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Study profile on co-culture of synthetic microbial community
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Abstract : Co-culture of synthetic microbial community was a method of culturing two or more microorganisms together in a

culture container, Through the simulation of natural ecology,to build artificial microbial community, it could lead to an in-

crease in the accumulation of existing natural products,or trigger the expression of silenced biosynthesis pathways due to mi-

crobial crosstalk and chemical defense to produce new compounds. This review introduced the co-culture system and applica-

tion of synthetic microbial community , worth further studying and exploring.
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Table 1  Some co-cultured microbial combinations and important bioactive compounds induced by them
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Microorganism used . New compound .
Genre . Culture medium . . Reference
in the co-culture induced by co-culturing
20 W#-40 # Bacteri-  Actinokineospora sp. EG49& No- 5a,6,11a,12-tetrahydro[ 1,4 ] benzoxazino[ 3, 27
um-bacterium cardiopsis sp. RV163 Liquid medium 2-b][1,4]benzoxazine (13a)
Janthinopolyenemycins A
77145&7714 ’ 2
& 8 Solid medium Janthinopolyenemycins B 3
R
LRI K38&E33 L (-) -byssochlamic acid bisdiimide (1) 40
Fungus-fungus Liquid medium
Penicillium  pinophilum  FKI-
5653&  Trichoderma  harzianum Secopenicillide C 41

FKI-5655

Liquid medium
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Table 2 Successful application examples of different microbial co-culture combinations
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