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Isolation and Identification of Predominant Microbes
from Kombucha and Phylogenic Analysis
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(1. Bie-Pharmaceutical Research Institution, Shanghai JIAO DA ONLLY CO., Ltd. Shanghai 200233, China; 2.
School of Public Health, Fudan University, Shanghai 200032, China)

Abstract: In this manuscript, , the predominant microbes were isolated from Kombucha by
different medium, 8.3 10° cfu/mL of yeasts and 1.4 107 cfu/mL of acetic bacteria were obtaned.
T here were 4 strains of yeasts and 2 strains of acetic bacteria through purified from different
colonies. By molecular identified and phylogenic analyzed, the isolate AC1 was identified as
Acetobacter senegalensis, AC2 as Gluconacetobacter saccharivoran, Y1 as Pichia
membranif aciens, Y2 as Pichia galeif ormis, Y3 as Dekkera anomala, Y4 as
Zygosaccharomyces bailii.
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Tab. 1 Molecular identification of strains isolated from Kom- Genbank

1

bucha

P. membranif aciens  P. galeif ormis
, Y1
P. membranif aciens 9%, Y2

9%

P. galeif ormis 99% |, , Y1

AC1 888

AC2 895

Y1 572
Y2 568
Y3 593
Y4 59

P. membranif aciens, Y2

A cetobacter seneg alensis HM228924

Gluconacetobacter sae
charivorans

P. galeif ormis , Y3 D.anomala

H M 228925 Y4  Z bailii ,

D. anomala 7. bailii

Pichia membranif aciens HM?212621

Pichia galeif ormis HM212622
Dekkera anomala HM212623

Zygosaccharomy-ces bailit HM212624 AC1
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