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Abstract
Local adaptation has been proven to be common in plants and extensively studied, from increasing plant yields to predicting species responses

to the future changing climate. Compared to main crops and forest trees, however, investigations into the local adaptation of fruit trees across

current and future climatic landscapes are still lacking. With the explosion of large-scale genomic data, landscape genomics has emerged as a

new  approach  to  identify  candidate  loci  that  are  related  to  environmental  variations  (i.e.,  genotype-environment  associations  or  GEA),  while

allowing for downstream analyses such as the calculation of adaptive indices and genetic offsets, which can be used to predict spatial-temporal

shifts of populations in response to future environmental change. Here, by summarizing the cutting-edge methods for investigating species' local

adaptation  as  well  as  evaluating  the  genetic  offsets  based  on  the  current  genotype-environment  association,  we  call  for  more  efforts  on

elucidating  genomic  and  molecular  underpinnings  of  local  adaptation  of  fruit  trees  and  forecasting  the  possible  maladaptation  under  rapid

climate change. In summary, the study of local adaptation in fruit trees is important for ensuring long-term sustainability and productivity. The

emergence of  landscape genomics has great  potential  to advance our understanding of  the genomic and molecular  mechanisms underlying

local adaptation and to predict responses to environmental change.
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 Introduction

In  the  current  Anthropocene,  it  is  urgent  to  detect  and
predict the consequences of ongoing climate change, which is
increasingly  causing  substantial  ecosystem  imbalances  and
corresponding  biodiversity  loss[1].  Given  the  expected  wide-
spread and detrimental effects of rapid climate change, investi-
gating  genetic  patterns  of  adaptation  and  forecasting  the
magnitude  of  environmental  impacts  have  been  conducted
across multiple scales, from individuals to populations, species,
and  entire  communities[2−4].  These  efforts  have  enabled  a
better  understanding  of  how  different  species  are  responding
to  environmental  change  and  the  development  of  effective
strategies for conserving and managing genetic resources.

At the level of single species, signals of local adaptation have
been  commonly  found  in  plant  populations,  highlighting  the
species-wide  heterogeneity  of  adaptive  genetic  variation[2].
This  means  that  different  populations  of  a  single  species  may
have  adapted  to  their  local  environments  in  different  ways,
resulting  in  unique  adaptive  divergence  history  and  genomic
signatures. Adaptive divergence can result from various factors,
including  selection  imposed  by  environmental  change,
restricted gene flow, and genetic drift when subpopulations are
small  and  partially  isolated  across  heterogeneous  landscapes,
allowing  researchers  to  investigate  a  variety  of  ecological  and
climatic  factors  that  affect  neutral  and  adaptive  processes  as
well  as  its  potentially  associated  genetic  targets[5−8].  Studying
adaptive processes and spatial distribution of genetic variation

associated  with  environmental  change  could  contribute  to  a
deep  knowledge  of  species'  local  adaptation,  which  is  impor-
tant  for  elucidating  the  formation  and  maintenance  of  local
biodiversity.

In  addition,  with  the  current  and  simulated  future  climatic
data,  the  adaptation  potential  of  populations  under  climate
change  could  be  evaluated,  adding  helpful  insights  into  the
conservation of endangered plants and informing the manage-
ment  of  genetic  resources[9].  Compared  to  main  crops  and
forest trees, however, investigations on the local adaptation of
fruit  tree across current and future climatic landscapes are still
limited[10−12].  Climate  change  poses  critical  challenges  for  fruit
production.  Fruit  are  an  important  component  of  a  healthy
human diet. The quality and yield of fruit trees are more directly
affected  by  climate  change.  The  tree-fruit  industry  is  thus
particularly vulnerable to climate change. Therefore, a compre-
hensive  understanding  of  the  mechanisms  of  local  adaptation
for  fruit  trees  using  landscape  genomics  methods  has  impor-
tant  significance  for  the  protection  and  sustainable  utilization
of  fruit  tree  germplasm.  Moreover,  fruit  trees  could  be
improved  for  climate  tolerance  by  application  of  key  adapta-
tion  genes  detected  by  the  methods  of  landscape  genomics.
Here, by highlighting the importance of studying local adapta-
tion  in  fruit  trees  and  introducing  the  cutting-edge  methods
(Fig. 1), we call for more efforts to unravel the genomic mecha-
nisms  underlying  local  adaptation  and  predict  the  possible
maladaptation for fruit trees.
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 Genetic pattern of local adaptation

Local  adaptation  occurs  when  species  exhibit  higher  fitness
in their  local  environment compared to individuals  from other
regions[13]. This is due to natural selection favoring certain traits
based on the specific conditions of the environment, leading to
ecological  divergence  among  populations  and  ultimately  re-
sulting  in  speciation.  Examples  of  local  adaptation  in  plants
include  variations  in  leaf  morphology,  root  architecture,  seed
dormancy  and  germination,  flowering  time,  and  allocation  of
resources  to  growth  and  reproduction[4].  Investigating  the
pattern  of  local  adaptation  and  revealing  the  genetic  basis  of
local  adaptation  are  critical  steps  in  addressing  fundamental
questions  related  to  natural  selection  and  adaptive
speciation[7].

Classical studies demonstrating local adaptation have estab-
lished  the  use  of  common  garden  experiments  and  reciprocal
transplant  as  effective  tools  for  elucidating  the  role  of  local
conditions  in  driving  adaptive  divergence[14].  Reciprocal  trans-
plant  and  common  garden  experiments  have  demonstrated
that  local  adaptation  is  prevalent,  in  which  observed  pheno-
typic  variation  among  populations  from  different  habitats  are
heritable  or  potentially  adaptive  rather  than  being  plastic  in
nature,  as  seen  in  model  plant Arabidopsis  thaliana and
Mediterranean  oaks[15−17].  While  these  field  experiments  are
effective  in  identifying  traits  associated  with  local  adaptation
and  ecological  factors  that  drive  selection,  but  they  require
space,  time,  and  resources  which  may  not  be  feasible  for
long-lived  fruit  tree  species.  Additionally,  these  field  experi-
ments  have  limitations  in  providing  direct  insights  into
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Fig.  1    A  summary  of  performing  local  adaptation  studies.  Four  steps  are  provided,  including:  1)  acquisition  of  climatic,  phenotypic,  and
genomic  data  to  demonstrate  the  sign  of  local  adaptation;  2)  revealing  the  association  between  genomic  divergence  and  environmental
variables using Mantel tests, GF modelling and GDM; 3) identifying genomic basis of local adaptation by FST-based and GEA outlier detection
methods; and 4) prediction of genomic offset to measure adaptive potential to climate change based on the current genotype–environment
relationships. FST is  the  fixation  index  quantifying  genetic  differentiation  among  subpopulations.  GF,  gradient  forest.  GDM,  generalized
dissimilarity modelling, GEA, genotype-environment association.
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molecular-level  evolutionary  processes  due  to  their  reflection
of  selection  over  relatively  short  periods  of  time  that  may  not
represent their real historical conditions.

The advent of next-generation sequencing technologies has
catalyzed  a  proliferation  of  population  genomics  research,
thereby  substantially  augmenting  the  investigative  potential
for  elucidating the genetic  underpinnings of  adaptation[4].  Po-
pulation genomics facilitates the detection of genetic variation
such  as  single  nucleotide  polymorphisms  (SNPs),  insertions,
deletions  and  structural  variations,  that  are  associated  with
specific  ecological  factors  or  adaptive  traits[18].  The  availability
of genomic data from multiple individuals within a population
provides  unprecedented  opportunities  to  address  fundamen-
tal  questions  in  species  adaptation  and  conservation[19].  For
example,  Zhang  et  al.  revealed  the  genomic  and  epigenetic
footprint  of  local  adaptation  to  variable  climates  in  kiwifruit
based  on  the  methods  of  landscape  genomics  and  predicted
species  vulnerability  to  climatic  change,  which  has  provided
appropriate  breeding  and  conservation  strategies  for
kiwifruit[12] .

 Landscape genomics

Landscape  genomics  is  a  rapidly  advancing  field  that  inte-
grates techniques from landscape ecology, population genetics,
and  community  ecology  to  identify  the  environmental  factors
shaping adaptive genetic variation distribution and the under-
lying genetic materials responsible for local adaptation[20].  This
field  focuses  how  landscape  elements  influence  the  spatial
distribution  of  genetic  variation  and  correlates  environmental
variables with genomic regions to understand the genetic basis
of local adaptation[21−23]. In the context of climate change, land-
scape  genomics  has  the  potential  to  not  only  deepen  our
understanding  of  how  environmental  factors  shape  genetic
diversity  and  adaptation,  but  also  to  assess  the  magnitude  of
disruption  in  genotype-environment  relationships  that  may
be  triggered  by  climate  change,  i.e.,  genomic  offsets  or
vulnerability[24−27].

Landscape  genomic  methods  enable  the  examination  of
correlations between climate variables  and genotype frequen-
cies across landscapes,  as well  as the characterization of distri-
bution  patterns  of  adaptive  genetic  variation  based  on  the
existing  or  novel  genomic  resources.  As  such,  it  represents  a
powerful  tool  for  understanding  how  climate  has  influenced
the geographic genetic structure of populations in the past and
for predicting the populations that may be vulnerable to future
climate  change[28−30].  Landscape  genomics  allows  researchers
to address three core questions in evolutionary biology.

 Which environmental/spatial variables shape the
distribution of adaptive genetic variation?

Climate  and  landscape  shifts  can  have  significant  impacts
on the spatial  pattern of  adaptive  genetic  variation in  popula-
tions[31].  Changes  in  temperature,  precipitation,  and  other
factors  (e.g.  soil  factors,  species  interactions  and  competition,
etc.)  can  alter  the  distribution  and  abundance  of  species  and
their  habitats,  leading  to  changes  in  the  selection  pressures
that shape genetic variation. This, in turn, can affect the spatial
distribution of adaptive genetic variants and the genetic diver-
sity of populations.

Population genetics provided an opportunity to unravel how
is adaptive genetic variation distributed across time and space

by  calculating  indices  of  genetic  diversity  and  the  degree  of
genetic  isolation,  i.e.  genetic  structure.  However,  the  question
of  how  environmental  variables  influence  patterns  of  genetic
variation  across  geographic  space  remains  unanswered.  Land-
scape genomic approaches are useful for assessing the relative
contributions  of  geographic  distance  and  environmental  vari-
ables in shaping population structure, specifically to determine
whether  spatial  patterns  of  genetic  variation  are  primarily
driven by isolation by environment (IBE) or isolation by distance
(IBD)[32].  Both  the  patterns  of  IBE  and  IBD  suggest  that  diver-
gent selection is responsible for maintaining population differ-
entiation  in  the  face  of  possible  gene  flow,  indicating  local
genetic  adaptation.  (Partial)  Mantel  tests  have  been  widely
used  to  reveal  the  signatures  of  IBD/IBE  on  the  influence  of
genetic differentiation[33]. In addition, to enhance the statistical
power  for  quantitative  comparison  of  the  extent  to  which
genetic  divergence is  influenced by IBD vs  IBE,  both structural
equation  modeling  (SEM)  and  multiple  matrix  regression  with
randomization (MMRR) have been widely employed[34,35].

In  landscape  genomic  researches,  multivariate  statistical
models are more appropriate because they enable the simulta-
neous  analysis  of  multiple  environmental  variables  and  their
effects  on  genetic  variation,  while  accounting  for  potential
correlations among the variables[36]. Redundancy analysis (RDA)
and canonical correlation analysis (CCA) are commonly used to
quantify  the  relative  importance  of  environmental  and  spatial
variables[36].  Both  methods  are  based on the  concept  of  linear
regression,  in  which  one  variable  (the  dependent  variable)  is
predicted  from  one  or  more  other  variables  (the  independent
or  explanatory  variables).  In  addition,  recently  developed  gra-
dient forest (GF)[37],  a regression tree-based method and gene-
ralized  dissimilarity  modelling  (GDM)[38],  a  distance-based
modelling method, have promising applications in quantifying
the  role  of  spatial  and  environmental  variables  in  structuring
genetic  variations[20].  These  multivariate  models  can  identify
patterns  of  genetic  variation  that  are  not  easily  detected  by
univariate  analyses,  which  may  help  to  uncover  previously
unknown ecological drivers of population genetic structure. For
example,  in  an  annual  alpine  herb Circaeaster  agrestis
(Circaeasteraceae),  both  GF  and  RDA  results  suggested  that
temperature  variations  were  important  drivers  of  population
divergence[29],  while  in  the conifer  tree Pinus  densata,  wet-day
frequency  (WET)  and  annual  mean  UV-B  (UVB1)  were  most
strong factors association with genomic variation[39].

 What are the genetic bases underlying local
adaptation to environmental conditions?

One  of  the  principal  objectives  of  landscape  genomics  is  to
discern  the  genome-wide  and  locus-specific  influences  on  the
distribution  of  genetic  variation  across  landscapes[21].  Two
types  of  genome-scan  approaches  for  detecting  molecular
underpinnings of  adaptation have been widely  used:  one that
detects loci of exceptionally high genetic differentiation among
populations  (FST-based  outlier  detection,  mining  for  outliers
with  high  genetic  differentiation)  and  one  that  searches  for
regressions  between  allele  frequencies  and  climatic  variables
(genotype-environment association methods). FST-based outlier
detection  takes  advantage  of  differences  in  allelic  frequency
differentiation  between  populations  to  identify  loci  that  show
higher  levels  of  differentiation  than  expected  under  neutral
evolutionary  processes[40].  In  contrast,  genotype-environment
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associations  (GEA)  relate  environmental  gradients  to  genome-
wide distributions of allele frequencies, searching for genetic sig-
natures of selection as a result of landscape heterogeneity[41].

Commonly  used  GEA  methods  include:  1)  Statistical
approaches  based  on  mixed  effect  models,  such  as  Bayesian
models  (BayEnv[41],  BayScEnv[42] and  BayPass[43])  and  latent
factor  mixed models  (LFMM[44]).  These methods identify  adap-
tive  genetic  variations  by  establishing  correlations  between
population  allele  frequencies  (response  variable)  and  environ-
mental  variables  (fixed  factors),  while  accounting  for  popula-
tion  structure  (random  factor)[45];  2)  Methods  based  on
constrained  ordinations,  such  as  RDA  and  partial  RDA  (pRDA),
which  models  linear  relationships  among  environmental
factors  and  genetic  variation,  identifying  covarying  allele
frequencies  associated  with  the  multivariate  environmental
variables[46];  3)  GF modelling,  a  machine-learning method that
can be used to  predict  the  response of  individual  loci  to  envi-
ronmental gradients, accounting for both linear and non-linear
relationships[20].  Most  studies  use  more  than  the  above  two
methods  to  identify  the  adaptive  loci  in  order  to  reduce  the
false-positive rate[45].

 What are the impacts of future climate/landscape
shifts on adaptive potential of populations?

Once  the  association  between  candidate  adaptive  loci  or
genomic  regions  and  climatic  variables  have  been  identified,
these  predicted  rasters  can  then  be  used  to  model  how  the
frequency  of  alleles  might  change  across  the  landscape  as
temperatures and other environmental factors shift in response
to  climate  change.  This  allows  inferring  spatial  gradients  of
adaptation  or  maladaptation,  or  the  extent  to  which  a  given
population or species is optimally adapted to its local environ-
ment[2].  By  predicting  how  these  gradients  might  shift  over
time,  one  can  gain  insights  into  the  temporal  dynamics  of
adaptation  to  climate  change,  which  is  important  for  under-
standing  how  plant  populations  and  ecosystems  might
respond  to  future  environmental  change  and  can  help  inform
conservation and management strategies[27].

To  predict  genomic  vulnerability  under  climate  change,  GF
algorithms and GDM are applied to develop non-linear models
that  correlate  candidate  loci  with  environmental  variables.  GF
algorithms predict how changes in environmental variables will
affect  the  frequency  of  associated  genetic  variants.  GDM,  on
the other hand, models how genetic distance between popula-
tions  changes  along  environmental  gradients.  By  applying
these models, one can estimate the expected genetic distance
between  present  populations  and  populations  that  will  face
different  environmental  conditions  in  the  future,  helping  to
quantify the extent of genomic vulnerability or risk of maladap-
tation  in  different  populations[20,24].  For  example,  using  the
established  genotype-environment  relationships  and  climate-
associated  loci,  GF  analysis  predicted  a  highly  spatiotemporal
shift  of Populus  koreana in  response  to  future  climate  change
and  identified  the  most  vulnerable  populations  that  need
conservation priority[26].

 Major challenges in studying the local
adaptation of fruit trees using landscape
genomics

Studying  the  local  adaptation  of  fruit  tree  using  landscape
genomics  comes  with  several  challenges,  some  of  which
include:

1. Limited sampling: The first challenge is to ensure that the
sampling  design  is  comprehensive  and  well-planned.  Land-
scape genomics requires large-scale sampling and appropriate
statistical  power  to  detect  genomic  regions  or  genes  associ-
ated  with  local  adaptation[45].  This  can  be  difficult  as  horticul-
tural species often have a limited range and may be subject to
human-induced  selection  pressures.  Therefore,  it  is  crucial  to
collect data from a diverse range of populations so that genetic
variation  related  to  adaptation  to  different  environmental
conditions can be detected.

2.  Gene  flow  and  population  structure:  Gene  flow  between
populations can limit  the evolution of  local  adaptations[8],  and
population structure can lead to high levels of genetic differen-
tiation  between  populations[7].  Both  of  these  factors  can
complicate the identification of genomic signature involved in
local  adaptation.  In  fruit  tree,  gene  flow  can  occur  naturally
through  pollination  or  artificial  hybridization  through  human-
mediated  breeding  programs[47].  This  means  that  the  popula-
tion  structure  and  relationship  between  genetic  variation  and
environmental  factors  may  be  more  complex  than  in  natural
systems.  Consequently,  modeling  approaches  should  account
for the complex and interactive effects of multiple environmen-
tal factors as well as potential gene flow.

3. Complex genetic architecture: The adaptive traits involved
in  local  adaptation  is  often  controlled  by  multiple  loci  (poly-
genic adaptation), which can interact with each other, epistati-
cally  or  additively,  and  have  complex  genetic  architecture[48].
This complexity can make it challenging to identify the specific
genes  or  genomic  regions  responsible  for  local  adaptation.
Advanced  statistical  and  computational  models  that  integrate
information  from  multiple  loci  are  required  to  identify  candi-
date loci associated with environmental variables.

4.  Gene  functional  validation:  Finally,  once  candidate  geno-
mic  regions  have  been  identified,  functional  validation  in  the
laboratory  is  essential  to  confirm  their  role  in  adaptation.
Despite  the  increasing  popularity  of  genome-editing  as  a  tool
for improving fruit  crops,  there are still  several  challenges that
need  to  be  addressed  in  order  to  ensure  its  sustainable
application[49].

 Summary and perspectives

In  summary,  local  adaptation  of  fruit  trees  to  climate  is  an
important  yet  understudied  area  of  research.  With  the  emer-
gence  of  landscape  genomics,  there  is  now  an  opportunity  to
identify  candidate  adaptive  loci  and  genetic  offsets  to  infer
spatial  adaptive gradients and their  temporal  shifts.  This  infor-
mation can help to better  understand the genomic and mole-
cular  underpinnings  of  local  adaptation  in  fruit  trees  and  to
forecast  possible  maladaptation  under  rapid  climate  change.
Additionally,  these  studies  can  inform  breeding  programs
aimed  at  developing  climate-resilient  cultivars  and  conserva-
tion  efforts  aimed  at  preserving  locally  adapted  populations.
Further research can investigate the specific genes and molecu-
lar mechanisms underlying the adaptation to different climatic
conditions.  This  can  integrate  genome-wide  association  stud-
ies  (GWAS),  transcriptomics,  and  epigenetics  analyses[50−52].
Moreover, studies can focus on the physiological and morpho-
logical  traits  that  contribute  to  plant  adaptation,  such  as
drought tolerance, heat tolerance, and flowering time. Overall,
a  better  understanding  of  local  adaptation  of  fruit  trees  can
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help ensure food security  and biodiversity  conservation in  the
context of climate change.

 Author contributions

The  authors  confirm  contribution  to  the  paper  as  follows:
study conception and design: Yao X, Wang H; draft manuscript
preparation: Zhang X; manuscript revision: Jiang Q, Shen Y. All
authors reviewed the results and approved the final version of
the manuscript.

 Data availability

Data sharing not applicable to this article as no datasets were
generated or analyzed during the current study.

Acknowledgments

This study was funded by the National Natural Science Foun-
dation  of  China  (Grant  No.  32070377)  and  the  Key  Projects  of
the  Joint  Fund  of  the  National  Natural  Science  Foundation  of
China (Grant No. U1802232).

Conflict of interest

The authors declare that they have no conflict of interest.

Dates

Received 30 May 2023; Accepted 16 October 2023; Published
online 2 January 2024

References
Adler C, Wester P, Bhatt I, Huggel C, Insarov GE, et al. 2023. Moun-
tains.  In Climate  Change  2022:  Impacts,  Adaptation  and  Vulnerabil-
ity.  Working  Group  II  Contribution  to  the  Sixth  Assessment  Report  of
the  Intergovernmental  Panel  on  Climate  Change,  eds.  Pörtner  HO,
Roberts  DC,  Tignor  M,  Poloczanska  ES,  Mintenbeck  K,  et  al,
Cambridge,  UK  and  New  York,  USA:  Cambridge  University  Press.
pp. 2273–318. https://doi.org/10.1017/9781009325844.022

1.

Capblancq T, Fitzpatrick MC, Bay RA, Exposito-Alonso M, Keller SR.
2020.  Genomic  prediction  of  (mal)adaptation  across  current  and
future climatic landscapes. Annual Review of Ecology, Evolution, and
Systematics 51:245−69

2.

Lovell  JT,  MacQueen  AH,  Mamidi  S,  Bonnette  J,  Jenkins  J,  et  al.
2021.  Genomic  mechanisms  of  climate  adaptation  in  polyploid
bioenergy switchgrass. Nature 590:438−44

3.

Weigel  D,  Nordborg  M. 2015.  Population  genomics  for  under-
standing adaptation in wild plant species. Annual Review of Genet-
ics 49:315−38

4.

Dobzhansky  T.  1937. Genetics  and  the  origin  of  species.  New  York,
US: Columbia University Press. xvi, 364 pp.

5.

Wright S. 1943. Isolation by distance. Genetics 28:114−386.
Savolainen  O,  Lascoux  M,  Merilä  J. 2013.  Ecological  genomics  of
local adaptation. Nature Reviews Genetics 14:807−20

7.

Savolainen O, Pyhäjärvi T, Knürr T. 2007. Gene flow and local adap-
tation in trees. Annual Review of Ecology, Evolution, and Systematics
38:595−619

8.

Gougherty  AV,  Keller  SR,  Fitzpatrick  MC. 2021.  Maladaptation,
migration and extirpation fuel climate change risk in a forest tree
species. Nature Climate Change 11:166−71

9.

Singh HCP. 2013. Adaptation and mitigation strategies for climate-
resilient  horticulture.  In Climate-Resilient  Horticulture:  Adaptation
and  Mitigation  Strategies,  eds.  Singh  HCP,  Rao  NKS,  Shivashankar

10.

KS, India: Springer India. pp. 1–12. https://doi.org/10.1007/978-81-
322-0974-4_1
Li  Y,  Cao  K,  Li  N,  Zhu  G,  Fang  W,  et  al. 2021.  Genomic  analyses
provide  insights  into  peach  local  adaptation  and  responses  to
climate change. Genome Research 31:592−606

11.

Zhang  X,  Guo  R,  Shen  R,  Landis  JB,  Jiang  Q,  et  al. 2023.  The
genomic  and  epigenetic  footprint  of  local  adaptation  to  variable
climates in kiwifruit. Horticulture Research 10:uhad031

12.

Kawecki  TJ,  Ebert  D. 2004.  Conceptual  issues  in  local  adaptation.
Ecology Letters 7:1225−41

13.

Cheplick  G.  2015. Approaches  to  Plant  Evolutionary  Ecology.  New
York, US: Oxford University Press. x, 291 pp.

14.

Ågren J,  Schemske DW. 2012. Reciprocal transplants demonstrate
strong adaptive differentiation of the model organism Arabidopsis
thaliana in its native range. New Phytologist 194:1112−22

15.

Hereford  J. 2009.  A  Quantitative  survey  of  local  adaptation  and
fitness trade-offs. The American Naturalist 173:579−88

16.

Ramírez-Valiente  JA,  Solé-Medina A,  Robledo-Arnuncio  JJ,  Ortego
J. 2023.  Genomic  data  and  common  garden  experiments  reveal
climate-driven selection on ecophysiological traits in two Mediter-
ranean oaks. Molecular Ecology 32:983−99

17.

Luikart G, Kardos M, Hand BK, Rajora OP, Aitken SN, Hohenlohe PA,
et  al.  2018.  Population  genomics:  advancing  understanding  of
nature. In Population Genomics: Concepts, Approaches and Applica-
tions,  ed.  Rajora  OP,  Cham:  Springer  International  Publishing.  pp.
3–79. https://doi.org/10.1007/13836_2018_60

18.

Allendorf  FW,  Hohenlohe  PA,  Luikart  G. 2010.  Genomics  and  the
future  of  conservation  genetics. Nature  Reviews  Genetics
11:697−709

19.

Fitzpatrick  MC,  Keller  SR. 2015.  Ecological  genomics  meets
community-level modelling of biodiversity: mapping the genomic
landscape  of  current  and  future  environmental  adaptation. Ecol-
ogy Letters 18:1−16

20.

Balkenhol N, Dudaniec RY, Krutovsky KV, Johnson JS, Cairns DM, et
al.  2017.  Landscape  genomics:  understanding  relationships
between  environmental  heterogeneity  and  genomic  characteris-
tics  of  populations.  In Population  Genomics:  Concepts,  Approaches
and  Applications,  ed.  Rajora  OP.  Cham,  Switzerland:  Springer.  pp.
261–322. https://doi.org/10.1007/13836_2017_2

21.

Joost  S,  Bonin A,  Bruford MW, Després L,  Conord C,  et  al. 2007.  A
spatial  analysis  method  (SAM)  to  detect  candidate  loci  for  selec-
tion:  towards  a  landscape  genomics  approach  to  adaptation.
Molecular Ecology 16:3955−69

22.

Li Y, Zhang X, Mao R, Yang J, Miao C, et al. 2017. Ten years of land-
scape  genomics:  challenges  and  opportunities. Frontiers  in  Plant
Science 8:2136

23.

Bay  RA,  Harrigan  RJ,  Le  Underwood  V,  Gibbs  HL,  Smith  TB,  et  al.
2018. Genomic signals of selection predict climate-driven popula-
tion declines in a migratory bird. Science 359:83−86

24.

Hoffmann AA,  Weeks AR,  Sgrò CM. 2021.  Opportunities  and chal-
lenges  in  assessing  climate  change  vulnerability  through
genomics. Cell 184:1420−25

25.

Sang Y, Long Z, Dan X, Feng J, Shi T, et al. 2022. Genomic insights
into local adaptation and future climate-induced vulnerability of a
keystone forest tree in East Asia. Nature Communications 13:6541

26.

Rellstab  C,  Dauphin  B,  Exposito-Alonso  M. 2021.  Prospects  and
limitations of genomic offset in conservation management. Evolu-
tionary Applications 14:1202−12

27.

Feng  L,  Du  F. 2022.  Landscape  genomics  in  tree  conservation
under  a  changing  environment. Frontiers  in  Plant  Science
13:822217

28.

Zhang  X,  Sun  Y,  Landis  JB,  Zhang  J,  Yang  L,  et  al. 2020.  Genomic
insights  into  adaptation  to  heterogeneous  environments  for  the
ancient  relictual Circaeaster  agrestis (Circaeasteraceae,  Ranuncu-
lales). New Phytologist 228:285−301

29.

Cao  Y,  Zhu  S,  Chen  J,  Comes  HP,  Wang  IJ,  et  al. 2020.  Genomic
insights into historical population dynamics, local adaptation, and

30.

Landscape genomics of fruit trees
 

Zhang et al. Fruit Research 2024, 4: e003   Page 5 of 6

https://doi.org/10.1017/9781009325844.022
https://doi.org/10.1146/annurev-ecolsys-020720-042553
https://doi.org/10.1146/annurev-ecolsys-020720-042553
https://doi.org/10.1038/s41586-020-03127-1
https://doi.org/10.1146/annurev-genet-120213-092110
https://doi.org/10.1146/annurev-genet-120213-092110
https://doi.org/10.1146/annurev-genet-120213-092110
https://doi.org/10.1093/genetics/28.2.114
https://doi.org/10.1038/nrg3522
https://doi.org/10.1146/annurev.ecolsys.38.091206.095646
https://doi.org/10.1038/s41558-020-00968-6
https://doi.org/10.1007/978-81-322-0974-4_1
https://doi.org/10.1007/978-81-322-0974-4_1
https://doi.org/10.1101/gr.261032.120
https://doi.org/10.1093/hr/uhad031
https://doi.org/10.1111/j.1461-0248.2004.00684.x
https://doi.org/10.1111/j.1469-8137.2012.04112.x
https://doi.org/10.1086/597611
https://doi.org/10.1111/mec.16816
https://doi.org/10.1007/13836_2018_60
https://doi.org/10.1038/nrg2844
https://doi.org/10.1111/ele.12376
https://doi.org/10.1111/ele.12376
https://doi.org/10.1007/13836_2017_2
https://doi.org/10.1111/j.1365-294X.2007.03442.x
https://doi.org/10.3389/fpls.2017.02136
https://doi.org/10.3389/fpls.2017.02136
https://doi.org/10.1126/science.aan4380
https://doi.org/10.1016/j.cell.2021.02.006
https://doi.org/10.1038/s41467-022-34206-8
https://doi.org/10.1111/eva.13205
https://doi.org/10.1111/eva.13205
https://doi.org/10.3389/fpls.2022.822217
https://doi.org/10.1111/nph.16669


climate change vulnerability of the East Asian Tertiary relict Eupte-
lea (Eupteleaceae). Evolutionary Applications 13:2038−55
Razgour  O,  Forester  B,  Taggart  JB,  Bekaert  M,  Juste  J,  et  al. 2019.
Considering adaptive genetic variation in climate change vulnera-
bility assessment reduces species range loss projections. Proceed-
ings  of  the  National  Academy  of  Sciences  of  the  United  States  of
America 116:10418−23

31.

Wang  IJ,  Bradburd  GS. 2014.  Isolation  by  environment. Molecular
Ecology 23:5649−62

32.

Smouse PE, Long JC, Sokal RR. 1986. Multiple regression and corre-
lation  extensions  of  the  mantel  test  of  matrix  correspondence.
Systematic Biology 35:627−32

33.

Wang IJ. 2013. Examining the full effects of landscape heterogene-
ity  on  spatial  genetic  variation:  a  multiple  matrix  regression
approach  for  quantifying  geographic  and  ecological  isolation.
Evolution 67:3403−11

34.

Wang IJ,  Glor RE, Losos JB. 2013. Quantifying the roles of ecology
and  geography  in  spatial  genetic  divergence. Ecology  Letters
16:175−82

35.

Capblancq  T,  Forester  BR. 2021.  Redundancy  analysis:  A  Swiss
Army Knife for landscape genomics. Methods in Ecology and Evolu-
tion 12:2298−309

36.

Ellis  N,  Smith  SJ,  Pitcher  CR. 2012.  Gradient  forests:  calculating
importance gradients on physical predictors. Ecology 93:156−68

37.

Ferrier S,  Manion G, Elith J,  Richardson K. 2007. Using generalized
dissimilarity  modelling  to  analyse  and  predict  patterns  of  beta
diversity in regional biodiversity assessment. Diversity and Distribu-
tions 13:252−64

38.

Zhao W, Sun Y, Pan J, Sullivan AR, Arnold ML, et al. 2020. Effects of
landscapes and range expansion on population structure and local
adaptation. New Phytologist 228:330−43

39.

Excoffier L, Hofer T, Foll M. 2009. Detecting loci under selection in
a hierarchically structured population. Heredity 103:285−98

40.

Coop  G,  Witonsky  D,  Di  Rienzo  A,  Pritchard  JK. 2010.  Using  envi-
ronmental correlations to identify loci underlying local adaptation.
Genetics 185:1411−23

41.

Foll  M,  Gaggiotti  O. 2008.  A  genome-scan  method  to  identify
selected  loci  appropriate  for  both  dominant  and  codominant
markers: a bayesian perspective. Genetics 180:977−93

42.

Gautier  M. 2015.  Genome-wide scan for  adaptive divergence and
association  with  population-specific  covariates. Genetics
201:1555−79

43.

Frichot  E,  Schoville  SD,  Bouchard  G,  François  O. 2013.  Testing  for
associations  between  loci  and  environmental  gradients  using
latent  factor  mixed  models. Molecular  Biology  and  Evolution
30:1687−99

44.

Rellstab C, Gugerli F, Eckert AJ, Hancock AM, Holderegger R. 2015.
A  practical  guide  to  environmental  association  analysis  in  land-
scape genomics. Molecular Ecology 24:4348−70

45.

Forester  BR,  Lasky  JR,  Wagner  HH,  Urban  DL. 2018.  Comparing
methods  for  detecting  multilocus  adaptation  with  multivariate
genotype–environment  associations. Molecular  Ecology
27:2215−33

46.

Chen F, Song Y, Li X, Chen J, Mo L, et al. 2019. Genome sequences
of fruit tree: past, present, and future. Horticulture Research 6:112

47.

Fagny  M,  Austerlitz  F. 2021.  Polygenic  adaptation:  integrating
population  genetics  and  gene  regulatory  networks. Trends  in
Genetics 37:631−38

48.

Xu  J,  Hua  K,  Lang  Z. 2019.  Genome  editing  for  horticultural  crop
improvement. Horticulture Research 6:113

49.

Zheng  T,  Li  P,  Li  L,  Zhang  Q. 2021.  Research  advances  in  and
prospects  of  ornamental  plant  genomics. Horticulture  Research
8:65

50.

Hu  Y,  Feng  C,  Yang  L,  Edger  PP,  Kang  M. 2022.  Genomic  popula-
tion structure and local adaptation of the wild strawberry Fragaria
nilgerrensis. Horticulture Research 9:uhab059

51.

Li  L,  Cushman  SA,  He  Y,  Ma  X,  Ge  X,  et  al. 2022.  Landscape
genomics  reveals  genetic  evidence  of  local  adaptation  in  a
widespread  tree,  the  Chinese  wingnut  (Pterocarya  stenoptera).
Journal of Systematics and Evolution 60:386−97

52.

Copyright:  © 2024 by the author(s).  Published by
Maximum  Academic  Press,  Fayetteville,  GA.  This

article  is  an  open  access  article  distributed  under  Creative
Commons  Attribution  License  (CC  BY  4.0),  visit https://creative-
commons.org/licenses/by/4.0/.

 
Landscape genomics of fruit trees

Page 6 of 6   Zhang et al. Fruit Research 2024, 4: e003

https://doi.org/10.1111/eva.12960
https://doi.org/10.1073/pnas.1820663116
https://doi.org/10.1073/pnas.1820663116
https://doi.org/10.1073/pnas.1820663116
https://doi.org/10.1111/mec.12938
https://doi.org/10.1111/mec.12938
https://doi.org/10.2307/2413122
https://doi.org/10.1111/evo.12134
https://doi.org/10.1111/ele.12025
https://doi.org/10.1111/2041-210X.13722
https://doi.org/10.1111/2041-210X.13722
https://doi.org/10.1111/2041-210X.13722
https://doi.org/10.1890/11-0252.1
https://doi.org/10.1111/j.1472-4642.2007.00341.x
https://doi.org/10.1111/j.1472-4642.2007.00341.x
https://doi.org/10.1111/j.1472-4642.2007.00341.x
https://doi.org/10.1111/nph.16619
https://doi.org/10.1038/hdy.2009.74
https://doi.org/10.1534/genetics.110.114819
https://doi.org/10.1534/genetics.108.092221
https://doi.org/10.1534/genetics.115.181453
https://doi.org/10.1093/molbev/mst063
https://doi.org/10.1111/mec.13322
https://doi.org/10.1111/mec.14584
https://doi.org/10.1038/s41438-019-0195-6
https://doi.org/10.1016/j.tig.2021.03.005
https://doi.org/10.1016/j.tig.2021.03.005
https://doi.org/10.1038/s41438-019-0196-5
https://doi.org/10.1038/s41438-021-00499-x
https://doi.org/10.1093/hr/uhab059
https://doi.org/10.1111/jse.12699
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/

	Introduction
	Genetic pattern of local adaptation
	Landscape genomics
	Which environmental/spatial variables shape the distribution of adaptive genetic variation?
	What are the genetic bases underlying local adaptation to environmental conditions?
	What are the impacts of future climate/landscape shifts on adaptive potential of populations?

	Major challenges in studying the local adaptation of fruit trees using landscape genomics
	Summary and perspectives
	Author contributions
	Data availability
	References

