Supplementary Material

Table S1 Characteristics of 35 preselected chloroplast microsatellites loci identified in a sceening panel of 282 samples of Q. robur & Q. petraea

Table S2 Genotypes of all haplotypes based on 14 chloroplast microsatellites (cmcs12, cmcs5, cmes6, cmes7, cmcs8, pdtl, pdt3, pdt4, ccmp4,
cmcs9, pcdl, pcd4, pcds, pkk4)

Figure S1 Map of oak individuals from which samples were collected in Poland (green dots - Quercus robur, red dots - Quercus petraea).

Figure S2 A possible maximum parsimony haplotype tree for all 85 haplotypes established based on 14 cpSSR loci. Grey circles indicate
haplotypes H18-H85 detected in 7 or fewer individuals. Haplotypes HO1-H17 indicated with the same colours as in Fig. 1.



Table S1. Characteristics of 35 preselected chloroplast microsatelliets loci studied in 282 individuals of Q.robur & Q.petraea.
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Primer sequences . of alleles Size | Tempof | Diversity
Locus f d& Motif Dye b l (Q. robur + Reference
orwar reverse (Q. robur + (bp) | annealing Q. petraca)
Q. petraea)
5"-TGTTCCAATATCTTCTIGTCATTT3’ | (C)7(T)10 Weising &
comps 5*-AGGTTCCATCGGAACAATTAT-3* | (T)5C(A)11 ! PET | 121 62/58 0.000 Gardner 1999
5’-CGATGCATATGTAGAAAGCC-3’ Weising &
ccmpb 5-CATTACGTGCGACTATCTCC-3 | (1OC(N17 1 NED | 103 58/60 0.000 Gardner 1999
5-ATTCATTCCCCTTCTATATC-3’ Sebastiani et al.
cmesd 5°-CCTAGTATCCCACCAATTA-3’ (TS ! vic | 110 > 0.000 2004
5 TCTTGCTCTTTGATTTTGAA3’ Sebastiani et al.
cmes10 5-GACCGCGAGAGTTATTTATT-3’ (A)9 . PET | 110 56/58 0.000 2004
5-GGTCTATTTTTCCACTCACAA-3’ Sebastiani et al.
cmes8 o A AAAT AAACACCOCOATTA S (A)10 1 NED | 101 55 0.000 2004
5"-CAACATATACCACTGTCAAG-3’ Weising &
cemp? 5’- ACATCATTATTGTATACTCTTTC-3’ (A)13 . PET | 133 56/58 0.000 Gardner 1999




Table S2

Details of 85 haplotypes detected based on fourteen chloroplast microsatellites (cmcs12, cmes5, cmcs6, cmes7, cmes8, pdtl, pdt3, pdt4, ccmp4,

cmcs9, pedl, ped4, peds, pkk4), which were polymorphic based on a subset of 282 individuals. Allele name is given by allele size (bp).

Haplotype | cmcsl2 | cmces5 | cmes6 | cmes7 | cmes8 | pdtl | pdt3 | pdtd | ccmpd | cmes9 | pedl | ped4 | ped5 | pkk4 | Frequency
HO1 217 147 200 207 177 79 125 | 142 114 99 106 96 73 109 0.3281
HO2 217 146 198 207 177 79 124 | 143 114 100 106 97 73 110 0.1749
HO3 217 147 200 207 177 78 125 | 142 114 99 106 97 73 109 0.1731
HO4 217 147 200 207 177 79 125 | 142 115 99 106 96 73 109 0.1135
HO5 217 147 200 207 177 81 124 | 141 114 101 106 97 74 109 0.0442
HO6 217 147 197 207 177 79 124 | 142 114 99 106 96 73 109 0.0366
HO7 217 146 198 207 177 79 124 | 143 115 100 107 95 73 110 0.0261
HO8 217 147 200 207 177 80 124 | 141 114 101 106 97 74 109 0.0245
HO9 217 147 201 207 177 79 126 | 142 114 99 106 96 73 109 0.0178
H10 217 147 200 207 177 79 125 | 142 114 99 106 97 73 109 0.0154
H11 217 147 199 207 176 80 124 | 141 114 101 106 97 74 109 0.0088
H12 217 148 200 207 178 79 123 | 141 114 100 106 96 74 109 0.0037
H13 217 147 200 207 177 78 125 | 142 114 99 106 96 73 109 0.0027
H14 217 146 200 207 177 79 125 | 142 114 99 106 96 73 109 0.0025
H15 217 146 197 207 177 79 124 | 143 115 100 107 97 73 110 0.0024
H16 217 146 198 207 177 79 124 | 143 114 100 106 96 73 110 0.0024
H17 217 146 200 207 177 78 125 | 142 114 99 106 97 73 109 0.0019
H18 217 147 200 207 177 78 125 | 142 114 100 106 97 73 110 0.0010
H19 217 146 198 207 177 79 124 | 143 114 99 106 96 73 109 0.0009
H20 217 146 200 207 177 79 125 | 142 115 99 106 96 73 109 0.0009
H21 217 146 200 207 177 81 124 | 141 114 101 106 97 74 109 0.0009
H22 217 147 200 207 177 79 125 | 142 114 98 106 96 73 109 0.0009




H23 217 147 200 207 177 80 124 | 141 114 101 106 96 74 109 0.0009
H24 217 147 200 206 177 79 125 | 142 114 99 106 96 73 109 0.0007
H25 217 147 200 207 176 80 124 | 161 113 101 106 98 74 109 0.0007
H26 217 147 200 207 177 79 125 | 142 115 99 106 97 73 109 0.0007
H27 217 146 200 207 177 80 124 | 141 114 101 106 97 74 109 0.0006
H28 217 147 200 207 177 79 125 | 142 114 100 106 97 73 110 0.0006
H29 217 148 200 207 177 78 125 | 142 114 99 106 97 73 109 0.0006
H30 217 147 199 207 177 79 125 | 142 114 99 106 96 73 109 0.0004
H31 217 147 199 207 177 79 125 | 142 115 99 106 96 73 109 0.0004
H32 217 147 200 207 178 79 125 | 142 114 99 106 96 73 109 0.0004
H33 217 147 201 207 177 79 125 | 142 114 99 106 96 73 109 0.0004
H34 216 147 200 207 177 79 125 | 142 114 99 106 96 73 109 0.0003
H35 217 146 198 207 177 79 124 | 143 114 100 106 97 73 109 0.0003
H36 217 146 198 207 177 79 124 | 143 114 101 106 97 73 110 0.0003
H37 217 146 198 207 177 79 124 | 143 114 101 106 97 74 109 0.0003
H38 217 147 200 207 177 79 124 | 141 114 99 106 96 73 109 0.0003
H39 217 147 200 207 177 79 124 | 141 115 99 106 96 73 109 0.0003
H40 217 147 200 207 177 79 125 | 142 114 101 106 97 74 109 0.0003
H41 217 147 200 207 177 79 125 | 142 115 100 107 95 73 110 0.0003
H42 217 147 200 207 177 79 126 | 142 115 99 106 96 73 109 0.0003
H43 217 147 200 207 177 80 125 | 142 114 99 106 97 73 109 0.0003
H44 217 147 200 207 177 80 125 | 142 115 99 106 96 73 109 0.0003
H45 217 147 200 207 177 81 124 | 141 114 101 106 97 73 109 0.0003
H46 217 147 200 207 177 81 124 | 141 114 99 106 96 73 109 0.0003
H47 217 147 201 207 177 79 126 | 142 114 98 106 96 73 109 0.0003
H48 217 148 200 207 177 79 125 | 142 114 99 106 96 73 109 0.0003
H49 217 146 198 207 177 79 124 | 143 114 99 106 97 73 109 0.0001
H50 217 146 198 207 177 79 124 | 143 114 99 106 97 73 110 0.0001




H51 217 146 198 207 177 79 124 | 143 115 100 106 97 73 110 0.0001
H52 217 146 198 207 177 79 124 | 143 115 99 106 96 73 109 0.0001
H53 217 146 198 207 177 79 124 | 143 115 99 107 95 73 110 0.0001
H54 217 146 199 207 177 79 124 | 143 115 100 107 95 73 110 0.0001
H55 217 146 200 207 177 79 125 | 143 114 100 106 96 73 109 0.0001
H56 217 146 201 207 177 79 126 | 142 114 99 106 96 73 109 0.0001
H57 217 147 197 207 177 79 124 | 142 114 99 106 95 73 109 0.0001
H58 217 147 197 207 177 79 124 | 142 114 99 106 97 73 109 0.0001
H59 217 147 197 207 177 80 123 | 141 114 100 106 97 73 109 0.0001
H60 217 147 197 207 177 80 124 | 142 114 99 106 96 73 109 0.0001
H61 217 147 198 207 177 79 124 | 143 114 100 106 97 73 110 0.0001
H62 217 147 198 207 177 79 124 | 143 115 100 107 95 73 110 0.0001
H63 217 147 199 207 176 78 124 | 141 114 101 106 97 74 109 0.0001
H64 217 147 200 207 176 80 124 | 141 114 99 106 96 73 109 0.0001
H65 217 147 200 207 176 80 124 | 142 114 99 106 97 73 109 0.0001
H66 217 147 200 207 176 81 124 | 141 114 101 106 97 74 109 0.0001
H67 217 147 200 207 177 78 124 | 142 114 99 106 97 73 109 0.0001
H68 217 147 200 207 177 78 125 | 141 114 99 106 97 73 109 0.0001
H69 217 147 200 207 177 78 125 | 142 114 98 106 97 73 109 0.0001
H70 217 147 200 207 177 79 124 | 142 114 99 106 96 73 109 0.0001
H71 217 147 200 207 177 79 124 | 142 115 99 106 96 73 109 0.0001
H72 217 147 200 207 177 79 125 | 142 114 99 106 95 73 109 0.0001
H73 217 147 200 207 177 79 125 | 142 114 99 106 96 73 110 0.0001
H74 217 147 200 207 177 79 125 | 142 115 98 106 96 73 109 0.0001
H75 217 147 200 207 177 80 124 | 141 114 100 106 97 73 110 0.0001
H76 217 147 200 207 177 80 125 | 142 114 99 106 96 73 109 0.0001
H77 217 147 200 207 177 81 124 | 141 114 100 106 97 73 110 0.0001
H78 217 147 200 207 177 81 124 | 141 114 100 106 97 74 109 0.0001




H79 217 147 200 207 178 79 123 | 141 114 100 106 96 74 109 0.0001
H80 217 147 200 207 178 79 125 | 142 115 99 106 96 73 109 0.0001
H81 217 147 200 207 178 81 124 | 141 114 101 106 97 74 109 0.0001
H82 217 147 201 207 177 79 126 | 142 114 100 106 97 73 110 0.0001
H83 217 148 200 207 177 79 125 | 142 115 99 106 96 73 109 0.0001
H84 217 148 200 207 178 79 123 | 141 114 100 106 96 73 109 0.0001
H85 218 147 200 207 177 79 125 | 142 114 99 106 96 73 109 0.0001




Figure S1 Map of individual oak trees sampled in Poland (green dots - Quercus robur, red dots - Quercus petraea).




Figure S2 A possible maximum parsimony haplotype tree for all 85 haplotypes established based on 14 cpSSR loci. Grey circles indicate
haplotypes H18-H85 detected in 7 or fewer individuals. Haplotypes HO1-H17 indicated with the same colours as in Fig. 1.
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