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Figure 5: Triplot of a redundancy analysis between environmental
variables, soil physicochemical balances and the clrs of ASVs at each site
(green dots). Contours represent the SBI-py.

Figure 1: Slope coefficients and their 95% confidence intervals from a linear model linking environmental and physicochemical features to potato yield (py).

The two textural balances, [Clay | Silt, Sand] and [Silt | Sand] displayed significant negative slope coefficients at the 0.05 level.
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Bio-informatic treatment: QIIME platform [3] and R
with DADAZ2 [4] for filtration.

Abiotic variables: Meteorological with Cumulative
precipitation (PPT), Shannon Diversity Index for
rainfall (SDI), Growing degree-days (GDD) and
physicochemical (Texture, total nitrogen and total
carbon, C/N, pH).
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Figure 2: (A) Counts of ASVs per bacterial phyla that significantly correlated, either positively or negatively, with residual yields at the 0.05 level of significance

and (B) Counts of ASVs per bacterial phyla detected in soil samples.

The most of retained ASVs were from the Proteobacteria, Actinobacteria, Chloroflexi, Bacteroidetes, Gemmatimonadetes
and Acidobacteria phyla. In the case of Proteobacteria, Bacteroidetes and Acidobacteria, there was a higher number of
retained ASVs that positively correlated with residual potato yield.
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Figure 3: Relationships between alpha diversity metrics and the species balance index related to potato yield (SBI-py) index with residual potato yield. (detail

relation between Y-res and SBI-py on right.

The SBIl-py was computed as the log-ratio between the ASV counts associated with positive (numerator) and negative
(denominator) significant correlations (at the 0.05 level) between ASV clrs and potato residual yields. Alpha diversity metrics
were barely correlated with potato yield and Y-res while SBI-py was well correlated.
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