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Separation, Identification, Acid—Resistent and Halotolerant Characterization of
Lactic acid bacteria from Shubat of Alashan Bactrian Camel
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2. College of Chemical & Material Engineering, Jiangnan University, Wuxi 214122, Jiangsu, China)
Abstract: In this study the traditional fermentational shubat of Alashan bactrian camel in Inner Mongolia was
used as an example, the Lactic acid bacterias were initially separated using the MRS medium, further purified
by flat scribing and identified by 16 StDNA sequence analysis.Then, their acid resistance, acid production
ability, optimum pH value and halotolerance etc. were studied.The results showed that separated and purified
three suspected dominant Lactic acid bacterias which divided into Lactobacillus and were Lactobacillus
plantarum strain KC28, Lactobacillus plantarum strain K25 and Lactobacillus sp. D1501, respectively. All
3 strains were gram—positive that possessed good acid resistance, moderate acid production performance and

halotolerance. The optimum pH value were 6.5.
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Fig.1 Electrophoresis of 16 S rDNA PCR products of three strains
of Lactobacillus
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LC318266.1 Uncultured Lactobacillus sp. gene for 168 ribo somal RNA partial sequence clone: SC18
LC318262.1 Uncultured Lactobacillus sp. gene for 168 ribo somal RNA partial sequence clone: SC1
1.C318200.1 Uncultured Lactobacillus sp. gene for 168 ribo somal RNA partial sequence clone: G22
LC318174.1 Uncultured Lactobacillus sp. gene for 16S ribo somal RNA partial sequence clone: F'53
MH105076.1 Lactobacillus plantarum strain HCD19-5 168 ribosomal RNA gene partial sequence
MH105076.1 Lactobacillus plantarum strain KGP PME01-07 168S ribosomal RNA gene partial sequence

MG654777.1 Lactobacillus acidophilus strain VDLBO2 168 ribosomal RNA gene partial sequence
EMG963284.1 Lactobacillus plantarum strain BOC8 168S ribosomal RNA gene partial sequence
|CP026743.1 Lactobacillus plantarum strain KC28 chromosome complete genume|

——CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(2)
L——(CP026743.1 Lactobacillus plantarum strain KC28 chromosome complete genome(2)

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(4)

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(5)

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(3)

CP026743.1 Lactobacillus plantarum strain KC28 chromosome complete genome(3)

CP026743.1 Lactobacillus plantarum strain KC28 chromosome complete genome(4)
CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome

CP026743.1 Lactobacillus plantarum strain KC28 chromosome complete genome(5)

B2 1 SIBFEHR 16 StDNA EE F BA4AZE R L it
Fig.2 Evolutionary tree by 16 SrDNA gene fragment of Lactobacillus No.1

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(2)

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(3)

KY584256.1 Lactobacillus plantarum strain AZZ 168 ribosomal RNA gene partial sequence
MH105076.1 Lactobacillus plantarum strain KGP PME01-07 168S ribosomal RNA gene partial sequence
LC318174.1 Uncultured Lactobacillus sp. gene for 168 ribo somal RNA partial sequence clone: F53
1L.C318262.1 Uncultured Lactobacillus sp. gene for 168 ribo somal RNA partial sequence clone: SC1
MF139133.1 Lactobacillus sp. strain 2010134 168 ribosomal RNA gene partial sequence

LC318266.1 Uncultured Lactobacillus sp. gene for 16S ribo somal RNA partial sequence clone: SC18

1.C318200.1 Uncultured Lactobacillus sp. gene for 168 ribo somal RNA partial sequence clone: G22

MH111552.1 Lactobacillus plantarum strain HCD19-5 168 ribosomal RNA gene partial sequence

KY584253.1 Lactobacillus plantarum strain AZZ7 16S ribosomal RNA gene partial sequence

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(5)

_ﬁCPOZOO%.l Lactobacillus plantarum strain K25 chromosome complete genome|

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(4)

3 2 SILEMTER 16 StDNA E & F B st v
Fig.3 Evolutionary tree by 16 SrDNA gene fragment of Lactobacillus No.2
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MH111552.1 Lactobacillus plantarum strain HCD19-5 16S ribosomal RNA gene partial sequence
MH105076.1 Lactobacillus plantarum strain KGP PMEQ1-07 168 ribosomal RNA gene partial sequence

CP028326.1 Lactobacillus sp. D1501 chromosome complete genome

M
=
p

LC318174.1 Uncultured Lactobacillus sp. gene for 16S ribosomal RNA partial sequence clone: F53
L.C318200.1 Uncultured Lactobacillus sp. gene for 168 ribo somal RNA partial sequence clone: G22
1.C318262.1 Uncultured Lactobacillus sp. gene for 168 ribo somal RNA partial sequence clone: SC1
LC318266.1 Uncultured Lactobacillus sp. gene for 16S ribo somal RNA partial sequence clone: SC18
MF139133.1 Lactobacillus sp. strain 2010134 168S ribosomal RNA gene partial sequence
MH212367.1 Bacterium strain COTG 331 168 ribosomal RNA gene partial sequence

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(2)

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(3)

CP028326.1 Lactobacillus sp. D1501 chromosome complete genome(5)

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome

CP028326.1 Lactobacillus sp. D1501 chromosome complete genome(4)

CP028326.1 Lactobacillus sp. D1501 chromosome complete genome(2)

CP028326.1 Lactobacillus sp. D1501 chromosome complete genome(3)

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(4)

CP020093.1 Lactobacillus plantarum strain K25 chromosome complete genome(5)

4 3 SIERITHERY 16 SrDNA EFE B E st (it
Fig.4 Evolutionary tree by 16 SrDNA gene fragment of Lactobacillus No.3
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Fig.5 Curve of growth curve of three strain of Lactobacillus
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Fig.6 Survival rate of three strains of Lactobacillus at different pH
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Fig.7 Acid production performance of three strains of

Lactobacillus
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Fig.8 Growth of three strains of Lactobacillus at different pH
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2.5 LR ] A TRt S 45 RIS BT )
ME T 3 #RFLER B TE 35.5 °C & BEfef o 1 Fn fef 0
1524 48 72 h 1) pH {E, 4554056 1 71k 2 PR

*2 IBEABEIEDARERESHN pHE
Table 2 The pH value of lactic acid bacteria fermented camel milk

at different time points

MEhS WA pH A 24 h 48 h 72 h
15 6.09 5.58 5.44 4.25
2% 6.09 5.54 5.50 4.25
3% 6.09 5.56 522 4.18

#3 IBEAEBDYARERESHN pH E
Table 3 The pH value of lactic acid bacteria fermented horse milk

at different time points

MiEhs VA pHE 24 h 48 h 72 h
1% 5.08 4.96 4.57 4.24
25 5.08 4.86 470 4.13
35 5.08 4.95 4.74 4.14
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