SUPPLEMENTARY FIGURE 1. Bayesian phylogeny of ITS haplotypes found among Apiognomonia errabunda, A. veneta and A. hystrix isolates (including isolates of Sogonov et al. 2007, 2008, Scholtysik et al. 2013 and Vu et al. 2019). Each OTU represent a unique ITS haplotype indicated at the left of the taxon label. The pie charts for each OUT summarize the origin of isolates from particular host (color coded) with the size of circles indicating the relative frequency of haplotypes in the ITS dataset. Note a large number (55) of beech isolates with mostly oak and linden characteristic haplotype ITS-2, and no A. errabunda isolates grouped within A. hystrix clade. Mixed sequences occurring in single isolates were analyzed as independent haplotypes: A – includes 2 isolates with mixed ITS-9 / ITS-10 haplotype; B – includes 1 isolate with mixed ITS-17 / ITS-18 haplotype; C – includes 1 isolate with mixed ITS16 / ITS17 haplotype.

SUPPLEMENTARY FIGURE 2. Bayesian phylogeny of CAL haplotypes found among Apiognomonia errabunda, A. veneta and A. hystrix isolates (including isolates of Sogonov et al. 2007). Each OTU represent a unique CAL haplotype indicated at the left of the taxon label. The pie charts for each OUT summarize the origin of isolates from particular host (color coded) with the size of circles indicating the relative frequency of haplotypes in CAL dataset. Note separate position of  most of beech and oak / linden isolates (haplotypes CAL-2 and CAL-5 respectively) and no A. errabunda isolates grouped within A. hystrix clade. Mixed sequences occurring in single isolates were analyzed as independent haplotypes: A – includes 1 isolate with mixed CAL-5 / CAL-8 haplotype.

SUPPLEMENTARY FIGURE 3. Bayesian phylogeny of ACT haplotypes found among Apiognomonia errabunda, A. veneta and A. hystrix isolates (including isolates of Sogonov et al. 2007). Each OTU represent a unique ACT haplotype indicated at the left of the taxon label. The pie charts for each OUT summarize the origin of isolates from particular host (color coded) with  the size of circles indicating the relative frequency of haplotypes in ACT dataset. Note separate position of  most of beech and oak / linden isolates (haplotypes ACT-1 and ACT-2 respectively), and a number of A. errabunda isolates grouped within A. hystrix clade. Mixed sequences occurring in single isolates were analyzed as independent haplotypes: A – includes 3 isolates with mixed ACT-2 / ACT-3 haplotype; B – includes 1 isolate with mixed ACT-1 / ACT-2 haplotype; C – includes 1 isolate with mixed ACT-2 / ACT-3 haplotype; D – includes 13 isolates with mixed ACT-1 / ACT-3 haplotype; E – includes 1 isolates with mixed ACT-1 / ACT-7 haplotype.

SUPPLEMENTARY TABLE 1. Haplotypes revealed among ITS sequences (both variants detected in mixed reads counted as independent haplotypes); the most divergent haplotype ITS-27 characteristic for outgroup Plagiostoma aesculi (GenBank no. DQ313557) is not presented.

SUPPLEMENTARY TABLE 2. Haplotypes revealed among CAL sequences (both variants detected in mixed reads counted as independent haplotypes); the most divergent haplotype CAL-19 characteristic for outgroup Plagiostoma aesculi (GenBank no. DQ313587) is not presented.

SUPPLEMENTARY TABLE 3. Haplotypes revealed among ACT sequences (both variants detected in mixed reads counted as independent haplotypes); the most divergent haplotype ACT-15 characteristic for outgroup Plagiostoma aesculi (GenBank no. DQ313616) is not presented.

[bookmark: _GoBack]SUPPLEMENTARY TABLE 4. List of the isolates used in the study with the corresponding sequencing results.
