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FIG S1 Neighbor-Joining tree based on GLELO DNA sequences. The evolutionary distances
were computed using the Kimura 2-parameter method (Kimura, 1980); units are the number
of base substitutions per site. The rate variation among sites was modeled with a gamma

distribution (shape parameter = 0.34). Node support above 75% is given.



ID22 sugar beet
——ID7 sugar beet
ID16 sugar beet
ID3 alfalfa
ID19 sugar beet
ID10 sugar beet
ID8 sugar beet
ID31 pasture
ID17 sugar beet
ID33 pasture
—— ID32 pasture
ID6 sugar beet
ID26 sugar beet
ID5 sugar beet c+D
ID42 sugar beet
ID12 potato
ID14 alfalfa

ID20 sugar beet
ID27 sugar beet
[l 1D25 sugar beet
ID2 pasture
ID23 sugar beet

M AF206662.1 M. alpina
‘I E ID24 sugar beet
= ID15 sugar beet
-——— |D34 alfalfa
ID11 sugar beet

ID13 potato
ID41 grassland
—1EU639657.1 M. alpina A
AB193123.1 M. alpina
ID1 pasture i
— GU593327.1 M. alpina
ID35 forest b
5| ID37 forest B
ID38 forest
L——ID39 forest

H
0.002

FIG S2 Neighbor-Joining tree based on GLELO amino acid sequences. The evolutionary
distances were computed using the JTT matrix-based method (Jones et al., 1992); units are the

number of amino acid substitutions per site. Node support above 75% is given.
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FIG S3 Neighbor-Joining tree based on
ITS sequences (sequences from Wagner et
al., (2013) are bold). The evolutionary
distances were computed using the
Tamura 3-parameter method (Tamura,
1992); units are the number of base
substitutions per site. The rate variation
among sites was modeled with a gamma
distribution (shape parameter = 0.28).

Node support above 75% is given.
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