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Graphics for genetic diversity parameters of 12 beech and 10 spruce monitoring plots in the age
cohorts Adults, Natural Regeneration, Seeds (for population abbreviations see Table 1)
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Comparison of mean values of genetic diversity parameters between age cohorts (Adults, Natural
Regeneration, Seeds), performed as t-test (proc glm in SAS). Norway spruce without TH2 because

of missing seed sample

European beech (Fagus sylvatica)

Norway spruce (Picea abies)

Alleles/Locus: p = 0.5426

AL t Grouping for Means of AgeCohort (Alpha =
0.05)

Means covered by the same bar are not significantly different.

AgeCohort  Estimate

NatReg 0.3506
Adults 9.2660
Seeds 8.1201

Alleles/Locus: p = 0.4492

AL t Grouping for Means of AgeCohort (Alpha =
0.05)

Means covered by the same bar are not significantly different.

AgeCohort  Estimate

Adults 11.6888
NatReg 11.6814
Seeds 11.5186

Effective numer of alleles: p = 0.6082

Ae t Grouping for Means of AgeCohort (Alpha =
0.05)

Means covered by the same bar are not significantly different.

AgeCohort Estimate

MatReg 4.0086
Adults 4.0045
Seeds 3.9507

Effective numer of alleles: p = 0.4297

Ae t Grouping for Means of AgeCohort (Alpha =
0.05)

Means covered by the same bar are not significantly different.

AgeCohort Estimate

Adults 4 G060
NatReg 4 5854
Seeds 4.4748

Allelic richness: p = 0.0196

AllIRich t Grouping for Means of AgeCohort (Alpha =
0.05)

Means covered by the same bar are not significantly different.

AgeCohort Estimate

Adults 8.9161
NatReg B.7443
Seeds B.4682

Allelic richness: p = 0.1054

AllIRich t Grouping for Means of AgeCohort (Alpha =
0.05)

Mesans covered by the same bar are not significantly different.

AgeCohort Estimate

Adults 11.8344
NatReg 11.6822
Seeds 11.1433




Observed heterozygosity: p = 0.5478

Hobs t Grouping for Means of AgeCohort (Alpha
= 0.05)

Means covered by the same bar are not significantly different.

AgeCohort Estimate

Adults 0.6811
NatReg 0.6705
Seeds 0.6745

Observed heterozygosity: p = 0.4065

Hobs t Grouping for Means of AgeCohort (Alpha
= 0.05)

Means covered by the same bar are not significantty different.

AgeCohort Estimate

Seeds 0.56300
Adults 0.5204
MatReg 0.5284

Expected heterozygosity: p = 0.5202

Hexp t Grouping for Means of AgeCohort (Alpha
= 0.05)

Means covered by the same bar are not significantly different.

AgeCohort Estimate

NatReg 0.6954
Adults 0.6008
Seeds 0.6901

Expected heterozygosity: p = 0.6029

Hexp t Grouping for Means of AgeCohort (Alpha
= 0.05)

Means covered by the same bar are not significantty different.

AgeCohort Estimate

Adults 0.5679
Seeds 0.5854
NatReg 0.58637

Ne_nonrandom (SF model): p <.0001

Ne_nonrandoem t Grouping for Means of
AgeCohort (Alpha = 0.05)

Means covered by the same bar are not significantly different.

AgeCohort  Estimate

Adults 147.83

MatReg 127.67

Seeds 58.6667 I

Ne_nonrandom (SF model): p <.0001

Ne_nonrandom t Grouping for Means of
AgeCohort (Alpha = 0.05)

Means covered by the same bar are not significantty different.

AgeCohort  Estimate

Adults 224 33

MatReg 221.33

Seeds 61.2222 I




