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Background

Indigenous leafy greens, such as okra (Abe/moschus esculentus), garden huckleberry (Solanum scabrum), spiderwisp
(Gynandropsis gynandra), and black jack (Bidens pilosa) struggle less from pests and are generally more robust to abiotic stresses,
compared to cultivated crops [1]. The robustness of the host plant is strongly depending on its microbiome [2].
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In total, 412 crop-associated bacterial
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phytopathogenic fungi in dual culture
assays (A, B, C). Out of them, 130
were highly effective against one or
more of the tested fungi (D).
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The bacterial microbiome was analyzed, based on 16S rRNA

gene fragment sampling and bioinformatic analysis.

Additionally, plant-associated bacterial isolates were screened

against phytopathogenic fungi (Botrytis cinerea, Fusarium -

oxysporum, Fusarium verticillioides, Sclerotium rolfsii and Six strains showed strong antagonism towards all five tested
Verticillium dahliae) and for their ability to resist abiotic phytopathogens (D). Based on 16S rRNA sequences, they were
stresses as well as to promote plant growth. assigned to Bacillus sp. and Sphingomonas sp.
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Garden huckleberry showed

AN significant  differences in both
alpha (Shannon H = 6.2 £+ 0.1 vs.
5.2-5.9) and beta diversity indices.
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Conclusion

The core microbiome of garden huckleberry revealed to be significantly different to the three other leafy greens. We hypothesize
this effect to be attributable to the high amount of biologically active secondary metabolites found within the family Solanaceae [3].
Microhabitat was found to be the driving force for microbial diversity. Plant-specificity of the bacterial community could only be
found within microhabitats and differences were most significant within rhizosphere. We isolated six bacterial strains, belonging to
Sphingomonas sp. and Bacillus sp., showing antagonism towards phytopathogens, tolerance towards abiotic stresses and plant
growth promotion. We suggest their application as native biocontrol agents in East African agriculture.
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