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Forest genetic conservation is typically species-specific and does not integrate interspecific interaction and community

structure. It mainly focuses on the theories of population and quantitative genetics. This approach depicts the intraspecific

patterns of population genetic structure derived from genetic markers and the genetic differentiation of adaptive

quantitative traits in provenance trials. Phylogenetic β-diversity would assess the similarities and differences of a tree

species across communities regarding ecological function, the strength of selection pressure, and the nature and extent of

its interaction with other species. 
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1. Introduction

Forest genetic resources consist of primary and secondary gene pools . The primary gene pools are the undisturbed

natural forests, and the secondary gene pools are the remaining forests after ecosystem disturbance (including breeding

populations and provenance trials). Many believe that genetic diversity in the primary gene pools can be conserved

without the need to maintain it. However, as natural areas become progressively modified by human and non-human

interferences, maintaining the genetic diversity of natural forests and their ecosystems will increasingly depend on the

knowledge of intraspecific population and interspecific community evolutionary processes under the community ecology

framework.

A well-known fact is that forest trees are long-lived compared to crops, insects, and animal species. Trees often grow in

heterogeneous habitats where the environmental conditions vary in time and space. They are sessile and are constantly

under multi-year influences of the changes in the ecosystem and the pressure of either abiotic or biotic factors. The abiotic

factors include natural environmental and physical habitats, such as rivers, mountains, climatic conditions, habitat

fragmentation, and other barriers to species distribution. These factors interact with a tree species’ reproductive system

(selfing, outcrossing, or a mixed system) to influence its population genetic structure . Except for a small proportion of

species that reproduce asexually only, most tree species have their geographic distributions formed by restrictive seed

dispersal or pollen dispersal via pollination with recipient populations to produce seeds, followed by seedlings and

subsequent growth. The abiotic factors impede seed and pollen dispersal and create population genetic differentiation or

phylogeographical variation .

Biotic factors also influence species distribution, including intraspecific (e.g., density-dependent growth) and interspecific

interactions . A typical tree species distribution often covers diverse ecological communities and coexists with multiple

species in its natural distribution. It may have positive, negative, or random associations with other species across

communities. Such associations subsequently reduce genetic diversity if interspecific interactions produce directional

selection acting on the tree species or maintain genetic diversity if balancing selection acting on the tree species is

created.

In addition, natural hybridization and gene introgression frequently occur between closely related species in a forest

community . Hybridization occurs naturally in about 25% of plant species . These hybrids contribute to species

diversity, such as a hybrid zone as a barrier to isolating parental populations. Hybrids combined with recombination could

generate transgressive segregation where extreme phenotypes that lead to speciation are formed . These

phenomena necessitate attention to hybrids in genetic conservation, which is not considered in species-based genetic

conservation either.
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Conventional forest genetic conservation is based on the theories of population and quantitative genetics .

Molecular markers are often applied to investigate population genetic structure (𝐹𝑠𝑡) and the geographical pattern of

genetic diversity and to infer potential routes of population formation and historical events . Provenance trials,

also known as common garden trials, are the planting experiments on multiple controlled field sites, with seedlings derived

from seeds sampled from various locations in the natural distribution of a tree species . Provenance trials are employed

to investigate population genetic differentiation (𝑄𝑠𝑡, the same biological meaning as 𝐹𝑠𝑡)  and the geographical

variation of quantitative traits, to delineate seed zones, and to develop seed allocation guidelines. These two pieces of

information, one for population structure/history and the other for adaptive population differentiation, are then combined to

determine the strategy of genetic conservation . However, the results from both molecular markers and

provenance trials do not provide information on species coexistence in natural forests. Provenance trials could examine

site or genotype-by-environment effects and implicate conservation strategy in situ . Because provenance trials are

designed under controlled environmental conditions, the site effects imply the necessity of not protecting local habitats.

Neither molecular marker-based nor provenance trials provide information on interspecific interactions and natural

hybridization in natural forest communities.

The population genetic theory emphasizes the intraspecific interaction among genotypes, and its approach is widely

applied to instructing genetic conservation . The basic evolutionary processes that maintain genetic diversity involve

selection, genetic drift, migration, and mutation at the population level . These are naturally connected to the

evolutionary processes that maintain biodiversity at the community level, including species selection, ecological drift,

dispersal, and speciation . These two levels of ecological and evolutionary processes not only participate in

forest community assembly and succession but also shape the genetic diversity and evolution of tree species in the forest

community.

Community phylogeny effectively addresses interspecific interactions and natural hybridization, where community

assembly can be characterized by lineage phylogenetic relationships . Few reports are available to analyze community

ecological functions and biodiversity conservation from the perspective of community phylogeny . For forest genetic

resource management, the analysis of forest community phylogeny also helps to determine the taxonomic status of a

species in its community and its association with other species. A species may have the same or different taxonomical

positions across forest communities, depending upon the community assembly and the phase of community succession

. Thus, it is interesting to integrate forest genetic conservation into the community ecology framework.

2. Community-Based Strategy of Genetic Conservation

2.1. Determining the Number of Communities

Scholars use β-diversity to characterize the degree of community differentiation in species assembly. This index can be

calculated differently . Many studies have used β-diversity to describe biodiversity . However, few

studies have associated the community evolutionary processes with β-diversity. This line of work remains in its infancy but

is of significance to better understand the mechanisms that maintain community differentiation . A straightforward case

is under the neutrality assumption where the community size is fixed (J) and other species equally compensate a

decrease in one species’ abundance. All individuals in the community have the same birth and death rates . Suppose

that there are an infinite number of local communities each with J individuals, analogous to Wright’s island model in

population genetics . Community differentiation (𝐶 ) is derived below under an equilibrium of ecological drift (1/𝐽) in any

local community, the dispersal rate (m) to each local community, and the speciation rate (𝑣) :

(1)

Dispersal across communities and speciation reduce β-diversity (𝐶 ) and tend to homogenize community assembly or

community phylogenies. This relation may be used as a null hypothesis to test whether the selection process is broadly

engaged in community differentiation.

With the conservation of forest genetic resources, β-diversity is used to design a network for protected communities.

When a large proportion of the community differentiation (e.g., 95%) occurs, the community difference in species

composition could be substantial. The protected area should cover multiple communities and more species. Heterogeneity

in interspecific interaction could occur for a tree species with other species across the communities. In contrast, when

there is a low level of community differentiation (e.g., less than 5%), only a few communities should be selected for
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conserving species diversity. This is analogous to the decision making on conserving genetic diversity based on 𝐹𝑠𝑡value

for a single species . A decision based on β-diversity focuses on the tree species diversity at the community level.

Apart from characterizing community differentiation by β-diversity, a further measurement is to combine β-diversity with

phylogeny to define phylobetadiversity that measures community differentiation in terms of both community phylogeny

and β-diversity (Figure 1). This index is calculated by the distance (branch length differences) between phylogenetic trees

of different communities. Several methods have been proposed to estimate this index. Graham and Fine  discussed the

application of phylobetadiversity in a biodiversity study, including an analysis of speciation, a combination with niche

models, neutral theory, and global biodiversity patterns. However, the practical application of phylobetadiversity to

conservation is rarely emphasized in the literature . In theory, phylobetadiversity can also be used to design the number

of communities for conservation, analogous to the use of β-diversity. A slight difference in phylobetadiversity implies that a

few communities are appropriate for conservation.

Figure 1. Determination of the number of communities based on the pattern of phylobetadiversity. A species of interest

(species B) is indicated in red under hypothetical community phylogenies (communities i and j). Letters A , C , …, and N

represent different species in community 𝑖. Letters A , C , …, and N  represent different species in community 𝑗. All 𝜔
values on different branches can be estimated under different hypotheses of branch models in a community. 

The practical analysis of community differentiation needs setting up forest plots, such as the forest census plots in Barro

Colorado Island  and multiple plots in China , to survey species richness and abundance for a given community.

The ideal case is that entire plots are surveyed once a community boundary is set, but this forest census requires a high

cost. Instead, multiple quadrats are often designed for forest surveys in each community. Community differentiation is then

measured using some beta-diversity indices. Moreover, to identify hybrids of a species with other related species, large

samples, such as more plots or quadrats, are preferred to improve the probability of capturing hybrids.

Accompanying community surveys by setting multiple plots or quadrats are the population samples of a species of

interest. When the species is abundant in each community, a large sample size of the species per community, for

example, >30 individuals, is recommended. When the species is less abundant in some communities, more quadrats are

suggested to include the species as much as possible to assess the species’ population structure appropriately.

As mentioned above, the careful selection of orthologous genes or barcodes is needed to genotype all sampled

individuals. High polymorphic markers, such as nuclear ITS markers, are recommended to identify hybrids or closely

related subspecies. Chloroplast or mitochondrial DNA markers are appropriate to elucidate community phylogenetic

relationships among distant species. Multiple orthologous nuclear gene sequences are relevant to examining genetic

variation within and between species.

2.2. Detecting the Molecular Mechanism of Interspecific Interactions

The second step is to screen interspecific interaction for tree species in different forest communities. Various methods

have been proposed to test species associations , such as the method based on species presence/absence data

among quadrats  or the chi-square test using contingency tables . Cavender-Bares et al.  reviewed species

competitive interaction as a mechanism for phylogenetic relatedness. Figure 2 shows a hypothetical phylogenetic tree of

a forest community. Suppose species B is the tree species of interest, and species A is its closely related species with

interaction. It may set the branch model in the PAML (phylogenetic analysis by maximum likelihood) program  to detect

ω  and evaluate the relative selection pressure on different branches. For instance, two models are assumed

in Figure 2. The logarithm of likelihood ratio test (LRT),  , is applied to test whether

[18][24]

[49]

[50]

i i i

j j j

[51] [52][53]

[54]

[55] [56] [34]

[57]

= Ka / Ks

−2 ln( l2(ω1,ω2,…,ω0)

l1(ω0,ω0,…,ω0)
)~X2 (df = 2)



the interacted species have significantly natural selection or not. With the analyses of multiple ecological communities, the

change of ω on the branch of the target tree species signals different selection pressures or the difference of the target

tree species interacting with different species across communities.

Figure 2. A hypothetical phylogeny in a forest community. Different species may have unequal branch lengths. Model 1

assumes that all branches have equal selection strength (𝜔0). Model 2 assumes that species A (𝜔2) is closely related to

Species B (𝜔1) under different selection intensities. All remaining species are set to have the same selection intensity

(𝜔0). Letters A, B, C, …, and N represent different species in a forest community.

Besides the branch model, site or branch–site model analysis may also detect the positive or purifying selection of specific

genes at the amino acid sites. This helps to screen particular genes involved in interspecific interaction in different

communities.

It is essential to understand that disruptive selection facilitates speciation where alternative alleles tend to be fixed in

different species. However, incompletely sorted lineages tend to occupy similar ecological niches and result in

competition. This could vary in various communities. One prediction is that ecological drift (1/𝐽) reduces the efficacy of

species selection and weakens interspecific interaction in a small forest community. However, this benefits the species

vulnerable to survival, which can be analogously implied from the population genetics theory . Consider a

diploid nuclear gene in a population with effective population size 𝑁𝑒. Under an equilibrium of selection and genetic drift

effects, Kimura  derived the fixation probability of a mutant allele. When the mutant allele is favorable (positive

selection), the ratio of nonsynonymous to synonymous divergence among orthologous genes is 

(2)

(3)

The product of the effective population size and selection coefficient, 𝑁𝑒𝑠, can be viewed as a scaled-selection coefficient

and measures the strength of natural selection. An analogous expression to 𝑘𝑎⁄𝐾𝑠 for the fixation of a species relative to

that under a neutral community in a local community of size J is not available yet. It is speculated that a large forest

community could tend to facilitate the species with synergistic interacted effects (e.g., mutualism) on a species and

improve species selection efficacy. A small forest community could impede such synergistic effects. However, population

genetic theory implications need further theoretical confirmation in community ecology.

When the mutant allele is deleterious (purifying selection) in a population, the ratio of nonsynonymous to synonymous

divergence is

(4)
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(5)

Similarly, it is speculated that a small forest community could weaken the purifying selection of the target tree species,

while a large forest community could strengthen the purifying selection. This could likely weaken the antagonistic

interacted effects on a species. Empirical evidence implicitly supports this theoretical prediction under communities of

different sizes. Kapralov  used 36 orthologous nuclear genes to estimate the 𝐾𝑎/𝐾𝑠 ratio of 27 species of the genus

Schiedea (Caryophyllaceae) sampled from the Hawaiian Islands and the mainland. The results showed that the

𝐾 /𝐾  values were higher in the island group than in the mainland group. This was because the purifying selection in the

island group was relaxed, and positive selection was more common than in the mainland group. Therefore, it is

hypothesized that a tree species could undergo different intensities of natural selection in communities of different sizes.

More evidence is needed to verify this prediction.

2.3. Integrating Two Levels of Evolutionary Processes into Genetic Conservation

The third step is integrating information from population genetic structure, community structure, and interspecific

interactions into genetic conservation. Under the community framework, if the sampling sites are set in different forest

communities, both community phylogeny and interspecific interactions help to interpret population genetic differentiation.

When the effects of interspecific interactions are more significant than the effects of genetic drift, the following outcomes

could be yielded:

When the given tree species has different patterns of selection across communities, e.g., a half number of communities

with positive selection (𝐾 /𝐾 >1) and another half with purifying selection (𝐾 /𝐾 <1), the effects of interspecific

interactions can amplify population genetic differentiation. Population genetic differentiation is more significant than that

under neutrality. Selection due to interspecific interactions would increase the genetic differentiation of the species at

the population level, which is analogous to the outcome of genetic hitchhiking effects or background selection effects

on genetic differentiation at a linked neutral site .

When the given tree species has the same degree and pattern of interspecific interactions across communities, e.g., all

communities with a similar extent of purifying/positive selection, population genetic differentiation may be smaller than

that under neutrality.

When the given tree species has different extents and types of interspecific interactions in different communities, such

as weak positive and purifying selection, population genetic differentiation may be close to that under neutrality. An

appropriate number of community-based populations could be suggested for conservation from this array of patterns of

the population genetic differentiation of a given species.

When interspecific interactions are ignorable, the suggested strategy reduces to the conventional 𝐹𝑠𝑡 and 𝑄𝑠𝑡 schemes

that rely on population and quantitative genetics theories .

One caution is that when the ecological drift effects are unequal and highly fluctuate across communities, a given tree

species’ effective population size (𝑁 ) may also be different among communities. The ecological drift (1/𝐽) strengthens the

genetic drift and amplifies population genetic differentiation. Other processes, such as species invasion or distinct

speciation rate, could influence the genetic differentiation of a given tree species through species interactions .

Therefore, it is necessary to consider the type of forest community, phylogeny, and interspecific interactions in genetic

resource conservation, which provides complementary information to the conventional (𝐹 )-based genetic conservation.

References

1. Frankel, O.H. Philosophy and strategy of genetic conservation in plants. In Proceedings of the 3rd World Consultation
on Forest Tree Breeding, Canberra, Australia, 21–26 March 1977; Volume 1, pp. 1–11.

2. Zhu, Q.; Liao, B.Y.; Li, P.; Li, J.C.; Deng, X.M.; Hu, X.S.; Chen, X.Y. Phylogeographic pattern suggests a major
eastward dispersal in the distribution of Machilus pauhoi in South China. PLoS ONE 2017, 12, e0184456.

3. Xiao, Y.; Zhang, X.X.; Hu, Y.; Wang, X.; Li, P.; He, Z.H.; Lv, Y.W.; Chen, X.Y.; Hu, X.S. Phylogeography of Toona ciliata
(Meliaceae) Complex in China inferred from cytonuclear markers. Genes 2022, 14, 16.

∂(Ka/Ks)

∂Ne

=
−2s (1 − e4Nes + 4Nese

4Nes)

(1 − e4Nes)
2

< 0

[62]

𝑎 𝑠

𝑎 𝑠 𝑎 𝑠

[63][64][65]

[15][25][66]

𝑒

[48]

𝑠𝑡



4. Zhou, W.; Zhang, X.X.; Ren, Y.; Li, P.; Chen, X.Y.; Hu, X.S. Mating system and population structure in the natural
distribution of Toona ciliata (Meliaceae) in South China. Sci. Rep. 2020, 10, 16998.

5. Semerikova, S.A.; Isakov, I.Y.; Semerikov, V.L. Chloroplast DNA variation and phylogeography of pedunculate oak
Quercus robur L. in the eastern part of the range. Russ. J. Genet. 2021, 57, 47–60.

6. Darwin, C. On the Origin of Species by Means of Natural Selection, or the Preservation of Favoured Races in the
Struggle for Life; John Murray: London, UK, 1860.

7. Case, T.J.; Taper, M.L. Interspecific competition, environmental gradients, gene flow, and the coevolution of specie’’
borders. Am. Nat. 2000, 155, 583–605.

8. Ye, T.Z.; Yang, R.C.; Yeh, F.C. Population structure of a lodgepole pine (Pinus contorta) and jack pine (P. banksiana)
complex as revealed by random amplified polymorphic DNA. Genome 2002, 45, 530–540.

9. Tekpinar, A.D.; Aktaş, C.; Kansu, Ç.; Duman, H.; Kaya, Z. Phylogeography and phylogeny of genus Quercus L.
(Fagaceae) in Turkey implied by variations of trnT(UGU)-L(UAA)-F (GAA) chloroplast DNA region. Tree Genet.
Genomes 2021, 17, 40.

10. Mallet, J. Hybridization as an invasion of the genome. Trends Ecol. Evol. 2005, 20, 229–237.

11. Mallet, J.; Besansky, N.; Hahn, M.W. How reticulated are species? Bioessays 2016, 38, 140–149.

12. Sweigart, A.L.; Willis, J.H. Patterns of nucleotide diversity in two species of Mimulus are affected by mating system and
asymmrtric introgression. Evolution 2003, 57, 2490–2506.

13. Freeland, J.R.; Kirk, H.; Petersen, S.D. Molecular Ecology; Wiley-Blackwell, A John Wiley and Sons: Chichester, UK,
2011.

14. Frankham, R.; Ballou, J.D.; Briscoe, D.A. Introduction to Conservation Genetics; Cambridge University Press:
Cambridge, UK, 2002.

15. Hu, X.S.; Li, B.L. Linking evolutionary quantitative genetics to the conservation of genetic resources in natural forest
populations. Silvae Genet. 2002, 51, 177–183.

16. Bourgeois, Y.X.C.; Warren, B. An overview of current population genomics methods for the analysis of whole-genome
resequencing data in eukaryotes. Mol. Ecol. 2021, 30, 6036–6071.

17. Jones, T.B.; Manseau, M. Genetic networks in ecology: A guide to population, relatedness, and pedigree networks and
their applications in conservation biology. Biol. Conserv. 2022, 267, 109466.

18. Hu, X.S.; Wu, R.L.; Han, Y.F. An approach to sustainable management of population genetic resources of trees: (I)
Relevant theoretical analyses of the information on population genetic variation. For. Res. 2000, 13, 301–307.

19. Semerikova, S.A.; Podergina, S.M.; Tashev, A.N.; Semerkov, V.L. Phylogeography of oaks in the Crimea reveals
pleistocene refugia and migration routes. Russ. J. Ecol. 2023, 54, 197–212.

20. Cosimo, S.M.; Papini, A.; Vessella, F.; Bellarosa, R.; Spada, F.; Schirone, B. Multiple genome relationships and a
complex biogeographic history in the eastern range of Quercus suber L. (Fagaceae) implied by nuclear and chloroplast
DNA variation. Caryologia 2009, 62, 236–252.

21. Sousa, F.; Viegas, M.B.; Costa, J.; Marques, I.; Pina-Martins, F.; Simoes, F.; Mato, J.; Glushkova, M.; Miguel, C.;
Veloso, M.M.; et al. Haplotype diversity patterns in Quercus suber (Fagaceae) inferred from cpDNA sequence data.
Plant. Syst. Evol. 2023, 309, 42.

22. Namkoong, G. Introduction to Quantitative Genetics in Forestry; United States Department of Agriculture: Washington,
DC, USA, 1979.

23. Spitze, K. Population structure in Daphnia btusea: Quantitative genetic and allozymic variation. Genetics 1993, 135,
367–374.

24. Hu, X.S.; Wu, R.L.; Han, Y.F. An approach to sustainable management of population genetic resources of trees: (II)
Management analyses of plantation and natural population of some autochthonous tree species in China. For. Res.
2001, 14, 1–7.

25. Hu, X.S.; Chen, X.Y.; Yeh, F.C. Forest Population Genetics; China Forestry Publishing House: Beijing, China, 2021.

26. Bessega, C.; Cony, M.; Saidman, B.O.; Aguilo, R.; Villagra, P.; Alvarez, J.A.; Pometti, C.; Vilardi, J.C. Genetic diversity
and differentiation among provenances of Prosopis flexuosa DC (Leguminosae) in a progeny trial: Implications for arid
land restoration. For. Ecol. Mang. 2019, 443, 59–68.

27. Kowalczyk, J.; Wojda, T. Result of the 35 years provenance experiment with Scots pine from the IUFRO 1982 series on
the trials in Wyszkow and Sekocin. Sylwan 2019, 163, 584–589.



28. Lv, Y.W.; He, Z.H.; Xiao, Y.; Ouyang, K.X.; Wang, X.; Hu, X.S. Population structure and genetic diversity in the natural
distribution of Neolamarckia cadamba in China. Genes 2023, 14, 855.

29. Wright, S. The Theory of Gene Frequencies. In Evolution and the Genetics of Populations; The University of Chicago
Press: Chicago, IL, USA, 1969; Volume 2.

30. Chesson, P. Mechanisms of maintenance of species diversity. Annu. Rev. Ecol. Evol. Syst. 2000, 31, 343–366.

31. Hubbell, S.P. The Unified Neutral Theory of Biodiversity and Biogeography; Princeton University Press: Princeton, NJ,
USA, 2001.

32. Hu, X.S.; He, F.L.; Hubbell, S.P. Neutral theory in macroecology and population genetics. Oikos 2006, 113, 548–556.

33. Overcast, I.; Ruffley, M.; Rosindell, J.; Harmon, L.; Borges, P.A.V.; Emerson, B.C.; Etienne, R.S.; Gillespie, R.;
Krehenwinkel, H.; Mahler, D.L.; et al. A unified model of species abundance, genetic diversity, and functional diversity
reveals the mechanisms structuring ecological communities. Mol. Ecol. Resour. 2021, 21, 2782–2800.

34. Cavender-Bares, J.; Kozak, K.H.; Fine, P.V.A.; Kembel, S.W. The merging of community ecology and phylogenetic
biology. Ecol. Lett. 2009, 12, 693–715.

35. Losos, J.B. Phylogenetic perspectives on community ecology. J. Ecol. 1996, 77, 1344–1354.

36. Webb, C.O.; Ackerly, D.D.; McPeek, M.A.; Donoghue, M.J. Phylogenies and community ecology. Annu. Rev. Ecol. Evol.
Syst. 2002, 33, 475–505.

37. Gerhold, F.; Carlucci, M.B.; Proches, S.; Prinzing, A. The deep past controls the phylogenetic structure of present, local
communities. Annu. Rev. Ecol. Evol. Syst. 2018, 49, 477–497.

38. Yu, Q.; Rao, X.; Ouyang, S.; Xu, Y.; Hanif, A.; Ni, Z.; Sun, D.; He, D. Changes in taxonomic and phylogenetic
dissimilarity among four subtropical forest communities during 30 years of restoration. For. Ecol. Manag. 2019, 432,
983–1001.

39. Diniz, E.S.; Gastauer, M.; Thiele, J.; Meira-Neto, J.A.A. Phylogenetic dynamics of tropical Atlantic forests. Evol. Ecol.
2021, 35, 65–81.

40. Whittaker, R.H. Vegetation of the Siskiyou Mountains, Oregon and California. Ecol. Monogr. 1960, 30, 279–338.

41. MacArthur, R.H. Patterns of species diversity. Biol. Rev. 1965, 40, 510–533.

42. Wilson, M.V.; Shmida, A. Measuring beta diversity with presence-absence data. J. Ecol. 1984, 72, 1055–1064.

43. Koleff, P.; Gaston, K.J. Measuring beta diversity for presence-absence data. J. Anim. Ecol. 2003, 72, 367–382.

44. Magurran, A.E. Measuring Biological Diversity; Blackwell Publishing: Oxford, UK, 2004.

45. Socolar, J.B.; Gilroy, J.J.; Kunin, W.E.; Edwards, D.P. How should beta-diversity inform biodiversity conservation?
Trends Ecol. Evol. 2016, 31, 67–80.

46. Mori, A.S.; Isbell, F.; Seidl, R. Beta-diversity, community assembly, and ecosystem functioning. Trends Ecol. Evol.
2018, 33, 549–564.

47. He, J.K.; Lin, S.L.; Kong, F.M.; Yu, J.H.; Zhu, H.; Jiang, H.S. Determinants of the beta diversity of tree species in
tropical forests: Implications for biodiversity conservation. Sci. Total Environ. 2020, 704, 135301.

48. Hu, X.S.; He, F.L.; Hubbell, S.P. Community differentiation on landscapes: Drift, migration and speciation. Oikos 2009,
118, 1515–1523.

49. Myers, J.A.; LaManna, J.A. The promise and pitfalls of beta-diversity in ecology and conservation. J. Veg. Sci. 2017,
27, 1081–1083.

50. Graham, C.H.; Fine, P.V.A. Phylogenetic beta diversity: Linking ecological and evolutionary processes across space in
time. Ecol. Lett. 2008, 11, 1265–1277.

51. Condit, R. Tropical Forest Census Plots: Methods and Results from Barro Colorado Island, Panama and a Comparison
with Other Plots; Springer: Berlin, Germany, 1998.

52. Ye, W.H.; Cao, H.L.; Huang, Z.L.; Lian, J.Y.; Wang, Z.G.; Li, L.; Wei, S.G.; Wang, Z.M. Community structure of 20 hm2
lower subtropical evergreen broadleaved forest plot in Dinghushan, China. Chin. J. Plant Ecol. 2008, 32, 274–286.

53. Fang, J.; Shen, Z.; Tang, Z.; Wang, X.; Wang, Z.; Fenf, J.; Liu, Y.; Qiao, X.; Wu, X.; Zheng, C. Forest community survey
and the structural characteristics of forests in China. Ecography 2012, 35, 1059–1071.

54. Tilman, D.; Pacala, S. The Maintenance of Species Richness in Plant Communities. In Species Diversity in Ecological
Communities: Historical and Geographical Perspectives; Ricklefs, R.E., Schluter, D., Eds.; University of Chicago Press:
Chicago, IL, USA, 1993; pp. 13–25.



55. Pielou, E.C. Ecological Diversity; John Wiley and Sons Inc.: New York, NY, USA, 1975.

56. Jaccard, P. Etude comparative de la distribution florale dans une portion des Alpes et du Jura. Bull. Soc. Vaudoise Sci.
Nat. 1901, 37, 547–597.

57. Fisher, R.A. Statistical Methods for Research Workers, 13th ed.; Hafner: New York, NY, USA, 1925.

58. Yang, Z. PAML 4: A program package for phylogenetic analysis by maximum likelihood. Mol. Biol. Evol. 2007, 24,
1586–1591.

59. Kimura, M. On the probability of fixation of mutant genes in a population. Genetics 1962, 47, 713–719.

60. Nielsen, R.; Yang, Z. Estimating the distribution of selection coefficients from phylogenetic data with applications to
mitochondrial and viral DNA. Mol. Biol. Evol. 2003, 20, 1231–1239.

61. Kryazhimskiy, S.; Plotkin, J.B. The population genetics of dN/dS. PLoS Genet. 2008, 4, e1000304.

62. Kapralov, M.V.; Votintseva, A.A.; Filatov, D.A. Molecular adaptation during a rapid adaptive radiation. Mol. Biol. Evol.
2013, 30, 1051–1059.

63. Smith, J.M.; Haigh, J. The hitch-hiking effect of a favorable gene. Genet. Res. 1974, 23, 23–35.

64. Charlesworth, B.; Morgan, M.T.; Charlesworth, D. The effect of deleterious mutations on neutral molecular variation.
Genetics 1993, 134, 1289–1303.

65. Hu, X.S.; He, F.L. Background selection and population differentiation. J. Theor. Biol. 2005, 235, 207–219.

66. Yang, R.C.; Yeh, F.C. Genetic consequences of in situ and ex situ conservation of forest trees. For. Chron. 1992, 68,
720–729.

Retrieved from https://encyclopedia.pub/entry/history/show/124846


