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Fig. S1 Average foliar (FS) and root symptoms (RS) of the 169 grass pea evaluated accessions ID labelled under
controlled conditions 20 days after Aphanomyces euteiches inoculation. Accessions are coloured based on their
classification as complete resistance (FS < 0.5 and RS < 2), partial resistance (0.5 < FS <1 and 2 < RS < 5) and
susceptible (FS > 1 and RS > 5). Equation of the linear adjustment, correlation coefficient and p-value are included
within the graph. Means were calculated using the evaluations of four biological replicates across the three temporal

rounds (12 plants per accession).
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Fig. S2 Quantile-Quantile (QQ) plots from the association mapping for foliar (left column) and root (right column)
symptoms using single locus mixed linear model (MLM) (a -b), multiple locus mixed linear model (MLMM) (c-d),
multi-locus Bayesian information and linkage disequilibrium iteratively nested keyway (BLINK) (e-f), and Fixed and
random model circulating probability unification (FarmCPU) (g-h) models.



Chr1 Chr2 Chr3 Chr4 Chr5 Chré Chr7

r0 Mb
SNPO11771 SNP024285
96 Mb
192 Mb SNP005290
SNP005347
288 Mb SNP040001
SNP004208 SNP035033
384 Mb SNP035419 SNP035346
k480 Mb SNP035962 SNP035948
SNP031472 SNP007520 SNP007517
576 Mb SNP032149 SNP041226
SNP000794 SNP038082 SNP038080
672 Mb
768 Mb  SNP001216
864 Mb
960 Mb

Fig. S3. Distribution of the 20 markers most significantly associated with 4. euteiches infection ratings along the seven
grass pea chromosomes.



