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Abstract: As humans, plants harbour a microbiome, and as human microbiome, plants microbiome 

is essential for their health and fitness. Several components of this microbiome are able to increase 

crop’s yields and quality because of their ability to supply nutrients, phytohormones and protect 

them from pathogens. On the other hand, traditional farming usually uses chemicals to promote 

plant yields that are related to many negative effects to the environment and human’s health. As an 

alternative to agrochemicals, we can select beneficial members of the plants’ microbiome as plant 

probiotics, which can be applied in fields. Blueberries and blackberries are forest fruits broadly con-

sumed with high antioxidants content. Their production is increasing and the development of mi-

crobial probiotics for these crops is desirable. As a first step to select microbial probiotics for blue-

berry and blackberry plants, we analysed their microbiome using massive parallel sequencing. We 

collected DNA from the rhizosphere, roots and leaves of different plant samples from four different 

locations. Then, we analysed bacterial and fungal diversity through amplicon-based metagenomics. 

While fungal communities are very diverse, we found that blueberries and blackberries share a 

common bacteriome with some core taxa, such as Ellin329, Chitinophagaceae, Bradyrhizobiaceae, Sino-

bacteraceae and Rhodoplanes. Based on this, we are attempting to isolate core members of this micro-

biome to study their ecological roles in the plants and will be tested in future works for their ability 

to enhance yields and quality of these crops. Funding: This work was funded from the MINECO, 

under grant agreement PID2019-109960RB-100 and by by Junta de Castilla y León (Escalera de Ex-

celencia CLU-2018-04) co-funded by the P.O. FEDER of Castilla y León 2014–2020. 
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