L actic acid bacteria were i solated and identified from 6 samples of fermentation broth for
producing naturally fermented congee collected from different regions of Ordos area in Inner
Mongolia, and then the biological characteristicsof theseisolates wereinvestigated. A total of 18
lactic acid bacteria were isolated by incubatingin MRS culture medium at 15,30,45 . Based on
16S rRNA sequence analyss, al these isolates were identified as five species including
L actobacillus (L.) casei (8 strains) , L. plantarum (2 strains) , L. brevis(3strains), L.
fermentum (1 strains) and L. helveticus(4 strains). Results showed that L. casei was the
predominant bateriain the culture of acid -gruel. The strains isolated from incubation at 30
were a0 identified by physological and biochemical test and the result of identification was
congstent to the result of molecular method.
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Tab.1 The identification result of lactic acid bacteria of the naturally fermented conjee starter culture
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Fig.1 Phylogenetic tree of lactic acid bacteria



2 : 269

( 16.7%) , (
56%) , ( :
222 %) , (23]
[11] , 30
, ,Annamaria Ricciar- , 16S rRNA
dit*? 15 30 (
) 61 5%, )
23 1%, 45 ( ) , A Cor set-
80 %, , ti >
4
[13]
| ‘ [14] 6
- | Ebene[zli]r Saw Ma_nte , , 15 30 45 3
Wlsdor[Te] K0f|.A An1[(l)7€;t-Awua , M Kostinek, | , 16S rRNA
Fecht'™ ,Akinrele | , ' 30
[18]
i [19]
gari o) 18 , 15 7 ,30
bushera 6 45 5 ,
| - o (L casei) 8
ogl ' Halm (L. plantarum)2 (L. brevi)3
(L. fermentum) 1 ,
' (L. helveticus) 4 30
(References) :
[1] , . [J1. ,2003 ,24(5) :47 - 48.

WAN G Feng-ling ,L IU Ai-guo. Research on the Mimi fermented liquid[J]. Science and Technology of Food Industry, 2003,
24(5) :47 - 48. (in Chinese)

[2] , . * =27 IIM]. : ,1992:29 - 72.

[3] , . [J]. ,1990 ,6(1) :3- 14.

[ 4] Kandler O, Weiss N Bereys. Manual of Systematic Bactetiology[ M]. Batimore: Willianms & Wilkins, 1986:1047 -
1245.

[5] . [M]. : ,1999.

[6] , , . =27 IIM]. : ,1992.

[7] , . [M]. : ,2001:289 - 313.

[8]F , R . [M]. , . : ,1998:37 - 39.

[ 9] Mauro S, Diego M, Slvia C et al. Development of genus/ species specific PCR analysisfor identification of carnobacteri-
um strains[J]. Current Microbiology,2002 ,45:24 - 29.

[10] ) 16S rDNA [D]. : ,2005.

[11] , , . [3]. ,2007 ,28(11) :342 - 345.



270 29

WAN G Feng-ling, L1U Ai-guo, L1 Na, et al. Isolation and identification of propertiesof dominant biology lactic acid bac-
teriaform mimi fermented liquid[J]. Food Science,2007 ,28(11) :342 - 345. (in Chinese)

[12] Annamaria R, Eugenio P, Paolo P, et a. Phenotypic characterization of lactic acid bacteriafrom sourdoughsfor Altamura
bread produced in Apulia (Southern Italy) [J]. Food Microbiology ,2005 ,98:63 - 72.

[13] , , . [J]. ,2008 ,39(5) :106 - 109.

L1 Qi ,CHEN GJianjun L | Wen-peng. ldentification and selection of the dominant lactobacillusfrom Niandoubao made by
the waxy maize[J]. Journal of Northeast Agricultural University, 2008 ,39(5) :106 - 109. (in Chinese)

[14] Ebenezer SM, Esther SD, Wisdom KA A, et al. Antimicrobial interactionsof microbial speciesinvolved in thefermen-
tation of cassava dough into agbelima with particular reference to the inhibitory effect of lactic acid bacteria on enteric
pathogens[J]. Food Microbidogy,2003,89:41 - 50.

[15] Wisdom K A A, Francis EA , MogensJ, et a. Lactic acid fermentation of cassava dough into Agbelima[J]. Food Micro-
biology,1996 ,31:87 - 98.

[16] M Kostinek , | Specht. Characterisation and biochemical properties of predominant lactic acid bacteriafrom fermenting cas
sava for selection as starter cultures[J]. Food Microbiology ,2007 ,114:342 - 351.

[17] Akinrele |. Fermentation studies of maize during the preparation of traditional African starch-cake food[J]. i Food,
1970,21:619 - 625.

[18] InayaraCA L , RoseL M, Beatriz M B, et a. Lactic acid bacteria and yeasts associated with spontaneous fermentations
during the production of sour cassava starch in Brazil[J]. Food Microbiology,2005,105:213 - 219.

[19] F A Oguntoyinbo. ldentification and functional properties of dominant lactic acid bacteria isolated at different stages of
wlid state fermentation of cassava during traditional gari production[J]. World J Microbiol Biotechnal ,2007 ,23:1425 -
1432.

[20] CM B K Muyanja,J A Narvhus,J Treimo, et a. Ilation, characterisation and identification of lactic acid bacteriafrom
bushera:a Ugandan traditional fermented beverage[J]. Food Micraobio ogy,2003,80:201 - 210.

[21] Adegoke G, Babalola A K. Characteristics of microorganisms of importance in the fermentation of fufu and ogi , two Ni-
gerian foods[J]. Food Science,1988 ,46:1523 - 1526.

[22] Halm M, Lillie A, Srensen A , et al. Microbiological and aromatic characteristics of fermented maize dough from kenkey
production in Ghana Int[J]. Food Microbiology,1993,19:135 - 143.

[23] . - [M]. : ,2007.

[24] A Corsetti, PLavermicocca, M Morea, et al. Phenotypic and molecular identification and clustering of lactic acid bacteria
and yeasts from wheat (species Triticum durum and Triticum aestivum) sourdoughs of Southern Italy[J]. Food Micr obi-
oogy, 2001 ,64:95- 104.



