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 Material for the study was collected from progenies of two Norway 
spruce seed orchards: Remte – located in south-western part of Latvia, 
consisting of 50 clones, and Katvari – located in north-eastern part of 
Latvia, consisting of 20 clones. 

 Random selection of 217 (for Remte) and 274 (for Katvari) progenies 
was done in progeny trials, where average sample of both seed 
orchards were represented, located in Forest research stations Auce 
(central part of Latvia) and Kalsnava (eastern part of Latvia) forest 
districts. 

 Mature forest stands were represented by samples from randomly 
selected trees (with distance of 100m) or seedlings from average seed 
sample of the stand. 

 Stands were randomly chosen to represent western (3 stands, 139 trees 
in total), central (3 stands, 144 trees) and eastern (2 stands, 96 trees) 
provenance regions. 

 DNA, extracted from the needles, was analysed with 6 nuclear SSR 
markers.
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Na Na = No. of Different Alleles
Na Freq. >= 5% Na (Freq >= 5%) = No. of Different Alleles with a Frequency >= 5%
Ne Ne = No. of Effective Alleles = 1 / (Sum pi^2)
I I = Shannon's Information Index = -1* Sum (pi * Ln (pi))
No. No. Private Alleles = No. of Alleles Unique to a Single Population
He He = Expected Heterozygosity = 1 - Sum pi^2

Results: seed orchards
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Chart1

		Remte		Remte		Remte		Remte		Remte		Remte		3.5441657849		0.4772607021		1.687377144		0.2503995118		1.1948965553		0.0598879269		0.0598879269

		Katvari		Katvari		Katvari		Katvari		Katvari		Katvari		3.3936214678		0.5163977795		1.5362821961		0.2414377158		0.9574271078		0.0560012635		0.0560012635
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Att2

		Allelic Patterns for Codominant Data

		Data Sheet		codomonant

		Data Title		Egle

		No. Loci		6

		No. Samples		514

		No. Pops.		2

																unikālo alēļu skaits

		Mean Allelic Patterns Across Populations																Mean Allelic Patterns Across Populations

		Mean values																Mean values

		Population		Remte		Katvari												Population		Remte		Katvari

		Na		19.167		19.500												Na		19.1666666667		19.5

		Na Freq. >= 5%		4.833		5.000												Na Freq. >= 5%		4.8333333333		5

		Ne		6.434		6.428												Ne		6.4336465994		6.4278875044

		I		2.030		2.070												I		2.029984097		2.0702627546

		No.		3.167		3.500												No. Private Alleles		3.1666666667		3.5

		He		0.776		0.788												No. LComm Alleles (<=25%)		0		0

																		No. LComm Alleles (<=50%)		0		0

		Standard Error (SE) values																He		0.7762659822		0.7879938695

		Population		Remte		7068												UHe		0.7777008546		0.7896185991

		Na		3.544		3.394

		Na Freq. >= 5%		0.477		0.516

		Ne		1.687		1.536

		I		0.250		0.241

		No. Private Alleles		1.195		0.957

		No. LComm Alleles (<=25%)		0.000		0.000

		No. LComm Alleles (<=50%)		0.000		0.000

		He		0.060		0.056

		UHe		0.060		0.056

		Na = No. of Different Alleles

		Na (Freq >= 5%) = No. of Different Alleles with a Frequency >= 5%

		Ne = No. of Effective Alleles = 1 / (Sum pi^2)

		I = Shannon's Information Index = -1* Sum (pi * Ln (pi))

		No. Private Alleles = No. of Alleles Unique to a Single Population

		No. LComm Alleles (<=25%) = No. of Locally Common Alleles (Freq. >= 5%) Found in 25% or Fewer Populations

		No. LComm Alleles (<=50%) = No. of Locally Common Alleles (Freq. >= 5%) Found in 50% or Fewer Populations

		He = Expected Heterozygosity = 1 - Sum pi^2

		UHe = Unbiased Expected Heterozygosity = (2N / (2N-1)) * He
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														3.5441657849		0.4772607021		1.687377144		0.2503995118		1.1948965553		0.0598879269		0.0598879269

														3.3936214678		0.5163977795		1.5362821961		0.2414377158		0.9574271078		0.0560012635		0.0560012635
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att1, e17 AGP

		Allele Frequencies at e17 with Graphs by Population for Codominant Data

		Data Sheet		apvienoti

		Data Title		Egle

		No. Loci		6

		No. Samples		893

		No. Pops.		2

		Allele Frequencies by Population for e17

		Allele		Plantacija

		101		0.099

		103		0.014

		105		0.001

		107		0.001

		109		0.249

		111		0.223

		113		0.151

		115		0.125

		117		0.061

		119		0.032

		121		0.018

		123		0.016

		127		0.010

		129		0.002

		131		0.000

		Allele		audze

		101		0.000

		103		0.000

		105		0.000

		107		0.000

		109		0.459

		111		0.271

		113		0.109

		115		0.101

		117		0.031

		119		0.012

		121		0.010

		123		0.001

		127		0.003

		129		0.000

		131		0.003

		Warning! Results should be treated with caution given the following:

		There is 24% missing data at the locus 'e9' in the population 'audze!

		There is 10% missing data at the locus 'e2' in the population 'audze!

		There is 10% missing data at the locus 'e17' in the population 'audze!

		There is 30% missing data at the locus 'e13' in the population 'audze!

		There is 35% missing data at the locus 'e15' in the population 'audze!

		There is 18% missing data at the locus 'e10' in the population 'audze!
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Population SO1 SO2 Reg1 Reg2 Reg3
Na 19.2 19.5 16.5 17.2 17.5
Na Freq. >= 5% 4.8 5.0 5.0 4.8 4.0
Ne 6.43 6.43 6.68 6.72 5.70
I 2.03 2.07 1.93 1.93 1.91
He 0.78 0.79 0.74 0.73 0.72

Use of selected (bread) seed material – plants from seed orchards –
does not threaten genetic diversity

Izmantojot sēklu plantāciju materiālu meža atjaunošanā ģenētiskā 
daudzveidība nav apdraudēta  

Na = No. of Different Alleles
Na (Freq >= 5%) = No. of Different Alleles with a Frequency >= 5%
Ne = No. of Effective Alleles = 1 / (Sum pi^2)
I = Shannon's Information Index = -1* Sum (pi * Ln (pi))
He = Expected Heterozygosity = 1 - Sum pi^2

Results
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Thank You!

Paldies !
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