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g/mL F g BE R R U A P Bl vk #E AT 43 B B 57 L
100 L., i 76 A 10058 K TR A9 B [ MRS 15 57 3 3R i,
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Table 1 The reference strains for constructing

phylogenetic tree
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Table 2 Identification results and distribution details of 83

lactic acid bacteria strains
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Lactobacillus brevis 8
. Lactobacillus brevis 10
WLS25 54617 26
Lactobacillus plantarum 16
Pediococcus pentosaceus 18
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Tabel 3 Physiological and biochemical characteristics of 9 lactic acid bacteria strains
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Table 4 Sugar fermentation characteristics of 9 lactic acid bacteria strains
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Fig. 1 Phylogenetic tree of 9 lactic acid bacteria strains
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Fig.2 Acid production curve of high—quality lactic acid

bacteria strains
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Fig. 3 Growth curves of three strains of lactic acid bacteria
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Analysis of community structure and screening of ex-
cellent lactic acid bacteria in three silages

LI Yan-fei', CHU Xiao-hui', WANG Wen*, YANG Shuang-shuang', MA Xiang-li'”’,

DUAN Xin-hui"?, SHAN Gui-lian"*
(1. College of Animal Science and Technology, Yunnan Agricultural University , Kunming 650201, China;
2. Yunnan Sheep Breeding Promotion Center , Kunming 655204, China ;3. Yunnan Institute of
Plateau Characteristic Agricultural Industry , Kunming 650201, China)

Abstract: [ Objective] In order to develop lactic acid bacteria preparation suitable for climate conditions in Kun-
ming, and promote the efficient development of local grassland animal husbandry. [ Method] Three silages, including
whole plant corn, alfalfa and orchardgrass, were used as experimental materials to screen excellent lactic acid bacteria
in this study, and 83 strains of natural lactic acid bacteria were obtained by subculture from them. [ Result] The mor-
phological characteristics and the construction of phylogenetic tree of 83 lactic acid bacteria strains showed as follows:
Lactobacillus plantrum was the most common lactic acid bacteria in Silages in Kunming, accounting for 50. 6% , fol-
lowed by Pediococcus pentosaceus and Lactobacillus brevis, accounting for 21. 7% respectively. Three high quality
lactic acid bacteria (B10,B16,C23) were selected from 83 strains according to their growth activity and acid produc-
tion ability. [ Conclusion] Physiological and biochemical characteristics and 16S rRNA sequencing analysis showed
that B10, B16 and C23 were L. brevis, L. plantarum and P. pentosaceus, respectively. The acid production rate and
growth rate from high to low was B16>C23>B10.

Key words: silage; lactic acid bacteria;morphological characteristics ; phylogenetic tree



