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Abstract: Synthetic microbial communities (SynComs) are artificial combinations of two or more different microorganisms with
known categorical status and definite functional characteristics. The Synthetized microbial communities play an important role in
promoting plant growth, nutrient absorption, and resistance to stress. Development history, construction basis and method of SynComs,
and the effects on promoting plant nutrient absorption, resistance to biological stress and alleviating continuous cropping obstacles of
SynComs were reviewed in this paper, in order to provide theoretical basis and technical support for the health of medicinal plant
rhizosphere soil and green and sustainable development of agriculture.
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Fig. 1 Development history of SynComs
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Fig. 2 “Bottom-up” technical flowchart for building a synthetic microbial community
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Kosakonia sacchari (Zhu) Gu P850 55 & . {5
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longibrachiatum Rifai F1 35 [QHE 5 Streptomyces
fradiae Waksman & Curtis 2 Fhit i 4 s ) e 77,
REW - HE R ULSSEERE Cylindrocarpon
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Penicillium Link =B FEAC, w872 B0 2 L
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