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Fig 4. Confocal microscopy
images of soybean leaves with

Fig. 9 Correlation between tolerance to ASR and fitness in
the non-stressed environment. al 186 lines with less than
130 days; bl 426 lines with growing cycle between 130 and
140 days; and c| 146 lines with more than 140 days.

P. pachyrhizi.
Despite the evidence of allocation costs,
> sufficient genetic variability was found, allowing
the selection of agronomic superior lines even
» under high pathogen burden. Parents 22, 27, 30,
= and 33 are good combiners in terms of increasing
tolerance with high performance in the
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Fig 5. ASR resistant (RB) [left]
and susceptible (TAN) [right]
lesions.
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Fig 6. Field view.

Fig. 10 Heatmaps showing the average stress tolerance index
(STI) for four traits. Each cell in the heatmap represents the
average performance of 12 lines. STI is calculated as in the

non-stressed environment (Fig. 10).

Subsequent studies should address marker
information to obtain a further understanding of
the genetic architecture of tolerance to ASR.
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