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Background and Aim
Cover crops—also referred to as green manures—are used to prevent nutrient leaching and supplement the organic matter content in
agricultural soils. Cover crops can also be grown to stimulate and steer the soil microbial community to optimize healthy crop growth.
However, despite their relatively widespread use, little is known about the impact of cover crops on the composition and activity of the
microbiome and the persistence of such effects over time. This study aims at unravelling the effect of ten cover crop species belonging
to five plant families on the soil microbial community of sandy soils over a cropping season.
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Conclusions

Cover crop identity matters:

« the ten investigated cover crop species have different effects on the soil microbiome composition and activity;

« all cover crops have a legacy effect lasting beyond their growth, but the magnitude of such effect depends on the cover crop species;
* representatives of the Brassicaceae plant family steer the microbiome in the most pronounced and persistent way
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