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ln this study, which is part of the joint project "Chemical Communication in the Rhizosphere·, 
19 parental lines of the model plant species A. thaliana were cultivated in pots under 
controlled phytochamber conditions in two different soils. When the plants had reached an 
early flowering stage rhizosphere soil and bulk soil were collected for DNA extraction. 
Afterwards the genomic DNA of the rhizosphere of the 19 parental lines was analyzed for 
potential bacterial communities by paired end !Ilumina 165 rDNA sequencing. 

We found that the main driver of the rhizosphere bacterial communities was the soil origin. 
Furthermore the presence of plants on the soil as well as the accession type had an influence 
on the rhizosphere bacterial community dueto the release of root exudates. Those 
differences where significant in relative abundance and richness. ln addition we identified a 
dominance of the Alphaproteobacteria in the rhizosphere among the parental lines. 

Further investigation, including sequencing of the rhizosphere fungai community via paired 
end !Ilumina sequencing targeting the IT52 region, will aim to elucidate the selection effect of 
A. thaliana accessions on fungai taxa. 

118 Effect of plant domestication on the rhizosphere microbiome of common bean 
(Phaseolus vulgaris} 
Juan Esteban Pérez Jaramillo*1

, Rodrigo Mendes2
, Jos M. Raaijmakers1 

1Netherlands lnstitute of Ecology, Netherlands, 2Brazilian Agricultura/ Research 
Corporation, Embrapa Environment, Brazil 

Plant domestication was a pivotal achievement for human civilization and subsequent plant 
improvement increased crop productivity and quality. However, domestication also caused a 
strong reduction in the genetic diversity of modem cultivars compareci to their wild relatives. 
It is known that plants rely, in part, on the rhizosphere microbial community for growth, 
development and tolerance to (a)biotic stresses. Hence, plant domestication events may have 
adversely affected recruitment of and interactions with their beneficial microbial partners. ln 
here, we investigated the bacterial diversity of the rhizosphere of two wild relatives, three 
landraces and three modem cultivars of common bean (Phaseolus vulgaris). These different 
lines belong to the Mesoamerican bean gene pool of Colombia and were selected amongst 
more than 37,000 accessions kept in the Genetic Resources Program of the lnternational 
Centre for Tropical Agriculture (CIAT, Colombia). The eight accessions were grown in both 
native and in agricultura! soils collected in the province of Antioquia (Colombia). At different 
plant growth stages, DNA was extracted from rhizospheric soil and bacterial taxonomic 
diversity was analysed by metagenomic sequencing of the V3-V4 region of the 165 rRNA. 
Our approach of going "back to the roots" using native soils together with wild relatives 
provides new fundamental insights in host genotype-mediated recruitment of beneficial 
microbes and in the functional and metabolic potential of the rhizosphere microbiome of 
native soils and wild relatives of modem crop cultivars. 
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