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from Truckee. Both studies were conducted under the excellent techni-
cal assistance of PAT WELLS and MELVIN MORTON. MARY MAHALOVICH

and ALVIN YANCHUK thoughtfully criticized the manuscript, and FRED-
RICH LAURIA provided guidance through the taxonomic maze of the
Ponderosae.

Literature 
AVISE, J. C.: Introduction: The scope of conservation genetics. In:
HAMRICK, J. L. and AVISE, J. C., (eds.). Conservation genetics, case
histories from nature. Chapman & Hall, New York. pp. 1–9 (1996). —
BRAYSHAW, T. C.: Washoe and ponderosa pines on Promontory Hill near
Merritt, B. C. Canada. Ann. Naturhist. Mus. 99: 673–680 (1997). —
CALLAHAM, R. Z. and LIDDICOET, A. R.: Altitudinal variation at 20 years
from the California elevational transect study of ponderosa pine. J.
Forestry 59: 814–820 (1961). — CONKLE, M. T.: Genetic Diversity –
seeing the forest through the trees. New Forests 6: 5–22 (1992). —
CONKLE, M. T. and CRITCHFIELD, W. B.: Genetic variation and hybridiza-
tion of ponderosa pine. In: BAUMGARTNER, D. M. and LOTAN, J. E., (Eds.).
Ponderosa pine – the species and its management. Washington State
University, Pullman, Wash. pp. 27–43 (1988). — CRITCHFIELD, W. B.:
Crossability and relationships of Washoe pine. Madroño 31: 144–170
(1984). — CRITCHFIELD, W. B. and ALLENBAUGH, G. L.: Washoe pine on
the Bald Mountain Range, California. Madroño 18: 63–64 (1965). —
CRITCHFIELD, W. B. and LITTLE, E. L., Jr.: Geographic distribution of the
pines of the world. USDA For. Serv., Misc. Publ. 991 (1966). — GRIFFIN,
J. R. and CRITCHFIELD, W. B.: The distribution of forest trees in Califor-
nia. USDA For. Serv. Res. Paper PSW-82. Pacific Southwest Forest and
Range Experiment Station, Berkeley, Calif. (1976). — HALLER, J. R.:
Taxonomy, hybridization, and evolution in Pinus ponderosa and P.
jeffreyi. Ph.D. dissertation, Univ. California, Los Angeles (1957). —
HALLER, J. R.: Some recent observations on ponderosa, Jeffrey and
Washoe pines in northeastern California. Madroño 16: 126–132 (1961).
— HALLER, J. R.: Pinus washoensis in Oregon: taxonomic and evolu-
tionary implications. Amer. J. Bot. 52: 646 abstr. (1965). — LAURIA, F.:
Taxonomy, systematics and phylogeny of Pinus, subsection Ponderosae
LOUDON (Pinaceae). Alternative concepts. Linzer Biol. Beit. 23: 129–202
(1991). — LAURIA, F.: The taxonomic status of Pinus washoensis H.
MASON & STOCKW. (Pinaceae). Ann. Naturhist. Mus. 99: 655–671 (1997).
— LYNCH, M.: A quantitative genetic perspective on conservation issues.
In: HAMRICK, J. L. and AVISE, J. C., (eds.). Conservation genetics, case

histories from nature. Chapman & Hall, New York. pp. 471–500 (1996).
— MASON, H. L. and STOCKWELL, W. P.: A new pine from Mount Rose,
Nevada. Madroño 8: 61–63 (1945). — MITTON, J. B., LATTA, R. G. and
REHFELDT, G. E.: The pattern of inbreeding in Washoe pine and survival
of inbred progeny under optimal environmental conditions. Silvae
Genetica 46: 215–219 (1997). — NIEBLING, C. R. and CONKLE, M. T.:
Diversity of Washoe pine and comparisons with allozymes of ponderosa
pine races. Can. J. For. Res. 20: 298–308 (1990). — PATTEN, A. M.: A
molecular phylogenetic analysis of Pinus (section Diploxylon) subsection
Ponderosae: Interspecific and intraspecific genetic relationships. M. S.
thesis. University of Idaho, Moscow, ID (1999). — REHFELDT, G. E.: A
model of genetic variation for Pinus ponderosa in the Inland Northwest
(U.S.A.): applications in gene resource management. Can. J. For. Res.
21: 1491–1500 (1991). — REHFELDT, G. E.: Early selection in Pinus
ponderosa: Compromises between growth potential and growth rhythm
in developing breeding strategies. For. Sci. 38: 661–677 (1992). —
REHFELDT, G. E.: Genetic variation in the Ponderosae of the Southwest.
Amer. J. Bot. 80: 330–343 (1993). — REHFELDT, G. E.: Systematics and
genetic structure of ponderosae taxa (Pinaceae) inhabiting the
mountain islands of the Southwest. Amer. J. Bot. 86: 741–752 (1999). —
REHFELDT, G. E. and WYKOFF, W. R.: Periodicity of shoot elongation
among populations of Pinus contorta from the northern Rocky
Mountains. Ann. Bot. 48: 371–377 (1981). — SAS: SAS user’s guide,
release 6.12 edition. SAS Institute, Cary, N. C. (1996). — SMITH, R. H.:
Variations in the monoterpene composition of the wood resin of Jeffrey,
Washoe, Coulter and lodgepole pines. For. Sci. 13: 246–252 (1967). —
SMITH, R. H.: Xylem monoterpenes in Pinus ponderosa, Pinus washoen-
sis, and Pinus jeffreyi in the Warner Mountains of California. Madroño
21: 26–32 (1971). — SMITH, R. H.: Monoterpenes of ponderosa pine
xylem resin in western United States. USDA For. Serv., Technical Bull.
1532, Washington, D. C. (1977). — SORENSEN, F. C.: Genetic variation
and seed transfer guidelines for ponderosa pine in central Oregon. U.S.
Dept. of Agric., Forest Service, Pacific Northwest Research Stn.,
Portland, OR. Res. Pap. PNW-RP-472 (1994a). — SORENSEN, F. C.:
Genetic variation and seed transfer guidelines for ponderosa pine in the
Ochoco and Malheur National Forests of central Oregon. U.S. Dept. of
Agric., Forest Service, Pacific Northwest Research Stn., Portland, OR.
Res. Pap. PNW-RP-468 (1994b). — WELLS, O. O.: Geographic variation
in ponderosa pine. I. The ecotypes and their distribution. Silvae Genet-
ica 13: 89–103 (1964).

Abstract

Fifteen populations of Pinus halepensis from Spain were
analysed employing 5 polymorphic loci by starch gel electro-
phoresis. A multilocus approach was used, in order to detect
changes in the level of polymorphism and to reveal the pattern
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of variation of the species. The multilocus analyses show that
large differences exist when island, inland and marginal popu-
lations are considered. These differences are quite high in
terms of the effective number of genotypes, and in subpopula-
tion differentiation. The multilocus differentiation is mainly
caused by relations of allelic frequencies among populations,
the most likely cause being that, by chance, alleles were asso-
ciated differently in the refugia of the species. The population
differentiation is large in comparison with that observed in
other conifers (FST = 0.11; CFST = 0.17). The canonical variate
corresponding to the largest differentiation among populations
is positively correlated to the frequency of the most common
allele of Mdh4 and Aco and negatively to the frequency of Hk
and Pgm2. A clear pattern of variation related to latitude and
longitude has been detected by the high correlation with the
first canonical variate (r = –0.907 and r = –0.832 respectively).
In conclusion, the clinal variation could be attributed to a
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recolonization of the species in a North-South direction,
leading to a loss of variability among the island and marginal
populations. 

Key words: Pinus halepensis, allozymes, differentiation, multilocus
diversity, clinal variation.

Introduction

Aleppo pine (Pinus halepensis MILL.) spreads all over the
Mediterranean basin, where it plays an important role in forest-
ry and in the conservation of the Mediterranean ecosystems.
Several studies have been conducted in order to assess the
genetic variability of the species and to evaluate its genetic
resources. The studies at a general scale reveal a low level of
polymorphism, as shown by electrophoretic analysis (SCHILLER

et al., 1986; CONKLE et al., 1988; TEISSEIRE et al., 1995; AGÚNDEZ

et al., 1997) and other genetic markers (MORGANTE et al., 1998;
GÓMEZ, 1998), especially in the western range of the species.
The low level of polymorphism has been interpreted due to a
bottleneck effect during glaciations and a rapid recolonization
with material of Greek origin (MORGANTE et al., 1998).

The adaptation of Aleppo pine to drought and forest fires
(GIL et al., 1996), together with human activities over time, has
led to important changes in the importance and distribution of
the species in the Mediterranean basin (BARBERO et al., 1998),
and in the pattern of variation of Aleppo pine. In order to
examine these matters more fully it is possible to focus atten-
tion on the Iberian Peninsula, an area where no introduction of
material of foreign origin has been made in the past (BARADAT

et al., 1995; GIL et al., 1996), and with an important area of the
species (806,000 ha of native stands). A clinal variation seems
to be detected in studies of several Spanish populations, using
different types of markers (AGÚNDEZ et al., 1997; GÓMEZ, 1998).

A multilocus approach with a large number of populations
will allow us to increase our understanding of the geographical
pattern of variation of the species, and of how genetic variabili-
ty varies among populations. The main causes of multilocus
differentiation (KREMER and ZANETTO, 1997) are derived from
the single locus differentiation of each locus and the allelic
associations among and within populations.

In forestry species, linkage disequilibrium is usually of scant
importance, but on some occasions could reveal the influence of
genetic drift or systematic effects in the distribution of the
species (KREMER et al., 1997). Of more importance are the allelic
associations at population level. 

The objective of this study was to analyse the pattern of
variation using a multilocus approach with 5 polymorphic loci
of 15 natural populations of Aleppo pine from the Western
range of distribution.

Material and Methods

Seed samples were obtained from fifteen natural populations
of Pinus halepensis, covering the natural range of the species
in Spain (Figure 1). The geographical origins of the sampled
populations are presented in table 1. The bulked seed samples
were composed of seeds from 25 trees with a minimum distance
of 30 m in between.

Fifty to sixty germinated seeds per population were analysed
employing five polymorphic enzyme systems both in mega-
gametophytes and the corresponding embryo from each seed.
Thus, ordered genotypes were obtained by comparing them.
The enzyme systems are the following: Phosphoglucomutase
(PGM, EC 2.7.5.1), Hexokinase (HK, EC 2.7.1.1), Aconitase
(ACO, EC 4.2.1.3), 6 Phosphogluconate dehydrogenase
(6PGDH, EC 1.1.1.44) and Malate dehydrogenase (MDH, EC

1.1.1.37). Staining procedure and electrophoretic methods have
been described elsewhere (CONKLE et al., 1982; CHELIAK and
PITEL, 1985; WENDEL and WEEDEN, 1989; AGÚNDEZ et al., 1997). 

Description and segregation analysis of HK, MDH, 6PGDH
and PGM, have previously been reported (AGÙNDEZ et al.,
1997). ACO shows a single locus with two alleles and no devia-
tion from the expected 1:1 MENDELian ratio.

Measures of variability at a single locus level

There are no significant deviations from the assumption of
neutrality for the five loci analysed, as shown by the EWENS-
WATTERSON test for neutrality (MANLY, 1985). 

The HARDY-WEINBERG equilibrium has been tested using a
chi-square test, for each of the five loci for every population and
for the overall data. There is an excess of homozygotes for the
overall data in three out of the five loci (Hk, Pgm2 and Aco),
but this was not detected in most of the populations. Depar-
tures from the HW equilibrium exists in 3 populations, but in
different loci.

Figure 1. – Location of the 15 populations of Pinus halepensis analysed. 

Table 1. – Origin of the fifteen sampled Pinus halepensis populations
from Spain.
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For assessing departures from random mating considering
the paternal and maternal allele frequency, a chi-square test of
homogeneity was performed among maternal and paternal con-
tributions of the allozyme frequencies (GILLET, 1994). This test
did not reveal significant departures from the null hypothesis.

Genotypic disequilibria were estimated for all pairwise com-
binations of loci, taking into account gametic frequencies in all
15 populations (WEIR, 1996). The gametic disequilibria over the
15 populations were subdivided into within- and between-
population components according to the method given by OHTA

(1982a and b). A series of five different components were calcu-
lated and compared. 

Measures of genotypic variability at multilocus level

Four different parameters have been derived from the multi-
locus approach: the genotypic diversity ν (GREGORIUS, 1978),
similar to the effective number of genotypes present in each
population; the total population differentiation δΤ (GREGORIUS,
1987), related to the expected heterozygosity; the evenness of
the distribution (e), which is considered to measure the degree
to which the genotypes are equally represented (the maximum
(e=1) holds only for uniform distribution, and as e approaches
the lower bound, the unevenness increases); and the subpopu-
lation differentiation (Dj), which is the proportion of genetic
elements (genotypes in this case) by which a deme differs from
the remainder of the populations. The overall subpopulation
differentiation is a weighted mean of the subpopulation differ-
entiation. 

Differentiation among populations

The WRIGHT (1965) decomposition of variability has been
employed, in order to estimate the coefficient of differentiation
among populations. Gene flow (Nm) was estimated as 
Nm = (1-GST)/4GST (NEI, 1977).

Analysis of gametic differentiation in multiple loci has been
described by KREMER et al. (1997), using a multivariate
ANOVA. If HWE is assumed, F*ST can be derived from the
model developed at the gametic level (1). However, when HW
equilibrium is absent, only composite measures can be calculat-
ed at the zygotic level and these will be always larger than the
FST values (KREMER and ZANETTO, 1997). The differentiation,
therefore, at zygotic level is defined as CFST, as a composite
measure of differentiation.

To reveal the pattern of variation, NEI’s (1978) genetic
distances among populations were computed considering every
locus. Cluster analyses were performed using the unweighted
pair group method algorithm (UPGMA). In relation to geo-
graphic data, a canonical analysis of populations has been per-
formed to test differences among populations. For this purpose
canonical variates z corresponding to the largest differentiation
among populations where computed for each population. 

z = x’u

where x’ is the transpose of the vector of the original data
and u is the two first eigenvectors with the largest differentia-
tion (CFSTm) of matrix CFST.

An average of correlations between canonical variates and
altitude, longitude and latitude have been computed.

The analyses were performed using version 1.1b of GSED
programme (GILLET, 1994), POPGENE (YEH et al., 1997), SAS
(SAS version 6.0, 1996) and the authors own programmes.

Results

Frequencies of the most common allele of the five polymor-
phic loci are shown in table 2. There are significant differences

between populations in all these systems, as shown by the chi-
square analysis of populations.

Table 2. – Frequencies of the most common allele by population.

There are no zygotic disequilibria within populations, follo-
wing the method of WEIR (1979, 1980). None of the populations
showed a linkage disequilibrium for the pairwise comparison of
alleles. The decomposition of disequilibrium in subdivided
populations (Table 3), following the method given by OHTA

(1982a and b), shows that the variance of the expected allelic
associations among populations (D’2

IS) is larger than the vari-
ances of the disequilibrium within the populations (D2

IS) or
within the overall populations (D’2

IS); the interpretation based
on analytical calculations shows that disequilibria are created
mainly by random effects (D2

IS is less than D2
ST and D’2

IS is
greater than D’2

ST). These results are not caused by the non-
existence of populations showing significant disequilibria for
these combinations, as was shown by KREMER and ZANETTO

(1997) in Quercus petraea. 

Table 3. – Ohta’s two-locus analysis of population subdivision. 

With regard to the genotypes, the descriptive parameters of
differentiation among populations are shown in table 4. There
are large differences between populations in terms of diversity
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(�2) and total diversity (δT) at the genotypic level. The differ-
ences are quite large in comparison to that observed when
individual loci are considered. In this sense, a reduction in
diversity is found in island (no. 183) or marginal (no. 61, 84)
populations. (Dj) shows clearly the differences among popula-
tions. Populations in Southern Spain (no. 172 and 173) present
the maximum differentiation both in terms of genetic diversity
(�) and differentiation among populations. One of the popula-
tions (103) presents a high level of genetic diversity, but a
small amount of differentiation between populations, which
could be attributed to its central position in the range of the
species in the studied area.

The differences between populations are highly significant,
as shown by the MANOVA MANTEL test (MANLY, 1997), and the
parameters of differentiation among populations are shown in
table 5. The average inbreeding coefficient (FIT) ranges from
3.1% to 31.8% depending on the loci – a large amount of varia-
tion between populations. The average inbreeding within popu-
lations (FIS) shows large differences between loci, as a measure
of the deviations from the HW equilibrium is important in
Pgm2 and to a lesser extent in the other loci. Values of genetic
differentiation between populations (measured in terms of FST)
are of the same value for the different loci, with a mean value
of around 11%. The multilocus approach takes into account
both the HW disequilibrium in some of the loci and the non-sig-
nificant linkage differences. This is the reason for the incre-
ment in the value of CFST (mean differentiation) with respect
to FST, which reduces the importance of the within-population
component in the total differentiation.

Multilocus differentiation may be caused by allelic associa-
tions either within populations or between different popula-
tions. The component within a population is given by the
zygotic disequilibria, or by correlation at individual level (rw).
For all two-locus associations the data (Table 6) clearly show

that associations among alleles at different loci are stronger at
the between-population (rb) level than at the within-population
level. The discrepancy between rw and rb has a strong effect on
the level of multilocus differentiation.

Table 4. – Descriptive parameters for 5 polymorphic loci, of 15 natural populations of Aleppo pine from Spain.

Table 5. – Summary of F-Statistics and Gene flow for all Loci (NEI,
1987).

*) Nm = Gene flow estimated from FST = 0.25 (1 - FST)/FST.

Table 6. – Correlation coefficients of measure
of variability between (rb, below diagonal)
and within populations (rw, above diagonal)
based on allelic frequencies.

Canonical variates were calculated when the MANOVA was
computed on all 5 loci. The correlation between these two
variates and geographical variates is shown in table 7. The
canonical analysis of populations shows a quite clear separa-
tion between populations. The first two canonical variates
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explain 62.3% and 20.5% of the total variation respectively. A
large geographical trend associated with longitude and latitude
is observed in the highly significant correlation with the first
canonical variate, which is not related to the other variates
involved in genetic variability. High values are found in
northern Spain. The first canonical variate is correlated (at the
between-population level) with the frequency of the most
common allele of Mdh4 (r = 0.6100), Hk (r = –0.6477), Pgm2
(r = –0.4882) and Aco (r = 0.4319).

The non-existence of linkage disequilibrium among loci is a
general rule in the conifers, but scant differences in HW equilib-
rium (unrelated to a different contribution among paternal and
maternal components) could affect the differences among
populations.

The amount of zygotic disequilibria in Pinus halepensis is of
the same level as that found in some species as Pseudotsuga
menziesii (YEH and MORGAN, 1987), Eucalyptus obliqua (BROWN

et al., 1975), and lower than that found in Q. petraea (KREMER

and ZANETTO, 1997). In our case, the study of seedlings has not
conducted to an extensive level of disequilibria at this age (as
was found in Liriodendron tulipifera, ROBERDS and BROTSCHOL,
1985); this has been interpreted as related to the decrease in
homozygosity with age which has been reported in forest trees.

OHTA’s two-locus analyses of population subdivision reveal
that mainly random effects are responsible for the disequilib-
ria. This is an important result, because no random selection is
involved in the disequilibria.

Geographical pattern of variation among populations at the
multilocus level

In this study, more information has been provided about pat-
terns of genetic differentiation among different types (inland,
marginal, island) of populations than was previously obtained
by means of multilocus genotypic differences. In contrast with
previous reports of lack of clinal variation in Aleppo pine in
particular, this study reveals a clear pattern of variation relat-
ed to latitude and longitude. These data complete those which
are currently available for this species.

In general, there were stronger allelic associations between
loci at population level than at individual level. The data indi-
cates that correlations of allelic frequencies among populations
are not caused by zygotic disequilibria. The most likely cause is
that, by chance, alleles were associated differently in the refug-
ia, but without any disequilibrium; thus population correlation
may just originate from common historical causes. Two differ-
ent areas can be determined (both in the Northern and South-
ern range of distribution), and do not probably originate from
postglacial recolonization.

Studies of Pinus contorta, (YANG and YEH, 1993) and C. lan-
ceolata (YEH et al., 1994) have found gametic disequilibria in
most of the populations analysed. In the last study the gametic
disequilibria were not related with geographical data, but cor-
related with longitude and latitude in the case of two of the
subspecies of P. contorta. In Pinus rigida (FRYER, 1987), the
results using a multivariate analysis of isozyme data provide
the same information on patterns of geographic variation as
that obtained from morphological measurements in early tests.

When the information from all five loci was used in a
MANOVA, 16.9% of the total variability could be attributed to
population subdivision. This is a composite measure of differ-
entiation that takes into account allelic associations at the
zygotic (and gametic) level, and allelic associations among
populations as shown in KREMER et al. (1996).

The differences among populations in the area analysed
represent a high level in comparison to other conifers (FST =
0.11, or CFST = 0.17). This large degree of variation – in the
case of a species with a relatively low total variation, as reveal-
ed by isozymes – could be attributed to the existence of differ-
ent refugia during the glaciations in Spain, and a reduction of
the area leading to a local bottleneck effect of the species. In
this sense, the clear pattern of variation revealed by the dend-
rogram based on NEI’s genetic distance, and the correlation
among canonical variates and geographical coordinates have to
be interpreted as due to the pathways of postglacial recoloniza-

Table 7. – Correlation analysis between geographical data and 
allele frequency, two first canonical variates of allele frequency, 
genetic diversity (∆), total diversity (δT) evenness (e) and ex-
pected heterozygosity.

The analysis of variation shows a clear relationship between
frequencies and geographical data (table 7) that can be express-
ed in figure 2. The correlation between latitude (measured by
Y-UTM) and longitude (X-UTM) is quite high (0.72***) and
therefore, both of the variates could be used. A clear clinal
pattern from North to South in which the frequency of Hk and
Pgm2 increases, and the frequency of Mdh4 and Aco decreases,
is observed. The variation of 6Pgdh2 does not show a clear rela-
tionship with any of the geographical variates.

Figure 2. – Relationship between latitude (measured by Y-UTM in m)
and value of the first canonical variate obtained from 5 isozyme loci in
Pinus halepensis MILL..

Discussion and Conclusion

Levels of multilocus diversity

The study of multilocus measures of diversity reveals large
differences among populations, that could be interpreted as dif-
ferences in diversity at the population level. These differences
in diversity (ν), relative evenness and differentiation among
populations (Dj) express more clearly than in a unilocus
approach the large differences that exist in a species with a low
level of polymorphism.
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tion. The reduction on genetic variability measured at the mul-
tilocus level of the inland and island populations (no 74 and
183 respectively) indicates that the main line of recolonization
followed the Mediterranean coastline.

The low number of loci analysed are, however, sufficient to
allow us to study geographical gradients, while in order to
study the pattern of variation, a small number of canonical
variates reveal the most important migration paths of the
species. In other studies, most of the significant variation is
revealed by only a few number of clinal patterns. In Pinus con-
torta, YEH et al. (1985) found that two significant canonical
discriminant functions accounted for 38% of the total variance
in 20 polymorphic loci, which were associated with geography
(altitude and latitude).

A clinal pattern of variation has been revealed in different
species in the Iberian Peninsula, such as Scots pine (PRUS-GLO-
WACKI and STEPHAN, 1994) and Maritime pine (SALVADOR et al.,
1997).

The low level of polymorphism detected in France (TEISSEIRE

et al., 1997) reveals that in this area recolonization took place
with material of extraneous origin, and not from French mate-
rial. In Spain, the likely refugia were located in Northern and
Southern Spain (Catalonia and Andalucia). These refugia are
confirmed with data on RAPDs and Cp microsatellites (GOMEZ,
1998), where some special variants have been detected. The
clear relationship and small genetic distance between the Mal-
lorca island population and those from Valencia, clearly indi-
cate a recent colonization of the island that has not allowed a
large level of differentiation.

The existence of marginal populations in the inner part of
the range in Spain, explains how the recolonization took place.
In these areas, a reduction in variability could be the main rea-
son to regard the coldest habitat of the species in Spain, in
which it is not possible to distinguish a continuous range of the
species, as an area of recolonization.

Unlike univariate measures of population differentiation
such as genetic distance and F statistics which weight all loci
equally, but do not account for multilocus genotypic structure,
the analysis performed takes into account the relationship be-
tween all the loci, and the genotypic variability. The study
strengthens the thesis that clinal patterns of variation with
latitude and longitude, possibly the expression of underlying
genetic processes such as past migration patterns, have had a
significant role in the generation and maintenance of the
genetic structure of natural populations of Aleppo pine.

Acknowledgements
The study was funded by the European Commission, Brussels, project

FAIR CT95-0097 “Mediterranean Pinus and Cedrus for sustainable
afforestation of marginal lands”.

References
AGÚNDEZ, D., DEGEN, B., VON WUEHLISCH, G. and ALIA, R.: Genetic varia-
tion of Aleppo pine (Pinus halepensis MILL.) in Spain. Forest Genetics
4(4): 201–209 (1997). — BARADAT, PH., MICHELOZZI, M., TOGNETTI, R. and
KHOUJA, M. L.: Geographical variation in the terpene composition of
Pinus halepensis MILL. In: BARADAT, PH., ADAMS, W. T. and MÜLLER-
STARCK, G. (eds.). Populations genetics and genetic conservation of
forest trees. pp. 141–158 (1995). — BARBERO, M., LISEL, R., QUEZEL, P.,
RICHARDSON, D. M. and ROMAINE, F.: Pines of the mediterranean basin.

In: D. M. RICHARDSON (Ed). Ecology and biogeography of Pinus. Cam-
bridge University Press. Chapter 8: 153–170 (1998). — CHELIAK, W. M.
and PITEL, J. A.: Techniques for starch gel electrophoresis of enzymes
from forest tree species. Agriculture Canada. Canadian Forestry Serv-
ice. Information Report Pl-X-42. Petawawa National Forestry Institute.
49 pp. (1985). — CONKLE, M. T., HODGKISS, P. D., NUNNALLY, L. B. and
HUNTER, S. C.: Starch gel electrophoresis of conifer seeds: a laboratory
manual. United States Department of Agriculture. Forest Service. Pacif-
ic Southwest Forest and Range Experiment Station. General Technical
Report PSW–64 (1982). — CONKLE, M. T., SCHILLER, G. and GRUNWALD,
C.: Electrophoretic analysis of diversity and phylogeny of Pinus brutia
and Closely related taxa. Systematic Botany 13(3): 411–424 (1988). —
FRYER, J. H.: Agreement between patterns of morphological variability
and isozyme band phenotypes in pitch pine. Silvae Genetica 36(5/6):
199–206 (1987). — GIL, L., DIAZ-FERNANDEZ, P., JIMENEZ, M. P.,  ROLDAN,
M., ALIA, R., AGÚNDEZ, D., DE MIGUEL, J., MARTIN, S. and DE TUERO, M.:
Regiones de procedencia de Pinus halepensis MILL. ICONA, Madrid
(1996). — GILLET, E.M.: GSED. Genetic Structures from Electrophoretic
Data. Universität Göttingen, Germany. (Unpublished) (1994). — GOMEZ,
A.: Variabilidad genética de Pinus pinaster en España mediante el uso
de marcadores de ADN: RAPDs y Cpmicrosatélites. PhD Thesis. UPM,
Madrid (1998). — GREGORIUS, H. R.: The concept of genetic diversity
and its formal relationship to heterozygosity and genetic distance.
Mathematical Bioscience 41: 253–271 (1978). — GREGORIUS, H. R.: The
relationship between the concepts of genetic diversity and differentia-
tion. Theoretical and Applied Genetics 74: 397–401 (1987). — KREMER,
A. and ZANETTO, A.: Geographical structure of gene diversity in Quercus
petraea (MATT.) LIEBL. II: multilocus pattern of variation. Heredity 78:
476–489 (1997). — KREMER, A., ZANETTO, A. and DUCOUSSO, A.: Multilo-
cus and multitrait measures of differentiation for gene markers and
phenotypic traits. Genetics 145: 1229–1241 (1997). — MANLY, B. F. J.:
The Statistics of Natural Selection. Chapman and Hall, London. p. 272–
282 (1985). — MORGANTE, M., FELICE, N. and VENDRAMIN, G. G.: Analy-
sis of hypervariable chloroplast microsatellites in Pinus halepensis
MILL. reveals a dramatic genetic bottleneck. In: A. KARP, P. G. ISAAC and
D. S. INGRAM (Eds.). Molecular tools for screening biodiversity. Chap-
man and Hall, London. 407–412 (1998). — NEI, M.: F-statistics and ana-
lysis of gene diversity in subdivided populations. Ann. Human Genet.
41: 225–233 (1977). — NEI, M.: Estimation of average heterozygosity
and genetic distance from a small number of individuals. Genetics 89:
283–290 (1978). — OHTA, T.: Linkage disequilibrium with the island
model. Genetics 101:139–155 (1982a). — OHTA, T.: Linkage dis-
equilibrium due to random genetic drift in finite subdivided populations.
PNAS 79: 1940–1944 (1982b). — PRUS-GLOWACKI, W. and STEPHAN, B.
R.: Genetic variation of Pinus sylvestris from Spain in relation to other
European populations. Silv. Genet. 43(1): 7–14 (1994). — SALVADOR, L.:
Estudio de la variabilidad genética de Pinus pinaster en España usando
marcadores proteicos e isoenzimáticos. U.P.M. ETSI Montes, Madrid.
PhD Thesis (1997). — SAS: SAS-STAT. User’s manual. Version 6.0. SAS
Inc. (1996). — SCHILLER, G., CONKLE, M. T. and GRUNWALD, C.: Local dif-
ferentiation among Mediterranean populations of Aleppo pine in their
isoenzymes. Silvae Genetica 35(1): 11–19 (1986). — SCHILLER, G. and
GRUNWALD, C.: Resin monoterpenes in range-wide provenance trials of
Pinus halepensis MILL. in Israel. Silvae Genetica 36(3–4): 109–114
(1987). — SMOUSE, P. E., SPIELMAN, R. S. and PARK, M. H.: Multiple-
locus allocation of individuals to groups as a function of the genetic
variation within and differences among human populations. Amer.
Natur. 119(4): 445–463 (1982). — TEISSEIRE, H., FADY, B. and PICHOT,
CH.: Allozyme variation in five French populations of Aleppo pine (Pinus
halepensis MILLER). Forest Genetics 2(4): 225–236 (1995). — WEIR, B.
S.: Genetic Data analysis II. Sinauer Associates, Inc. Publishers, Massa-
chusetts. 445 p. (1996). — WENDEL, J. F. and WEEDEN, N. F.: Visualiza-
tion and interpretation of plant isozymes. In: Isozymes in Plant Biology.
Chapter 1. Ed. Dioscorides Press, Oregon. 40 pp. (1989). — WRIGHT, S.:
The interpretation of population structure by F-statistics with special
regard to systems of mating. Evolution 19: 395–420 (1965). — YANG, R.
C. and YEH, F. C.: Multilocus structure in Pinus contorta DOUGL. Theo-
retical and Applied Genetics 87(5): 568–576 (1993). — YEH, F. C., CHE-
LIAK, W. M., DANCIK, B. P., ILLINGWORTH, D. C., TRUST, D. C. and PRYHIT-
KA, B. A.: Population differentiation in lodgepole pine, Pinus contorta
spp. latifolia: a discriminant analysis of allozyme variation.
Can.J.Gent.Cytol. 27: 210–218 (1985). — YEH, F. C., SHI, J., YANG, R.,
HONG, J. and YE, Z.: Theoretical and Applied Genetics 88(3/4): 465–471
(1994). — YEH, F. C., YANG, R. C. and BOYLE, T.: Popgene version 1.21.
University of Alberta (1997).


