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rhizosphere in two Portuguese OPV, ‘Pigarro’ (improved landrace) and
‘SinPre’ (a Composite Cross Population)
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Supplementary Figure 1 | LEfSe was used to identify the most
differentially abundant taxa among population genotypes in the
rhizosphere of maize. Bar graph showing LDA scores for fungi (A, B) and
bacteria (C, D) are represented. The length of the bar column represents
the LDA score. The figure shows the microbial taxa with significant
differences between the Pigarro (red) and SinPre (green). Only taxa

meeting an LDA significant threshold >2 are shown.
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