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Fig. S1 Neighbour-joining tree of U. glabra plastidial haplotypes calculated according to Saitou and Nei [76; see main text for references](1987).
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Fig. S2 Bayesian hierarchical clustering of wych elm plastidial sequences calculated with fastbaps [77; see main text for references](Tonkin-Hill et al. 2019). Five main clusters are evident, from top to bottom in the figure: three corresponding to the South-central Apennines group, one corresponding to the North-central Apennines group, one corresponding to sample UL1 from the Balkans and the last corresponding to Northern Italy and France. 
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Fig. S3 Violin plot representing pairwise genetic distances between samples within the same group (as defined in Table S1, Additional file 1: ALPS = Northern Italy and France; N_AP = North-central Apennines; S_AP = South-central Apennines). The greater heterogeneity within the South-central Apennines is evident.
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Fig. S4 Mismatch distribution plots produced by using DNASp v.6.12 for A) ALPS; B) N_AP; C) S_AP; D) all groups. The x-axis shows the observed distribution of pairwise nucleotide differences, the y-axis shows the frequencies. The solid line with dots represents the observed frequencies, while the dashed green line represents the expected frequencies under the hypothesis of constant population size.
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[bookmark: _GoBack]Fig. S7 Density plot (top) and latitude (bottom) of pixels characterized by a predicted future increase in habitat suitability (SSP5 8.5_2061-2080 scenario), for each elevation class in ALP and APE lineages. 
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