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Abstract
Due	to	multiple	land-	cover	changes,	forest	herb	populations	residing	in	forest	patches	
embedded	in	agricultural	landscapes	display	different	ages	and,	thus,	experience	dif-
ferences	 in	genetic	exchange,	mutation	accumulation	and	genetic	drift.	The	extent	
of	divergence	in	present-	day	population	genetic	structure	among	these	populations	
of	different	ages	remains	unclear,	considering	their	diverse	breeding	systems	and	as-
sociated	pollinators.	Answering	 this	question	 is	 essential	 to	understand	 these	 spe-
cies'	persistence,	maintenance	of	evolutionary	potential	and	adaptability	to	changing	
environments.	We	applied	a	multi-	landscape	setup	to	compare	the	genetic	structure	
of	forest	herb	populations	across	forest	patches	of	different	ages	(18–338 years).	We	
studied	the	impact	on	three	common	slow-	colonizer	herb	species	with	distinct	breed-
ing	 systems	 and	 associated	 pollinators:	Polygonatum multiflorum	 (outcrossing,	 long-	
distance	pollinators),	Anemone nemorosa	(outcrossing,	short-	distance	pollinators)	and	
Oxalis acetosella	(mixed	breeding).	We	aimed	to	assess	if	in	general	older	populations	
displayed	higher	genetic	diversity	and	 lower	differentiation	than	younger	ones.	We	
also	anticipated	that	P. multiflorum	would	show	the	smallest	while	O. acetosella the 
largest	difference,	between	old	and	young	populations.	We	found	that	older	popula-
tions	had	a	higher	observed	heterozygosity	(Ho)	but	a	similar	level	of	allelic	richness	
(Ar)	and	expected	heterozygosity	(He)	as	younger	populations,	except	for	A. nemorosa,	
which	exhibited	higher	Ar	and	He	in	younger	populations.	As	populations	aged,	their	
pairwise	genetic	differentiation	measured	by	DPS	decreased	independent	of	species	
identity	while	the	other	two	genetic	differentiation	measures	showed	either	compa-
rable	levels	between	old	and	young	populations	(G"ST)	or	inconsistency	among	three	
species	(cGD).	The	age	difference	of	the	two	populations	did	not	explain	their	genetic	
differentiation.	Synthesis:	We	found	restricted	evidence	that	forest	herb	populations	
with	different	ages	differ	in	their	genetic	structure,	indicating	that	populations	of	dif-
ferent	ages	can	reach	a	similar	genetic	structure	within	decades	and	thus	persist	in	
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1  |  INTRODUC TION

Many	ecosystems	exhibit	continuous	changes	 in	habitat	structure.	
The	 spatial	 and	 temporal	 habitat	 heterogeneity,	 resulting	 from	
habitat	 destruction	 and	 creation,	 has	 significant	 demographic	 and	
genetic	 consequences	 for	 the	 organisms	 inhabiting	 them	 (Honnay	
et	al.,	2005;	Young	et	al.,	1996).	Unlike	species	in	habitats	experienc-
ing	natural	disturbance,	species	living	in	habitats	disturbed	by	human	
activities	 may	 not	 be	 adequately	 adapted	 to	 these	 disturbances,	
thereby	facing	a	greater	challenge	to	their	long-	term	existence.

Temperate	forest	is	the	natural	habitat	for	many	herb	species	that	
once	covered	large	parts	of	Central	and	Western	Europe	(Leuschner	
&	Ellenberg,	2017).	This	forest-	dominated	landscape	went	through	
multiple	 cycles	 of	 deforestation	 and	 reforestation	 periods,	 trans-
forming	 into	 an	 intensively	 used	 agricultural	 landscape,	 consisting	
of	a	mosaic	of	patches	mainly	used	for	agricultural	purposes,	inter-
spersed	with	patches	of	 remnant	 (semi-	)	natural	habitats	 (Deckers	
et	al.,	2005;	Hendrickx	et	al.,	2007).	Consequently,	 forest	appears	
as	 patches	with	 various	 ages	 (Hermy	&	Verheyen,	2007),	 and	 the	
forest	herb	populations	dwelling	 in	 these	patches	 also	exhibit	 dif-
ferent	ages.

Populations	of	different	ages	may	exhibit	differences	in	their	ge-
netic	structure,	that	is,	genetic	diversity	and	genetic	differentiation.	
Both	of	them	are	shaped	by	evolutionary	forces	and	processes	over	
time,	that	is,	genetic	drift,	mutation	and	gene	flow	(Heywood,	1991; 
Slatkin,	1985;	Waits	&	 Storfer,	 2016).	 The	 effects	 of	 these	 forces	
and	processes	accumulate	over	the	time.	Meanwhile,	the	magnitude	
of	some	of	 these	 forces	can	also	be	 influenced	by	a	changing	sur-
rounding	landscape	(Keyghobadi	et	al.,	1999;	Merriam	et	al.,	1989).	
For	instance,	emergence	and	disappearance	of	barriers	or	corridors	
for	seed	or	pollen	dispersal	over	time	can	alter	the	level	of	gene	flow	
(García-	Fernández	et	al.,	2019;	van	Geert	et	al.,	2010),	of	which	the	
effects	accumulate	and	are	reflected	in	the	present-	day	population	
genetic	structure	(Plue	et	al.,	2017;	Reinula	et	al.,	2021).	This	is	espe-
cially	true	for	long-	lived	species	with	a	long	generation	time	(Aavik	
et	al.,	2019),	for	example,	many	forest	herbs.	Examining	the	genetic	
structure	of	populations	with	different	ages	is	crucial	to	understand	
these	species'	ability	to	persist	and	adapt	to	changing	environmental	

condition	 and	 maintain	 their	 evolutionary	 potential	 (Trapnell	 &	
Hamrick,	2023).

Theoretically,	old	populations	in	remnants	of	once	large,	contig-
uous	 forests	experienced	steady	gene	flow	and/or	benefited	 from	
a	 frequent	 introduction	 of	 new	 genotypes	 before	 fragmentation	
(Pagel	et	al.,	2020).	They	also	had	more	time	for	genetic	mutations	to	
accumulate	(Willi	et	al.,	2018).	Moreover,	certain	reproduction	traits	
that	occur	in	many	forest	herbs,	such	as	a	long	generation	time	and	
limited	sexual	 reproduction	 (Whigham,	2004),	may	have	mitigated	
the	effect	of	genetic	drift	(Duminil	et	al.,	2009),	and	thus	preserved	
the	genetic	diversity	after	habitat	fragmentation.	As	a	result,	these	
ancient	 populations	 often	 exhibit	 a	 relatively	 high	 genetic	 con-
nectivity	and	genetic	diversity	even	 today	 (Landguth	et	al.,	2010).	
Alternatively,	 they	might	 have	 lost	 genetic	 diversity	 directly	 after	
habitat	fragmentation	due	to	a	bottleneck	effect	caused	by	a	sharp	
reduction	of	population	 size	 (Aguilar	et	 al.,	2008)	 and	 subsequent	
random	drift	and	increased	inbreeding	(McCauley,	1991).

On	 the	 contrary,	 younger	 populations	 that	 colonized	 post-	
agricultural	 forest	 patches	 had	 less	 time	 to	 accumulate	 genetic	
diversity	 and	 genetic	 exchange.	 They	 may	 show	 a	 lower	 genetic	
diversity	due	to	the	founder	effect,	which	occurs	 if	only	a	 few	 in-
dividuals	 that	do	not	 represent	 the	whole	genetic	variation	of	 the	
parent	populations	and/or	 that	are	genetically	very	different	 from	
each	 other	 managed	 to	 colonize	 the	 new	 habitat	 (Mayr,	 1942; 
Slatkin,	 1977;	 Whitlock	 &	 McCauley,	 1990).	 These	 small	 newly	
founded	populations	could	experience	further	loss	of	genetic	varia-
tion	through	random	drift	after	the	early	founding	stage,	even	if	the	
founding	individuals	initially	had	a	high	genetic	diversity	(Jacquemyn	
et	 al.,	2009;	Nei	 et	 al.,	1975).	 Furthermore,	 lack	 of	 specific	 adap-
tations	that	facilitate	continuous	long-	distance	dispersal	 in	species	
like	forest	herbs	(Whigham,	2004)	could	limit	subsequent	migration,	
which	otherwise	might	 compensate	 the	 genetic	 diversity	 loss	 due	
to	drift	and	improve	genetic	connectivity	(Keller	&	Largiader,	2003; 
Mona	et	al.,	2014).	Nevertheless,	given	sufficient	time	and	gene	flow	
events,	newly	founded	populations	are	expected	to	become	less	ge-
netically	differentiated	and	accumulate	genetic	diversity	as	they	get	
older	(Austerlitz	&	Garnier-	Géré,	2003;	Lehmair	et	al.,	2020;	Rajora	
&	Zinck,	2021).	 This	process	 can	be	 fast	 if	 the	 species	 is	 exposed	

the	long	term	after	habitat	disturbance.	Despite	their	distinct	breeding	systems	and	
associated	pollinators,	the	three	studied	species	exhibited	partly	similar	genetic	pat-
terns,	suggesting	that	their	common	characteristics,	such	as	being	slow	colonizers	or	
their	ability	to	propagate	vegetatively,	are	important	in	determining	their	 long-	term	
response	to	land-	cover	change.

K E Y W O R D S
agricultural	landscape,	genetic	connectivity,	genetic	differentiation,	genetic	diversity,	habitat	
fragmentation,	time	lag
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Ecological	genetics,	Landscape	ecology,	Population	genetics
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to	a	high	seed	or	pollen	exchange	(Helsen	et	al.,	2013,	2019;	Wang	
et	al.,	2011).

So	 far,	 few	 empirical	 case	 studies	 addressed	 the	 questions,	
whether	and	how	these	populations	with	different	ages	differ	in	their	
current	 genetic	 structure	 (Jacquemyn	 et	 al.,	2004,	 2006;	 Lehmair	
et	al.,	2020;	Vellend,	2004).	All	of	them	focus	on	a	single	species	in	
a	single	landscape.	To	generalize	their	findings	is	difficult	for	at	least	
three	reasons.	First,	the	effect	of	age	is	often	entangled	with	other	
factors	 such	 as	population	 size,	 and	 thus	 inconsistent	 (Vandepitte	
et	al.,	2007;	Vellend,	2004).	It	was	found	that	small	populations	have	
a	 lower	 genetic	 diversity	 and	 higher	 genetic	 differentiation	 com-
pared	to	large	populations	(Godt	et	al.,	1996).	This	might	have	been	
mistaken	 as	 the	 effect	 of	 population	 age	 since	 young	populations	
are	 usually	 also	 smaller	 in	 size	 (Jacquemyn	 &	 Brys,	 2008; Reisch 
et	al.,	2007).	Second,	genetic	differentiation	between	populations	of	
different	ages	is	often	neglected,	as	genetic	differentiation	is	usually	
quantified	as	a	site-	specific	measure,	averaged	across	all	population	
pairs	(Jacquemyn	et	al.,	2004).	In	such	a	measure,	the	temporal	as-
pect,	that	 is,	the	age	difference	of	the	two	populations	 involved	is	
lost.	Last	but	not	least,	the	outcome	of	a	case	study	seems	to	depend	
on	the	colonization	capacity	and	the	mating	strategies	of	the	focal	
species	(Brunet	et	al.,	2012;	Verheyen	et	al.,	2003).	For	example,	the	
genetic	structure	of	a	plant	species	with	high	extinction-	colonization	
dynamics	and	a	high	colonization	capacity	may	not	differ	between	
older	and	younger	populations	(Honnay	et	al.,	2009).	Older	popula-
tions	of	mainly	selfing	species	were	found	to	preserve	large	genetic	
variation	 among	 populations	 while	 those	 of	 outcrossing	 species	
rather	within	populations	(Landergott	et	al.,	2001).	Within	outcross-
ing	 plant	 species,	 different	 pollination	 mechanisms	 may	 also	 play	
an	 important	role	 in	determining	the	population	genetic	structure.	
Young	populations	of	plant	species	mainly	pollinated	by	far-	reaching	
vectors,	for	example,	wind,	can	better	overcome	the	founder	effect	
(Hampe	et	al.,	2013).	Similarly,	for	many	insect-	pollinated	forest	herb	
species	 in	 temperate	 Europe,	 their	 pollinators'	 foraging	 range	 and	
commuting	behaviour	should	affect	the	distance	and	frequency	of	
pollen	transport	among	plant	populations	(Berge	et	al.,	1998;	Feigs	
et	al.,	2022;	Naaf	et	al.,	2021)	and	thus	the	strength	of	the	age	effect	
on	the	population	genetic	structure.

In	order	 to	disentangle	potential	 interactions	of	 these	multiple	
factors,	a	population	genetic	study	on	multiple	forest	herb	species	
with	different	ways	of	sexual	reproduction	is	needed.	In	this	study,	
we	used	six	agricultural	landscapes	across	temperate	Europe	as	rep-
licates	 to	compare	 the	effect	of	population	age	on	 the	population	
genetic	structure	among	three	slow-	colonizing	forest	herb	species,	
that	 is,	Anemone nemorosa	 L.,	 which	 is	 predominantly	 outcrossing	
and	pollinated	by	pollinators	with	 a	 small	 foraging	 rage;	Oxalis ac-
etosella	 L.,	 which	 is	 self-	compatible	 and	 Polygonatum multiflorum 
(L.)	ALL.,	which	is	obligatory	outcrossing	and	associated	with	long-	
distance	 foraging	 pollinators.	We	 anticipated	 that	 population	 age	
would	have	varying	degrees	of	impact	due	to	differences	in	the	spe-
cies'	breeding	system.

We	addressed	the	following	hypotheses	in	general:

1.	 Younger	populations	exhibit	a	lower	genetic	diversity	than	older	
populations.	 This	 effect	 is	 beyond	 the	 indirect	 effect	mediated	
by	population	size,	but	not	independent	of	the	degree	of	spatial	
isolation.

2.	 Younger	 populations	 are	 in	 general	more	 genetically	 differenti-
ated	than	older	populations.	Moreover,	the	degree	of	genetic	dif-
ferentiation	rises	as	the	relative	age	differences	increase.

3.	 Older	 populations	 are	 less,	 whereas	 younger	 populations	 are	
more	genetically	differentiated	to	each	other	than	that	would	be	
expected	proportionally	based	on	their	geographical	distance.

4.	 The	difference	of	genetic	diversity	and	differentiation	between	
older	and	younger	populations	is	most	pronounced	in	O. acetosella 
and	least	pronounced	in	P. multiflorum.

2  |  MATERIAL S AND METHODS

2.1  |  Study sites and study species

We	 conducted	 our	 research	 in	 six	 landscape	 windows	 (5 × 5 km2)	
distributed	across	 five	 countries	 in	 temperate	Europe:	France	 (Fr),	
Belgium	 (Be),	 Western	 Germany	 (GeW),	 Eastern	 Germany	 (GeE),	
Sweden	 (Sw)	 and	 Estonia	 (Es)	 (Figure 1a).	 Floristic	 inventories	 of	

F I G U R E  1 (a)	Location	of	the	six	landscape	windows	in	Europe.	(b–d)	Age	distribution	of	all	sampled	populations	of	the	three	species	
across	the	six	landscape	windows	(Fr:	France;	Be:	Belgium;	GeW:	Western	Germany;	GeE:	Eastern	Germany;	Sw:	Sweden;	Es:	Estonia).	
Horizontal	jitter	function	was	applied	in	order	to	avoid	overlapping.
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all	 forest	patches	 in	these	 landscape	windows	have	been	done	for	
earlier	projects	(Vanneste	et	al.,	2019),	which	eased	the	process	of	
population	selection	(see	section	2.2).

All	selected	landscape	windows	represent	common	agricultural	
landscapes	found	in	Europe	and	were,	therefore,	used	as	replicates	
(Table S1).	 These	 landscapes	 comprise	 large	 areas	 of	 cultivated	
fields,	 grasslands,	 interspersed	 with	 small	 settlement	 areas,	 scat-
tered	forest	fragments	and	linear	structures	such	as	hedgerows,	tree	
lines,	water	drainage	ditches	and	roads.	The	current	landscape	is	the	
result	of	several	deforestation	and	afforestation	events	with	a	max-
imum	degree	of	fragmentation	at	around	1900,	at	which	time	both	
the	total	forest	area	and	mean	forest	patch	size	reached	the	lowest	
point	(Figure 2).	Consequently,	the	forest	patches	imbedded	in	these	
landscapes	 have	 emerged	 at	 different	 times,	 resulting	 in	 different	
ages	(Figure 1b–d,	Figure S4).	The	common	history	of	landscape	dis-
turbing	and	the	consequent	forest	age	diversity	in	these	landscape	
windows	provide	a	suitable	system	for	our	study.

The	 three	 studied	 species	 (A. nemorosa,	 O. acetosella,	 P. mul-
tiflorum)	 are	 common	perennial	 temperate	 forest	 herbs	 that	 share	
a	 similar	 life	 history	 of	 being	 slow-	colonizing	 forest	 specialists	
(Schmidt	 et	 al.,	 2014;	 Verheyen	 et	 al.,	 2003).	 They	 concurrently	
flower	in	spring	(Klotz	et	al.,	2002)	and	can	propagate	vegetatively	
besides	 regular	 seedling	 recruitment	 (Berg,	 2002;	 Holderegger	
et	 al.,	1998;	 Kosiński,	2012).	 However,	 they	 differ	 in	 their	mating	
strategies	 (Table 1).	 Anemone nemorosa	 and	 Polygonatum multiflo-
rum	depend	on	pollinators	for	sexual	reproduction	(Kosiński,	2012; 

Müller	et	al.,	2000).	Anemone nemorosa	is	visited	by	different	groups	
of	insects	(Erbar	&	Leins,	2013;	Shirreffs,	1985),	with	solitary	bees	
and	 hoverflies	 being	 the	most	 important	 ones	 (Naaf	 et	 al.,	2021).	
These	 insect	 groups	 typically	 have	 limited	 foraging	 distances	 and	
are	unlikely	to	cross	the	agricultural	matrix	between	forest	patches	
frequently	 (Feigs	 et	 al.,	 2022).	 On	 the	 contrary,	 P. multiflorum is 
mainly	pollinated	by	 long-	tongued	bumblebees	 (Feigs	et	 al.,	2022; 
Kosiński,	 2012),	 which	 can	 cover	 up	 to	 1000 m	 and	 traverse	 the	
agricultural	 matrix	 between	 forest	 patches	 regularly	 (Westphal	
et	 al.,	 2006).	 The	 third	 species,	Oxalis acetosella	 L.	 is	 considered	
to	 produce	most	 of	 its	 seeds	 from	 cleistogamous	 flowers	 (Berg	&	
Redbo-	Torstensson,	2000;	Packham,	1978).	However,	our	previous	
research	 indicated	 that	O. acetosella	 is	 mostly	 out-	crossing	 (Naaf	
et	al.,	2021)	with	potential	flower	visitors	including	flies,	thrips,	bee-
tles,	bees	and	bumblebees	(Packham,	1978;	Willemstein,	1987).

Besides,	the	three	species	differ	also	 in	some	other	traits	such	
as	 ploidy	 and	 age	 of	 first	 flowering,	which	might	 also	 affect	 their	
response	to	habitat	fragmentation	(Table 1).

2.2  |  Population attributes

Since	it	 is	seldom	possible	to	determine	the	age	of	natural	popula-
tions	 (Giles	&	Goudet,	1997),	we	used	the	habitat	age	 to	estimate	
the	approximate	age	of	the	populations,	as	done	previously	by	oth-
ers	 (Holzhauer	 et	 al.,	 2009;	 Jacquemyn	 et	 al.,	 2004;	 Vandepitte	

F I G U R E  2 Forest	cover	changes	from	the	18th	to	the	21st	century	in	the	six	landscape	windows	(Fr:	France,	Be:	Belgium,	GeW:	Western	
Germany,	GeE:	Eastern	Germany,	Sw:	Sweden,	Es.	Estonia),	where	our	study	took	place.	Data	are	based	on	historical	maps	(see	Table S2).
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et	al.,	2007).	The	habitat	age	may	not	precisely	 reflect	population	
age,	 it	 is	 however	 an	 adequate	 proxy	 under	 the	 given	 conditions,	
that	is,	(1)	the	forest	habitat	is	generally	suitable	for	all	three	stud-
ied	species,	which	occupy	a	rather	broad	niche	in	terms	of	soil	con-
ditions	 and	 are	 very	 common	 in	 temperate	 forests	 (Leuschner	 &	
Ellenberg,	2017);	 (2)	 any	 extinction	 followed	by	 re-	colonization	 in	
old	forest	patches	is	very	unlikely	given	the	species'	ability	to	persist	
even	under	unfavourable	conditions,	such	as	periods	of	dark	shade	
or	drought,	for	many	decades	via	clonal	growth	(Eriksson,	1996);	(3)	
any	survival	of	individuals	during	periods	of	agricultural	land	use	can	
be	excluded	given	 that	 the	 species	do	not	build	 a	persistent	 seed	
bank	(Kleyer	et	al.,	2008).

To	 identify	 the	 forest	 patch	 age,	 we	 used	 historical	 maps	
(Table S2).	The	oldest	patches	are	remnants	of	forest	that	has	been	
existing	since	at	least	the	18th	century	while	the	youngest	patches	
emerged	 after	 the	 1980s	 (Figure 1b–d).	 After	 excluding	 patches	
with	no	populations	of	 these	 three	species,	we	decided	to	sample	
about	 10	 populations	 of	 each	 species	within	 each	 landscape	win-
dow	to	cover	a	sufficient	large	age	spectrum.	We	defined	a	popula-
tion	as	a	spatially	distinct	group	of	shoots	>100 m	apart	from	other	
shoots.	Typically,	these	populations	covered	the	whole	forest	patch.	
However,	 they	were	 in	some	cases	restricted	to	certain	parts	of	a	
forest	patch	if	habitat	conditions	were	heterogeneous.	We	selected	
the	populations	within	the	landscape	window	according	to	the	fol-
lowing	 criteria:	 (a)	 the	populations	had	 to	 represent	 the	 full	 range	
of	 available	populations	ages;(b)	 they	 should	be	maximally	distrib-
uted	across	the	entire	landscape	window;	(c)	the	populations	of	all	
three	species	should	preferably	be	in	the	same	forest	patches;	and	
(d)	more	than	one	population	within	the	same	forest	patch	was	only	
accepted	if	these	populations	were	separated	by	≥200 m	and	if	no	
other	populations	were	available	in	other	forest	patches.	Since	each	
forest	patch	may	comprise	several	sub-	patches	that	emerged	from	
different	times,	we	chose	the	age	of	the	oldest	sub-	patch	covered	
by	 the	population	area	as	a	proxy	of	 the	population	age,	with	 the	
assumption	that	any	younger	part	of	the	population	was	a	later	ex-
tension	of	the	oldest	part.	In	total,	we	included	60	A. nemorosa	and	
60	P. multiflorum	populations.	We	could	only	include	37	populations	
of	O. acetosella,	since	the	selection	criteria	could	not	be	fulfilled	in	
the	landscape	windows	Be	and	Fr	(Supplementary Information S5).

Besides	 population	 age,	 we	 included	 two	 covariables	 in	 our	
analysis,	that	is,	population	size	and	spatial	connectivity.	These	are	

important	determinants	of	the	genetic	diversity	within	populations	
(Naaf	et	al.,	2021),	and	may	potentially	interact	with	population	age.

For	each	 sampled	population,	we	estimated	census	population	
size	of	A. nemorosa	and	O. acetosella	by	extrapolating	flower	density	
from	a	known	area	to	the	complete	population	area.	The	complete	
population	area	was	either	the	corresponding	forest	patch	area,	or	
demarcated	 in	 the	 field	 by	marking	 the	 outmost	 flowering	 shoots	
of	 a	population	with	 a	GPS	device.	 For	 calculating	 flower	density,	
we	measured	the	 length	of	a	2-	m-	wide	transect	after	counting	40	
flowering	 shoots.	 The	 flower	 density	 of	 the	 population	 was	 then	
averaged	across	five	randomly	placed	transects	within	the	popula-
tion.	For	P. multiflorum,	we	calculated	the	census	population	size	by	
counting	all	flowering	shoots	in	the	population	area	since	P. multiflo-
rum	individuals	tend	to	grow	in	small	patches	rather	than	in	a	carpet-	
like	fashion	across	the	population	area.

The	other	covariable,	spatial	connectivity,	measures	the	degree	
of	 spatial	 isolation	 of	 a	 certain	 population	 considering	 all	 popula-
tions	within	the	5 × 5 km2	 landscape	window.	We	calculated	it	with	
Hanski's	(1994)	incidence	function	model	Ci =

∑

j≠ i

Ab
j
⋅ e−adij,	where	Ci 

is	 the	spatial	 connectivity	of	population	 i,	Aj	 is	 the	size	of	popula-
tion	 j,	dij	 is	the	edge-	to-	edge	distance	between	populations	 i	and	 j,	
and	α	 and	b	 are	calibration	parameters.	α	 scales	 the	effect	of	dis-
tance	 to	 dispersal	 while	 b	 regulates	 the	 effect	 of	 population	 size	
on	 dispersal.	We	 estimated	 1/α	 for	 each	 species,	 using	 the	mean	
nearest-	neighbour	distance	among	all	populations	in	this	landscape	
window,	averaged	across	six	landscape	windows	(274 m,	316 m	and	
279 m	for	A. nemorosa,	O. acetosella	and	P. multiflorum	respectively).	
The	 parameter	 b	 was	 set	 to	 0.5,	 as	 suggested	 by	 Moilanen	 and	
Nieminen	(2002).

Similarly,	 we	 included	 geographical	 distance	 between	 popula-
tions	as	a	covariable	in	determining	the	effect	of	population	age	on	
genetic	differentiation,	since	geographical	distance	often	influences	
genetic	differentiation	(Slatkin,	1985).

2.3  |  Sampling, DNA extraction and genotyping

Sampling	was	 conducted	 in	 the	 spring	 of	 2018	 and	2019.	 In	 each	
population,	we	collected	leaf	material	from	20	healthy	flowering	in-
dividuals,	which	were	at	 least	10	meters	away	 from	each	other	 to	
avoid	sampling	of	clones.	A	total	of	2885	leaf	samples	were	included	

A. nemorosa O. acetosella P. multiflorum

Breeding	system Mostly	outcrossing7 Mixed2 Outcrossing7

Associated	
pollinators

Bees,	hoverflies	and	
others10,11,12 
(mostly	short	
distance	flyer)

Flies,	beetles,	
thrips,	bees4,9

Bumblebees5,12	(long	
distance	flyer)

Ploidy Tetraploid1 Diploid8 Diploid7

Age	of	first	
flowering

10 years10 ≥1 year3 10 years6

Note:	Superscripts	indicate	sources	of	information,	which	are	provided	in	Supplementary 
Information S3.

TA B L E  1 Differences	in	life-	history	
traits	for	three	forest	herb	species	that	
might	affect	their	response	to	habitat	
fragmentation.
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6 of 17  |     HUANG et al.

in	this	study.	We	extracted	total	genomic	DNA	from	the	leaf	sam-
ples	 and	 genotyped	 them	based	on	 sets	 of	microsatellite	markers	
(Supplementary Information S5)	that	either	had	been	developed	for	
congeneric	species	 (A. nemorosa	and	P. multiflorum)	or	were	newly	
developed	for	O. acetosella	by	AllGenetics	&	Biology	SL	 (Spain)	on	
demand.	The	applied	marker	sets	comprised	six,	nine	and	six	mark-
ers	with	a	total	number	of	102,	61	and	149	alleles	for	A. nemorosa,	
O. acetosella	 and	 P. multiflorum	 respectively.	 Samples	 for	 which	
genotyping	failed	at	more	than	one	locus	were	excluded.	Thirty-	five	
percent	of	populations	had	fewer	than	20	samples	(Supplementary 
Information S5),	 either	due	 to	 a	 small	 population	 size	or	 genotyp-
ing	failure.	We	repeated	the	genotyping	procedure	for	10%	of	the	
samples	 to	 estimate	 the	 multi-	locus	 genotyping	 error	 rate	 (3.7%,	
2.7%	and	4.0%	for	A. nemorosa,	O. acetosella	and	P. multiflorum re-
spectively).	Finally,	we	excluded	all	repeated	multi-	locus	genotypes	
(MLG)	in	a	population	as	assumed	clones	from	our	analysis.	Repeated	
MLG	 were	 randomly	 distributed	 across	 all	 regions.	 Also,	 we	 ex-
cluded	populations	with	less	than	four	MLG	as	these	did	not	allow	
a	reliable	estimation	of	genetic	covariance	among	populations	(see	
below).	 The	 complete	 allele	 tables	 are	provided	 in	 Supplementary 
Information S5.

2.4  |  Population genetic measures

For	all	three	species,	we	calculated	four	measures	of	genetic	diver-
sity	within	 populations,	 that	 is,	 allelic	 richness	 (Ar),	 observed	 het-
erozygosity	 (Ho),	 unbiased	 expected	 heterozygosity	 (He)	 and	 the	
inbreeding	 coefficient	 F = 1-		Ho / He.	 Since	 allelic	 richness	 is	 only	
comparable	 among	 similar	 sample	 sizes,	we	 calculated	 rarefied	 al-
lelic	 richness	based	on	 the	mean	 sample	 size	across	 six	 landscape	
windows,	that	 is,	18,	16	and	16	samples	for	A. nemorosa,	O. aceto-
sella	and	P. multiflorum	 respectively.	We	used	the	mean	 instead	of	
the	minimum	 sample	 size	 as	 a	 trade-	off	 to	 avoid	 losing	 too	much	
information,	given	the	fact	 that	some	populations	were	very	small	
(Supplementary Information S5).	We	sampled	every	findable	genet	
so	 that	 these	 populations	 were	 100%	 represented	 even	with	 the	
small	 sample	 size,	 thus	 the	 allelic	 richness	 is	 not	 biased	 through	
extrapolation.

Furthermore,	 we	 used	 three	 measures	 to	 quantify	 pairwise	
genetic	 differentiation	 among	 populations,	 that	 is,	G"ST,	DPS	 and	
cGD. G"ST	is	based	on	heterozygosity,	 like	traditional	FST	and	GST. 
It	 is	 recommended	 to	 be	 used	 with	 microsatellite	 markers	 and	
for	 small	 sample	 sizes	 (Meirmans	&	Hedrick,	2011).	DPS	 is	based	
on	 the	 proportion	 of	 shared	 alleles	 (Bowcock	 et	 al.,	 1994)	 and	
thus	features	an	 intuitive	 interpretation.	The	third	measure,	cGD 
(conditional	genetic	distance)	 (Dyer	et	al.,	2010),	 is	based	on	the	
population	graph	approach	(Dyer	&	Nason,	2004).	This	approach	
has	been	rarely	used	in	landscape	ecology	so	far,	although	it	has	
been	 suggested	 to	 be	 complementary	 to	 traditional	 measures	
(Jones	&	Manseau,	2022).	Traditional	summary	statistics	such	as	
G"ST	 allow	us	 to	draw	conclusions	by	 inferring	 the	magnitude	of	
the	genetic	variance	that	exist	among	strata.	However,	 the	wide	

range	of	variance	can	arise	 from	different	and	potentially	mutu-
ally	exclusive	demographic	histories	(Dyer	&	Nason,	2004),	which	
cannot	be	captured	in	this	way.	For	example,	they	cannot	distin-
guish	between	two	populations	that	are	similar	to	each	other	due	
to	 (a)	 constant	 gene	 flow	between	 them	or	 (b)	 both	populations	
have	constant	gene	flow	with	a	third	population.	In	contrast,	the	
population	graph	approach	defines	genetic	variation	among	strata	
without	estimating	the	magnitude	of	the	variance	and	retains	only	
necessary	 information	 to	 describe	 the	 total	 observed	 variation	
(Dyer,	2015).

A	 population	 graph	 is	 a	 graph-	theoretic	 interpretation	 of	 the	
population	genetic	structure	in	a	population	network,	where	nodes	
represent	populations	connected	by	edges.	The	 length	of	an	edge	
represents	 the	 genetic	 covariance	 between	 the	 two	 populations.	
The	idea	of	the	population	graph	is	to	show	an	informative	topology,	
which	only	contains	 the	minimum	number	of	edges	 to	 sufficiently	
describe	the	total	genetic	covariance	structure.	This	is	done	by	test-
ing	all	the	edges	for	their	conditional	independence.	Edges	that	do	
not	add	unique	information	to	describe	the	genetic	covariance	are	
“pruned”	from	the	final	population	graph	(Dyer	&	Nason,	2004).	This	
process	is	essential	since	a	saturated	network	with	edges	between	
all	 pairs	 of	 populations	 does	 not	 deliver	 information	 about	 how	
gene	 flow	 occurs	 through	 the	 network	 (Jones	&	Manseau,	2022).	
We	estimated	cGD	as	 the	 length	of	 the	shortest	path	through	the	
graph	 connecting	 a	 pair	 of	 populations	which	 represents	 pairwise	
genetic	differentiation	between	these	two	linked	populations	(Dyer	
et	 al.,	2010).	 For	 this	 purpose,	we	 created	 a	 population	 graph	 for	
each	species	at	each	 landscape	window	(Figure S8).	The	functions	
used	 to	produce	a	population	graph	provided	by	 the	packages	 ‘ig-
raph’	(Csardi	&	Nepusz,	2006)	and	‘popgraph’	(Dyer	&	Nason,	2004)	
require	genetic	data	without	missing	values.	 In	order	to	make	cGD 
comparable	 to	G"ST	 and	DPS,	 we	 adjusted	 these	 functions	 so	 that	
genetic	 data	 with	 missing	 values	 can	 be	 handled	 (Supplementary 
Information S11).

Additional	to	cGD,	we	calculated	two	further	graph-	topological	
metrics	to	characterize	the	population	genetic	structure.	These	to-
pological	 metrics	 can	 provide	 a	 biologically	 meaningful	 inference	
of	a	graphically	depicted	population	assemblage	that	is	similar	to	a	
meta-	population	(Bode	et	al.,	2008;	Dallas	et	al.,	2020),	since	certain	
topological	metrics	 are	 correlated	with	population	 genetic	 param-
eters	 (Dyer,	2007).	 For	nodes,	we	calculated	normalized	harmonic	
centrality	 (NHc)	 (Dekker,	 2005;	 Marchiori	 &	 Latora,	 2000),	 which	
could	be	interpreted	as	overall	genetic	connectivity	of	one	popula-
tion,	when	the	internodal	distance	is	measured	by	genetic	distance	
(Murphy	et	al.,	2016).	In	this	sense,	it	is	complementary	to	the	pair-
wise	 genetic	 differentiation	 measures	 above,	 which	 indicate	 pair-
wise	genetic	connectivity.	Harmonic	centrality	measures	how	close	
a	node	is	to	all	the	other	nodes	in	a	graph	by	summing	up	the	inverse	
of	 the	 genetic	 distance	 of	 this	 node	 to	 all	 other	 nodes.	Here,	 the	
genetic	distances	are	standardized	by	their	minimum	value	in	each	
population	graph	and	thus	range	in	[1,	+∞].	By	normalizing	harmonic	
centrality	through	its	division	by	the	number	of	populations	 in	the	
graph,	 harmonic	 centrality	 can	 be	 compared	 among	 networks	 of	
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    |  7 of 17HUANG et al.

different	size.	A	high	harmonic	centrality	means	that	a	node	is	well	
connected,	while	a	harmonic	centrality	approaching	zero	means	that	
the	node	is	highly	 isolated.	A	population	with	a	high	centrality	has	
potentially	a	 larger	relative	 influence	than	those	with	a	 lower	cen-
trality	(Murphy	et	al.,	2016).

For	edges,	we	calculated	the	difference	between	the	propor-
tional	genetic	distance	(PcGDi = cGDi ∕

∑

cGDi)	of	a	certain	popula-
tion	pair	in	a	population	graph	and	the	corresponding	proportional	
geographical	distance	of	this	population	pair	(DIFF_GEN_GEO).	A	
positive	or	negative	DIFF_GEN_GEO	value	means	that	the	genetic	
distance	between	two	populations	is	larger	or	shorter	than	would	
be	 expected	 proportionally	 from	 their	 geographical	 distance	
(Dyer,	2015).

3  |  DATA ANALYSIS

3.1  |  Age effects on genetic diversity

To	test	our	first	hypothesis	that	population	age	affects	population	
genetic	 diversity,	 we	 modelled	 genetic	 diversity	 as	 a	 function	 of	
population	age	using	 linear	mixed	models	 (LMMs).	Landscape	win-
dow	and	forest	patch	nested	in	each	landscape	window	were	used	
as	random	factors	in	a	random-	intercept	model.	Besides	the	fixed	ef-
fects	population	age	(POP_AGE)	and	species	(SPECIES),	we	included	
the	two	covariables,	that	is,	population	size	(POP_SIZE)	and	spatial	
connectivity	(SPA_CON),	as	predictors.

Due	to	the	limited	sample	size,	we	first	included	only	the	interac-
tions	between	SPECIES	and	the	other	three	predictors	in	the	global	
model:	Y ~ (POP_SIZE	+	SPA_CON	+	POP_AGE)	*	SPECIES,	in	which	
Y	represents	different	diversity	measures.	The	purpose	of	this	model	
was	to	test	(1)	whether	POP_AGE	has	an	effect	on	genetic	diversity;	
(2)	whether	different	species	respond	differently	to	POP_AGE	or	the	
covariables.	We	simplified	the	global	models	by	fitting	models	with	
all	subsets	of	predictors	and	selected	the	model	with	the	lowest	AICc 
as	our	final	model.	SPECIES	was	treated	as	a	fixed	term	that	could	
not	be	removed.

Then	 we	 used	 a	 second	 global	 model	 for	 each	 species	 sepa-
rately	 to	 test	whether	 the	effect	of	population	age	 (POP_AGE)	on	
genetic	 diversity	 varies	with	 the	 two	 covariables:	Y ~ (POP_SIZE	+ 
SPA_CON)	*	POP_AGE.	 In	this	model,	only	 landscape	window	was	
used	as	random	effect.

Despite	 a	 certain	 level	 of	 collinearity	 between	population	 size	
and	 population	 age	 as	 well	 as	 between	 spatial	 connectivity	 and	
population	 age	 (see	 Result	 section),	 we	 decided	 to	 keep	 them	 in	
the	model	since	the	generalized	variation-	inflation	factor	(VIF)	was	
low	for	all	tested	models	(VIF < 4.0).	Before	modelling,	quantitative	
variables	were	Box-	Cox	transformed	in	order	to	enhance	the	sym-
metry	 of	 their	 distribution,	 and	 all	 variables	were	 standardized	 to	
mean = 0	and	SD = 1	in	order	to	get	standardized	regression	coeffi-
cients.	Standardization	of	POP_SIZE	and	SPA_CON	was	conducted	
separately	for	each	species	to	yield	comparable	effect	sizes	and	to	
eliminate	absolute	differences	in	genetic	diversity	among	the	three	

species,	while	 standardization	 of	 POP_AGE	was	 conducted	 for	 all	
three	 species	 together	 since	 it	was	 derived	 from	 the	 same	 set	 of	
maps	for	each	species	at	each	landscape	window.

3.2  |  Age effect on genetic connectivity

To	test	our	second	hypothesis	that	population	age	affects	pairwise	
genetic	 connectivity,	we	 created	 two	 pairwise	 age-	related	 predic-
tors:	 (1)	AGE_BASE,	which	 is	the	age	of	the	younger	population	 in	
a	 population	 pair.	 The	 rationale	 behind	 is	 that	 genetic	 exchange	
between	two	populations	can	only	start	after	the	younger	popula-
tion	 has	 established.	 (2)	 AGE_DIFF	 represents	 the	 age	 difference	
between	the	two	populations	in	a	population	pair.	When	combined	
with	AGE_BASE,	AGE_DIFF	provides	 a	measure	of	 the	 age	of	 the	
older	counterpart	within	the	pair.	The	concept	is	rooted	in	the	under-
standing	that	populations	with	different	ages	or	demographic	stages	
exhibit	differences	 in	 flower	or	 seed	production	 (Ally	et	al.,	2010; 
Pan	&	Price,	2002;	Roach	et	al.,	2009),	and	thus	contribute	differ-
ently	in	shaping	genetic	structure.	Older	populations	tend	to	have	a	
lower	fertility	and	allocate	fewer	resources	to	sexual	reproduction	
while	prioritizing	clonal	growth	(Piquot	et	al.,	1998).	Consequently,	
at	a	given	AGE_BASE,	a	larger	AGE_DIFF	indicates	a	reduced	effec-
tive	gene	flow	through	seeds	or	pollen,	which	may	 lead	to	greater	
pairwise	genetic	differentiation.

For	 the	measure	cGD,	we	 included	only	 those	population	pairs	
directly	connected	by	an	edge	in	the	population	graph	into	our	anal-
ysis,	since	AGE_DIFF	did	not	consider	age	information	of	in-	between	
populations	in	the	graph.

Similar	as	above,	we	used	a	 two-	step	approach.	First,	we	 re-
gressed	genetic	differentiation	(G"ST,	DPS	and	cGD)	against	the	two	
age-	related	variables	 (AGE_DIFF	and	AGE_BASE)	as	well	as	geo-
graphic	distance	as	a	covariable	(GEO_DIST)	and	their	interaction	
with	 SPECIES	 by	 using	 maximum-	likelihood	 population	 effects	
(MLPE)	models	(Clarke	et	al.,	2002):	Y	~	 (AGE_DIFF	*	AGE_BASE	
+	GEO_DIST)	*	SPECIES.	This	model	type	takes	the	lack	of	inde-
pendency	 among	pairwise	 comparisons	 into	 account.	We	 imple-
mented	MLPE	models	 by	 defining	 a	 correlation	 structure	within	
the	 lme	function	 (R	Package	 ‘nlme’),	using	the	function	corMLPE	
(Pope,	2022).	Landscape	window	was	used	as	a	random	intercept	
term.	Models	were	simplified	by	fitting	models	with	all	subsets	of	
predictors	 and	 selecting	 the	model	with	 the	 lowest	 AICc	 as	 our	
final	model.	 SPECIES	was	 treated	as	a	 fixed	 term	 that	 could	not	
be	removed.

Secondly,	we	applied	another	MLPE	model	for	each	species	sep-
arately,	to	test	whether	any	effects	of	AGE_BASE	and	AGE_DIFF	on	
genetic	differentiation	would	depend	on	GEO_DIST:	Y ~ (AGE_BASE	
+	AGE_DIFF)	*	GEO_DIST.

Similar	 as	 above,	 all	 quantitative	 variables	 were	 Box-	Cox	
transformed	 and	 then	 standardized	 to	 mean = 0	 and	 SD = 1.	
Standardization	of	genetic	differentiation	measures	was	conducted	
for	each	species	separately,	while	GEO_DIST	and	age-	related	vari-
ables	were	standardized	for	all	three	species	together.
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8 of 17  |     HUANG et al.

3.3  |  Population graph analysis

We	tested	the	second	hypothesis	also	by	regressing	normalized	har-
monic	centrality	(NHc)	against	POP_AGE	and	SPECIES,	using	a	LMM	
with	landscape	window	as	random	factor.	Then,	we	tested	the	third	
hypothesis,	 that	 is,	 how	 populations	 are	 connected	 to	 each	 other	
across	a	given	geographical	distance.	Thus,	we	tested	whether	the	
age	 attributes	 of	 the	 population	 pair	 (AGE_DIFF	 and	 AGE_BASE)	
influenced	 the	correspondence	between	genetic	and	geographical	
distance	 (DIFF_GEN_GEO)	by	applying	a	MLPE	model:	DIFF_GEN_
GEO ~ AGE_DIFF	*	AGE_BASE	*	SPECIES,	with	landscape	window	as	
random	factor.	All	continuous	variables	were	Box-	Cox	transformed	
and	 scaled	 to	 mean = 0	 and	 SD = 1.	 We	 simplified	 the	 models	 by	
choosing	the	model	with	the	 lowest	AICc	after	fitting	models	with	
all	subsets	of	predictors.	SPECIES	was	treated	as	a	fixed	term	that	
could	not	be	removed.

The	entire	data	analysis	was	conducted	using	R	version	4.1.3.

4  |  RESULTS

4.1  |  Population attributes and their collinearity

For	A. nemorosa	 and	O. acetosella,	population	size	and	spatial	con-
nectivity	increased	with	population	age,	whereas	for	P. multiflorum,	
population	 size	 and	 spatial	 connectivity	 were	 comparable	 across	

different	age	levels	(Figure 3a	+ b).	Population	size	and	spatial	con-
nectivity	were	 correlated	 in	 all	 three	 species	 (A. nemorosa: r = .76,	
p < .001;	O. acetosella: r = .63,	p < .001;	P. multiflorum: r = .68,	p < .001).

There	were	 clear	 absolute	differences	 in	 population	 attributes	
among	the	three	species.	Polygonatum multiflorum	populations	were	
smaller	and	had	lower	spatial	connectivity	values	than	populations	
of	A. nemorosa	and	O. acetosella	(Figure 3a	+ b),	which	reflects	dif-
ferences	 in	species-	specific	 local	shoot	abundance	among	species.	
Oxalis acetosella	populations	were	genetically	less	diverse	than	those	
of	A. nemorosa	 and	P. multiflorum	 (Ar: A. nem.:	 7.34 ± 1.34,	O. ace.: 
2.37 ± 0.36;	P. mul.:	 7.06 ± 1.72;	Table S6),	which	 is	 due	 to	 the	dif-
ference	in	species-	specific	microsatellite	marker	sets.	Pairwise	geo-
graphical	distance	did	not	covary	with	the	age	difference	between	
populations	in	any	of	the	three	species,	nor	did	it	differ	among	spe-
cies	(Figure 2c).

4.2  |  Effects of population age on genetic diversity

When	models	were	fitted	for	all	three	species	combined,	population	
age	had	a	 limited	effect	on	genetic	diversity	 regardless	of	 species	
identity.	Generally,	observed	heterozygosity	(Ho)	increased	while	the	
inbreeding	 coefficient	 (F-	value)	 decreased	with	 increasing	 popula-
tion	age	(Table 2,	Figure 4c + d).	For	A. nemorosa,	both	allelic	richness	
(Ar)	 and	 expected	 heterozygosity	 (He)	 decreased	 with	 increasing	
population	age	(Table 2,	Figure 4a	+ b).

F I G U R E  3 Differences	among	the	three	studied	species	(A. nem.: Anemone nemorosa; O. ace.: Oxalis acetosella; P. mul.; Polygonatum 
multiflorum)	in	(a)	population	size	(POP_SIZE),	(b)	spatial	connectivity	(SPA_CON)	in	relation	to	population	age	(POP_AGE),	and	(c)	pairwise	
geographical	distance	(GEO_DIST)	in	relation	to	population	age	difference	(AGE_DIFF).	Regression	lines	from	simple	linear	regression	
models	and	95%	confidence	bands	(only	of	significant	results)	are	shown.
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    |  9 of 17HUANG et al.

When	models	were	 fitted	 separately	 for	 each	 species,	 popu-
lation	 age	 interacted	with	 population	 size	 or	 spatial	 connectivity	
in	 affecting	 two	 of	 the	 genetic	 diversity	 measures	 (He	 and	 Ho)	
(Tables S7.1–S7.3).	 We	 detected	 a	 negative	 effect	 of	 population	
age	 on	 expected	 heterozygosity	 (He)	 in	 spatially	 well-	connected	
O. acetosella	 and	 larger	P. multiflorum	 populations	 (Figure 5a	+ c,	
Tables S7.2	and	S7.3).	Besides,	population	age	had	a	positive	effect	
on	observed	heterozygosity	(Ho)	in	larger	O. acetosella	populations	
(Figure 5b,	Table S7.2).

4.3  |  Effects of population age on genetic 
differentiation

Pairs	 of	 older	 populations	 exhibited	 a	 lower	 genetic	 differentia-
tion	 than	 pairs	 involving	 at	 least	 one	 younger	 population.	 This	
effect	occurred	 in	 all	 three	 species	when	genetic	differentiation	
was	measured	by	DPS	(Figure 6b,	Table 3),	while	it	was	not	statisti-
cally	significant	or	occurred	only	in	A. nemorosa	when	genetic	dif-
ferentiation	was	measured	by	G"ST or cGD	respectively	(Figure 6a	
+ c,	 Table 3).	 In	 contrast,	 older	 P. multiflorum	 pairs	 exhibited	 a	
higher	genetic	differentiation	than	younger	population	pairs	when	

measured	 by	 cGD.	 The	 age	 difference	 (AGE_DIFF)	 between	 the	
populations	 in	a	pair	did	not	have	a	significant	effect	on	genetic	
differentiation.	 Moreover,	 genetic	 differentiation	 generally	 in-
creased	with	geographic	distance	between	populations	regardless	
of	species	identity	(Table 3).

In	models	fitted	separately	for	each	species,	we	detected	inter-
actions	between	the	age	of	the	population	pair	and	geographical	dis-
tance	in	all	three	species	(Tables S9.1–S9.3).	Both	in	A. nemorosa	and	
P. multiflorum,	the	negative	effect	of	the	population	pair	age	on	ge-
netic	differentiation	(G"ST)	was	stronger	in	populations	further	away	
from	each	other	(Figure 7a	+ c),	while	in	O. acetosella,	it	was	stronger	
in	populations	closer	to	each	other	(cGD; Figure 7b).

Normalized	 harmonic	 centrality	 (NHc)	 was	 not	 higher	 in	 older	
than	 in	 younger	 populations,	 independent	 of	 species	 identity	
(β = 0.09 ± 0.08,	p = .219,	Figure S10a).

4.4  |  Effects of age on the correspondence 
between genetic and geographical distance

Among	 all	 existing	 edges,	 the	 correspondence	 between	 genetic	
distance	 and	 geographical	 distance	 (DIFF_GEN_GEO)	 did	 not	 vary	
with	AGE_DIFF,	 nor	with	AGE_BASE.	 (AGE_DIFF:	β = −0.01 ± 0.07,	
p = .958;	AGE_BASE:	β = −0.07 ± 0.08,	p = .299,	Figure S10b+c).	This	
was	true	independent	of	species	identity.

5  |  DISCUSSION

Our	study	used	a	multi-	species,	multi-	landscape	approach	to	show	
that	 population	 age	 influences	 the	 genetic	 diversity	 and	 genetic	
differentiation	 of	 spatially	 isolated	 forest	 herb	 populations.	 The	
observable	 effects	 of	 population	 age	 were	 generally	 less	 pro-
nounced	 than	 expected,	with	 a	 part	 of	 the	 results	 aligning	with	
our	 initial	 hypotheses.	 Some	 patterns	 occurred	 independent	 of	
species	 identity	 and	 in	 multiple	 alternative	 population	 genetic	
measures,	 while	 others	 occurred	 only	 in	 certain	 species	 and/or	
with	certain	measures.

5.1  |  Restricted evidence for a positive effect of 
age on genetic diversity

We	found	some	evidence	supporting	our	hypothesis	 that	younger	
populations	are	genetically	 less	diverse	 than	older	populations,	al-
though	this	was	limited	to	certain	genetic	diversity	measures	for	all	
three	species	(Ho	and	F,	Table 2,	Figure 4c + d)	and	not	 independ-
ent	of	other	covariables,	that	is,	spatially	more	isolated	populations	
in	O. acetosella	 (Figure 5a)	 and	 small	 populations	 in	P. multiflorum 
(Figure 5c).	This	 result	 indicates	that	 (a)	 remnant	populations	from	
old	forest	patches	may	preserve	a	high	level	of	heterozygosity	until	

TA B L E  2 Genetic	diversity	(Ar:	allelic	richness;	He:	expected	
heterozygosity;	Ho:	observed	heterozygosity;	F:	inbreeding	
coefficient)	as	a	function	of	population	age	(POP_AGE),	population	
size	(POP_SIZE),	spatial	connectivity	(SPA_CON)	and	species	
identity	according	to	the	results	of	linear	mixed	modelling.	Given	
are	standardized	regression	coefficients.

Ar He Ho F

POP_AGE

A. nem. −0.25*a −0.57**a 0.26** −0.31**

O. ace. −0.01n.s.ab −0.09n.s.b

P. mul. 0.16n.s.b 0.16n.s.b

POP_SIZE

A. nem.

O. ace. 0.26**

P. mul.

SPA_CON

A. nem. 0.36** 0.24** −0.33*a 0.16(*)

O. ace. 0.07n.s.b

P. mul. 0.18n.s.b

Marginal	R2 .31 .15 .10 .09

Conditional	R2 .40 .19 .23 .18

Note:	Included	are	only	variables	left	in	the	final	model	after	model	
selection.	Coefficients	are	stated	in	the	middle	across	the	three	
species	if	there	was	no	significant	interaction	between	species	and	
the	corresponding	independent	variable.	Significance	of	regression	
coefficients	is	indicated	by	asterisks:	n.s.p > .1;	(*)p ≤ .1;	*p ≤ .05;	**p ≤ .01.	
Significant	differences	(α = .05)	in	slopes	among	species	are	indicated	by	
lowercase	letters.
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10 of 17  |     HUANG et al.

today	(Otálora	et	al.,	2011)	and/or	that	(b)	younger	populations	are	
still	under	founder	effect	(Helsen	et	al.,	2019).

Nevertheless,	our	first	hypothesis	was	not	supported	by	the	result	
on	genetic	diversity	measured	by	Ar	and	He	(Figure 4a	+ b),	where	the	
patterns	were	partly	opposite	to	the	expectation	and/or	inconsistent	
among	three	species.	This	will	be	further	discussed	in	section	5.3.

5.2  |  Population pair age and geographical distance 
rather than relative age difference explain pairwise 
genetic differentiation

Our	 second	 hypothesis	 that	 younger	 populations	 exhibit	 a	 higher	
genetic	 differentiation	 compared	 to	 older	 populations	 was	 partly	

F I G U R E  4 Partial	effects	of	population	age	(POP_AGE)	on	measures	of	genetic	diversity:	(a)	Ar:	allelic	richness,	(b)	He:	expected	
heterozygosity,	(c)	Ho:	observed	heterozygosity,	(d)	F:	inbreeding	coefficient	as	resulting	from	linear	mixed	models.	All	variables	are	scaled	
in	standard	deviation	units.	Regression	lines	and	95%	confidence	bands	(only	for	significant	results)	in	the	respective	colour	of	each	species.	
Black	lines	represent	effects	that	are	independent	of	species	identity.

F I G U R E  5 Visualization	of	statistically	significant	interactive	partial	effects	between	(a)	spatial	connectivity	(SPA_CON)	and	population	
age	(POP_AGE)	on	expected	heterozygosity	(He)	of	O. acetosella;	(b)	population	size	(POP_SIZE)	and	population	age	(POP_AGE)	on	observed	
heterozygosity	(Ho)	of	O. acetosella;	(c)	population	size	(POP_SIZE)	and	population	age	(POP_AGE)	on	expected	heterozygosity	(He)	of	P. 
multiflorum.	All	variables	are	scaled	in	standard	deviation	units.
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    |  11 of 17HUANG et al.

supported	by	the	result	on	DPS.	It	was,	however,	contradicted	by	the	
other	two	genetic	differentiation	measures	which	showed	inconsist-
ent	patterns.	Since	the	three	measures	have	a	different	reaction	time	
and	 sensitivity	 to	 sampling	 effort,	we	 should	 interpret	 the	 results	
with	caution.

The	 allele	 frequency-	based	 measure	 DPS	 (as	 well	 as	 cGD)	 re-
sponds	more	 rapidly	 (Dyer	 et	 al.,	2010;	Murphy	 et	 al.,	2010),	 and	
thus	may	reflect	a	more	recent	landscape	configuration.	In	compar-
ison,	 the	FST-	related	measure	G"ST	 is	more	 efficient	 in	 quantifying	
historical	gene	flow	(Balkenhol	et	al.,	2009).	 In	respect	of	the	 long	

F I G U R E  6 Pairwise	genetic	differentiation	measured	by	(a)	G"ST,	(b)	DPS	and	(c)	cGD	in	dependence	of	the	age	of	the	younger	population	
(AGE_BASE)	in	the	population	pair.	Shown	is	the	partial	effect	of	the	model,	in	which	the	covariable	geographical	distance	(GEO_DIST)	and	
AGE_DIFF	were	held	constant	at	their	mean	value.	All	variables	are	scaled	in	standard	deviation	units.	Regression	lines	and	95%	confidence	
bands	(only	for	significant	effects)	are	shown	in	the	respective	colour	of	each	species.	Black	lines	represent	effects	that	are	independent	of	
species	identity.

F I G U R E  7 Visualization	of	statistically	significant	interactive	partial	effects	between	geographical	distance	(GEO_DIST)	and	the	age	of	
the	younger	population	in	a	population	pair	(AGE_BASE)	on	pairwise	genetic	differentiation	measures	(G"ST,	cGD)	in	(a)	Anemone nemorosa,	
(b)	Oxalis acetosella,	(c)	Polygonatum multiflorum.
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12 of 17  |     HUANG et al.

generation	time	of	the	three	species,	the	time	range	included	in	this	
study	 (max.	338 years)	may	 still	 be	 too	 short	 to	display	 the	differ-
ence,	which	might	explain	the	weak	signal	of	G"ST.

The	 third	 measure	 cGD	 showed	 contrasting	 responses	 among	
the	 three	 species	 (Figure 6c).	 Only	 the	 response	 of	 A. nemorosa 
supported	our	hypothesis.	Since	cGD	excludes	unnecessary	genetic	
covariance	 (Dyer,	2015),	we	may	consider	 that	 this	pattern	 shows	
a	more	realistic	picture	of	gene	flow.	Nevertheless,	we	should	still	
keep	 in	mind	that	cGD	 is	sensitive	to	 incomplete	sampling	of	pop-
ulations	because,	 instead	of	 relying	on	pairwise	relationships,	cGD 
is	estimated	based	on	the	totality	of	the	data	(population	network)	
(Beerli,	 2004;	 Koen	 et	 al.,	 2013).	 The	 more	 populations	 sampled,	
the	higher	is	the	accuracy	in	assessing	gene	flow.	In	our	study,	the	
percentage	of	 sampled	populations	 (A. nem.:	44%;	O. ace.:	36%,	P. 
mul.:	42%)	might	be	responsible	for	partly	unclear	and	inconsistent	
effects	of	AGE_BASE	on	cGD.	This	same	argument	may	also	explain,	
why	we	found	no	evidence	for	a	higher	centrality	of	older	compared	
to	younger	populations.	Nevertheless,	we	still	think	using	a	network-	
based	approach	is	 justified,	because	it	 is	even	more	difficult	to	as-
sess	 the	effect	of	unsampled	populations	on	pairwise	metrics	 like	
G"ST	(Koen	et	al.,	2013).

Different	 from	 the	 expectation,	 AGE_DIFF	 had	 no	 effect	 on	
pairwise	genetic	differentiation	(G"ST,	DPS,	cGD),	nor	had	the	cor-
respondence	 between	 genetic	 and	 geographic	 distance	 (DIFF_
GEN_GEO)	 (Figure S10b+c).	 This	 suggests	 that	 old	 and	 young	
populations	 contribute	 comparably	 to	 gene	 flow.	 One	 possible	
explanation	 is	 the	 strong	dispersal	 limitation	of	all	 three	species	
(Schmidt	et	al.,	2014),	 so	 that	 the	difference	 in	seed	and/or	pol-
len	production	potential	between	populations	with	a	different	age	
may	not	play	a	significant	role	 in	shaping	genetic	differentiation.	
As	a	support,	we	also	found	a	strong	effect	of	geographic	distance	

on	 genetic	 differentiation	 (Table 3),	 indicating	 that	 gene	 flow	 is	
primarily	determined	by	distance	between	populations	rather	than	
their	age.

5.3  |  Common and species- specific characteristics 
explain unexpected and contradictory patterns

While	we	 hypothesized	 the	 responses	 to	 population	 age	 to	 differ	
among	species	 (H4),	we	expected	mostly	differences	 in	effect	size	
rather	than	effect	direction.	However,	some	of	the	species-	specific	
patterns	observed	do	not	conform	to	the	general	 trends	expected	
(H1–H3).	These	unexpected	patterns	might	be	explained	by	species-	
specific	traits.

Contrary	to	our	hypothesis,	we	observed	a	lower	allelic	richness	
(Ar)	and	expected	heterozygosity	 (He)	 in	older	 than	 in	younger	pop-
ulations.	 This	 effect	was	 generally	 found	 in	A. nemorosa	 (Figure 4a	
+ b),	and	partly	 in	relatively	well-	connected	O. acetosella	 (Figure 5a)	
and	 large	 P. multiflorum	 populations	 (Figure 5c).	 Clonal	 growth,	 as	
one	of	 the	common	forest	herb	characteristics,	may	help	to	explain	
these	unexpected	patterns.	Older	populations,	inhabiting	more	stable	
and	more	competitive	environments	such	as	ancient	forests	(Hermy	
et	al.,	1999;	Salibury,	1942;	Sarukhan	&	Gadgil,	1974),	may	display	a	
higher	prevalence	of	vegetative	propagation	compared	to	sexual	re-
production.	This	is	because	the	balance	between	vegetative	and	sexual	
reproduction	is	influenced	by	abiotic	factors	including	moisture,	light	
and	temperature,	and	biotic	factors	 like	competition	 (Solbrig,	1980).	
Consequently,	 in	 older	 populations,	 particular	 dominant	 genotypes	
may	outcompete	other	less	dominant	genotypes	through	higher	veg-
etative	reproduction	(Stehlik	&	Holderegger,	2000).	This	strong	clonal	
growth	could	result	in	biparental	inbreeding	or	even	self-	fertilization,	
further	contributing	to	a	lower	genetic	diversity	in	offspring	genera-
tions	(Lloyd	&	Barrett,	1996).

Furthermore,	a	long	generation	time,	as	exhibited	by	A. nemorosa 
and	 P. multiflorum	 (Kosiński,	 2008;	 Shirreffs,	 1985),	 may	 provide	
another	 explanation.	Genetic	 diversity	 takes	 generations	 to	 reach	
an	 equilibrium	 (Caplins	 et	 al.,	 2014;	 Epps	 et	 al.,	 2005).	 Thus,	 the	
current	 genetic	 diversity	 may	 still	 reflect	 the	 historical	 landscape	
(Aavik	et	al.,	2019).	A	reduced	spatial	connectivity	in	the	past,	more	
precisely	 the	 time	of	minimum	forest	cover	and	patch	size	around	
1900	 (Figure 2),	 might	 explain	 the	 unexpected	 patterns	 in	 which	
older P. multiflorum	populations	have	lower	expected	heterozygosity	
(Figure 5c).

For	 O. acetosella,	 the	 unexpected	 low	 Ar	 and	 He	 in	 well-	
connected	old	populations	(Figure 5a)	could	be	further	attributed	to	
its	nature	of	having	both	chasmogamous	and	cleistogamous	flow-
ers.	The	relative	dominance	of	chasmogamous	and	cleistogamous	
flowers	varies	with	population	age,	with	young	ramets	producing	
more	 chasmogamous	 flowers	 (Berg	&	Redbo-	Torstensson,	1998; 
Koontz	et	 al.,	2017).	Also,	 a	high	 resource	availability	 in	postag-
ricultural	forests	(Brunet	et	al.,	2012)	may	trigger	the	production	
of	more	chasmogamous	flowers,	given	that	they	are	less	cost	effi-
cient	(Diaz	&	Macnair,	1998).	Consequently,	well-	connected	young	

TA B L E  3 Genetic	differentiation	(G"ST,	DPS	and	cGD)	as	a	
function	of	population	age	(AGE_BASE,	AGE_DIFF),	species	
identity	and	geographical	distance	(GEO_DIST).

G"ST DPS cGD

AGE_BASE

A. nem. −0.28**a

O. ace. −0.05n.s. −0.11** −0.05n.s.ab

P. mul. 0.21*b

GEO_DIST

A. nem. 0.01n.s.a 0.09** 0.07*

O. ace. 0.03n.s.ab

P. mul. 0.13**b

Marginal	R2 .02 .02 .07

Conditional	R2 .17 .29 .35

Note:	Given	are	standardized	regression	coefficients	of	variables	that	
are	included	in	the	final	model	after	model	selection.	Coefficients	are	
stated	in	the	middle	across	the	three	species	if	there	was	no	significant	
interaction	between	species	and	the	corresponding	independent	
variable.	Significance	of	regression	coefficients	is	indicated	by	asterisks:	
n.s.p > .1;	(*)p ≤ .1;	*p ≤ .05;	**p ≤ .01.	Significant	differences	(α = .05)	
among	species	are	indicated	by	lowercase	letters.
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populations	of	O. acetosella	with	more	chasmogamous	flowers	may	
experience	frequent	cross-	population	pollination,	which	increases	
population	 genetic	 diversity.	 In	 contrast,	 older	 populations	with	
fewer	 chasmogamous	 flowers	 may	 experience	 reduced	 cross-	
population	pollination.

The	 unexpected	 positive	 effect	 of	 age	 on	 cGD	 in	P. multiflo-
rum	 (Figure 6c),	 could	be	explained	by	 its	associated	pollinators.	
Different	 from	 A. nemorosa,	 which	 is	 associated	 with	 short-	
distance,	forest-	specialized	pollinators	(Feigs	et	al.,	2022),	P. mul-
tiflorum	is	pollinated	by	bumblebees	(Kosiński,	2012)	that	are	able	
to	 fly	 over	 a	 heterogeneous	 landscape	 (Persson	&	 Smith,	2011).	
During	 the	 forest	 fragmentation	 period,	 large	 forest	 habitats	 of	
P. multiflorum	were	 turned	 into	 a	 large	 number	 of	 small	 patches	
(Figure 2),	 intersected	with	many	other	 land-	use	types,	 including	
bumblebee	friendly	land-	use	types,	such	as	grassland	and	hedge-
rows	(Byrne	&	delBarco-	Trillo,	2019;	Naaf	et	al.,	2022).	This	type	
of	 heterogeneous	 habitat	 may	 benefit	 bumblebee	 species	 not	
specific	to	forest	by	providing	nesting	and	foraging	sites	(Gómez-	
Martínez	et	al.,	2020),	which	may	in	turn	facilitate	a	higher	genetic	
connectivity	of	 younger	P. multiflorum	 populations	 than	of	older	
ones.

5.4  |  The importance of the surrounding 
environment out of the habitat

A	 large	 unexplained	 variation	 in	 the	 global	 models	 (Tables 2	 and	
3)	 indicates	 that	 factors	other	 than	geographical	distance	and	 the	
considered	population	attributes,	that	is,	population	size,	connectiv-
ity	and	population	age,	may	further	explain	the	population	genetic	
structure.	Gene	flow	among	plant	populations	is	largely	influenced	
by	the	environment	outside	of	 their	actual	habitats,	 since	 the	sur-
rounding	 environment	 contributes	 to	 the	 habitat	 of	 pollinators	 or	
seed	vectors	 (Breitbach	et	al.,	2012;	Jauker	et	al.,	2009).	Thus,	we	
might	find	more	species-	specific	patterns	if	we	take	the	landscape	
structure	into	account	(Naaf	et	al.,	2022).	This	was,	however,	beyond	
the	scope	of	this	study.

6  |  CONCLUSION

Our	study	provides	several	important	insights.	Firstly,	we	found	re-
stricted	signals	of	population	age	in	the	population	genetic	structure	
of	all	three	studied	species.	This	means	that	gene	flow	among	spa-
tially	isolated	forest	herb	populations	is	taking	place	and	may	even	
out	any	differences	in	genetic	diversity	and	differentiation	between	
populations	of	different	age	within	the	course	of	several	decades.	It	
indicates	that	certain	forest	herb	species,	despite	being	specialists	
of	the	forest,	still	exhibit	resilience	in	terms	of	long-	term	persistence	
and	 adaptation	 within	 landscapes	 disturbed	 by	 human	 activities.	
Secondly,	 next	 to	 species'	 difference	 in	 their	 breeding	 systems	
and	 associated	 pollinators,	 it	 is	 important	 to	 consider	 their	 com-
mon	characteristic,	such	as	being	slow	colonizers,	as	well	as	further	

species-	specific	traits,	in	order	to	comprehend	the	unexpected	pat-
terns	in	genetic	diversity	and	differentiation.	This	is	crucial	for	de-
termining	the	extent	to	which	the	capacity	for	long-	term	persistence	
can	be	generalized.	Last	but	not	least,	by	considering	pairwise	rather	
than	only	population-	focused	analyses	and	deriving	population	ge-
netic	measures	 from	population	graphs,	we	gained	 the	knowledge	
that,	in	addition	to	geographical	distance,	the	age	of	population	pairs	
rather	than	their	relative	age	influences	genetic	structure.	The	dis-
crepancies	 among	 the	 different	 genetic	 differentiation	 measures	
emphasized	the	importance	of	not	relying	on	a	single	measure	but	
of	combining	the	advantages	of	multiple	measures	to	achieve	a	more	
comprehensive	understanding.

AUTHOR CONTRIBUTIONS
Siyu Huang:	Conceptualization	(supporting);	formal	analysis	(lead);	
investigation	 (lead);	 methodology	 (equal);	 visualization	 (lead);	
writing	–	original	draft	(lead);	writing	–	review	and	editing	(lead).	
Jannis Till Feigs:	 Conceptualization	 (supporting);	 formal	 analysis	
(supporting);	 investigation	 (supporting);	 methodology	 (support-
ing);	 writing	 –	 original	 draft	 (supporting);	 writing	 –	 review	 and	
editing	(supporting).	Stephanie I. J. Holzhauer:	Conceptualization	
(supporting);	 formal	 analysis	 (supporting);	 funding	 acquisition	
(supporting);	 investigation	 (supporting);	 methodology	 (support-
ing);	 writing	 –	 original	 draft	 (supporting);	 writing	 –	 review	 and	
editing	 (supporting).	 Katja Kramp:	 Conceptualization	 (support-
ing);	 formal	 analysis	 (supporting);	 funding	 acquisition	 (support-
ing);	investigation	(supporting);	methodology	(supporting);	writing	
–	 original	 draft	 (supporting);	 writing	 –	 review	 and	 editing	 (sup-
porting).	 Jörg Brunet:	 Investigation	 (supporting);	 writing	 –	 re-
view	 and	 editing	 (supporting).	 Guillaume Decocq:	 Investigation	
(supporting);	writing	–	review	and	editing	(supporting).	Pieter De 
Frenne:	 Investigation	 (supporting);	 writing	 –	 review	 and	 editing	
(supporting).	Martin Diekmann:	 Investigation	 (supporting);	 writ-
ing	 –	 review	 and	 editing	 (supporting).	 Jaan Liira:	 Investigation	
(supporting);	 writing	 –	 review	 and	 editing	 (supporting).	 Fabien 
Spicher:	 Investigation	 (supporting);	 writing	 –	 review	 and	 edit-
ing	 (supporting).	Pieter Vangansbeke:	 Investigation	 (supporting);	
writing	 –	 review	 and	 editing	 (supporting).	 Thomas Vanneste: 
Investigation	(supporting);	writing	–	review	and	editing	(support-
ing).	Kris Verheyen:	 Investigation	 (supporting);	 writing	 –	 review	
and	 editing	 (supporting).	 Tobias Naaf:	 Conceptualization	 (lead);	
formal	 analysis	 (supporting);	 funding	 acquisition	 (lead);	 investi-
gation	 (supporting);	methodology	 (equal);	 project	 administration	
(lead);	 supervision	 (lead);	 writing	 –	 original	 draft	 (supporting);	
writing	–	review	and	editing	(supporting).

ACKNOWLEDG EMENTS
We	 thank	 Eva	 Kleibusch	 (Senkenberg	 German	 Entomological	
Institute,	 SDEI)	 and	Ute	 Jahn	 (ZALF)	 for	 technical	 assistance	 dur-
ing	molecular	 lab	work	 and	GIS	work	 respectively.	 Basic	 research	
work	for	this	study	relied	on	data	from	the	smallFOREST	geodata-
base	(https://	www.	u-		picar	die.	fr/	small	forest/	).	Open	Access	funding	
enabled	and	organized	by	Projekt	DEAL.

 20457758, 2024, 2, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/ece3.10971 by L

eibniz Institut Für A
grarlandschaftsforschung (Z

alf), W
iley O

nline L
ibrary on [27/02/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://www.u-picardie.fr/smallforest/


14 of 17  |     HUANG et al.

FUNDING INFORMATION
This	 research	 was	 founded	 by	 the	 German	 Research	 Foundation	
(Research	 Grants	 NA	 1067/2-	1,	 HO	 4742/2-	1,	 and	 KR	 5060/1-	1).	
This	includes	the	research	work	of	JTF,	KK,	SH,	SIJH	and	TN.	PDF	
and	 PV	 were	 supported	 by	 the	 European	 Research	 Council	 (ERC	
Starting	Grant	FORMICA	No.	757833,	2018).	JL	was	supported	by	
the	Estonian	Research	Competency	Council	Grant	PRG1223	and	the	
European	 Regional	 Development	 Fund	 (the	 Centre	 of	 Excellence,	
EcolChange).	 TV	was	 funded	by	 the	 Special	 Research	 Fund	 (BOF)	
from	 Ghent	 University	 (Grant	 Number	 01N02817).	 This	 work	
was	 supported	 by	 the	 FWO	 Scientific	 research	 network	 FLEUR	
(http://	www.	fleur.	ugent.	be).	 This	 research	 was	 also	 partly	 funded	
by	 the	 German	 Federal	Ministry	 of	 Food	 and	 Agriculture	 (BMEL)	
and	the	Ministry	for	Science,	Research	and	Culture	of	the	State	of	
Brandenburg	(MWFK).

CONFLIC T OF INTERE S T S TATEMENT
The	authors	declare	that	the	research	was	conducted	in	the	absence	
of	any	commercial	or	financial	relationships	that	could	be	construed	
as	a	potential	conflict	of	interest.

DATA AVAIL ABILIT Y S TATEMENT
The	 microsatellite	 allele	 tables	 for	 all	 species	 and	 populations	 as	
well	as	population	locations	and	R-	code	for	analysis	are	available	as	
Supporting	Information.

ORCID
Siyu Huang  https://orcid.org/0009-0000-8713-5490 
Jörg Brunet  https://orcid.org/0000-0003-2667-4575 
Jaan Liira  https://orcid.org/0000-0001-8863-0098 
Thomas Vanneste  https://orcid.org/0000-0001-5296-917X 
Kris Verheyen  https://orcid.org/0000-0002-2067-9108 
Tobias Naaf  https://orcid.org/0000-0002-4809-3694 

R E FE R E N C E S
Aavik,	T.,	Thetloff,	M.,	Träger,	S.,	Hernandez-	Agramonte,	I.	M.,	&	Reinula,	

I.	 (2019).	Delayed	 and	 immediated	 effects	 of	 habitat	 loss	 on	 the	
genetic	 diversity	 of	 the	 grassland	 plant	 Trifolium	 montanum.	
Biodiversity and Conservation,	28,	3299–3319.

Aguilar,	 R.,	Quesada,	M.,	Ashworth,	 L.,	Herrerias-	Diego,	 Y.,	&	 Lobo,	 J.	
(2008).	 Genetic	 consequences	 of	 habitat	 fragmentation	 in	 plant	
populations:	Susceptible	signals	in	plant	traits	and	methodological	
approaches.	Molecular Ecology,	17(24),	5177–5188.	https:// doi. org/ 
10.	1111/j.	1365-		294X.	2008.	03971.	x

Ally,	D.,	Ritland,	K.,	&	Otto,	S.	P.	(2010).	Aging	in	a	long-	lived	clonal	tree.	
PLoS Biology,	8(8),	e1000454.

Austerlitz,	F.,	&	Garnier-	Géré,	P.	H.	(2003).	Modelling	the	impact	of	col-
onisation	on	genetic	 diversity	 and	differentiation	of	 forest	 trees:	
Interaction	 of	 life	 cycle,	 pollen	 flow	 and	 seed	 long-	distance	 dis-
persal.	 Heredity,	 90(4),	 282–290.	 https://	doi.	org/	10.	1038/	sj.	hdy.	
6800243

Balkenhol,	 N.,	 Gugerli,	 F.,	 Cushman,	 S.	 A.,	 Waits,	 L.	 P.,	 Coulon,	 A.,	
Arntzen,	J.	W.,	Holderegger,	R.,	&	Wagner,	H.	H.	(2009).	Identifying	
future	research	needs	in	landscape	genetics:	Where	to	from	here?	
Landscape Ecology,	24(4),	455–463.	https:// doi. org/ 10. 1007/ s1098 
0-		009-		9334-		z

Beerli,	P.	(2004).	Effect	of	unsampled	populations	on	the	estimation	of	
population	sizes	and	migration	rates	between	sampled	populations.	
Molecular Ecology,	13(4),	827–836.	https://	doi.	org/	10.	1111/j.	1365-		
294x.	2004.	02101.	x

Berg,	H.	 (2002).	 Population	dynamics	 in	Oxalis	 acetosella:	 The	 signifi-
cance	of	sexual	reproduction	in	a	clonal,	cleistogamous	forest	herb.	
Ecography,	25,	233–243.

Berg,	H.,	&	Redbo-	Torstensson,	P.	(1998).	Cleistogamy	as	a	bet-	hedging	
strategy	in	Oxalis acetosella,	a	perennial	herb.	Journal of Ecology,	86,	
491–500.

Berg,	 H.,	 &	 Redbo-	Torstensson,	 P.	 (2000).	 Offspring	 performance	 in	
Oxalis acetosella,	 a	 cleistogamous	 perennial	 herb.	 Plant Biology 
(Stuttgart, Germany),	2(6),	638–645.

Berge,	G.,	Nordal,	 I.,	 &	Hestmark,	G.	 (1998).	 The	 effect	 of	 breeding	
systems	and	pollination	vectors	on	the	genetic	variation	of	small	
plant	 populations	 within	 an	 agricultural	 landscape.	 Oikos,	 81,	
17–29.

Bode,	M.,	Burrage,	K.,	&	Possingham,	H.	 (2008).	Using	complex	net-
work	 metrics	 to	 predict	 the	 persistence	 of	 metapopulations	
with	asymmetric	connectivity	patterns.	Ecological Modeling,	214,	
201–209.

Bowcock,	A.,	Ruiz-	Linares,	A.,	Tomfohrde,	J.,	Minch,	E.,	Kidd,	R.,	&	Cavalli-	
Sforza,	L.	(1994).	High	resolution	of	human	evolutionary	trees	with	
polymorphic	microsatellites.	Letters to Nature,	368,	455–457.

Breitbach,	 N.,	 Tillmann,	 S.,	 Schleuning,	 M.,	 Grünewald,	 C.,	 Laube,	 I.,	
Steffan-	Dewenter,	 I.,	 &	 Böhning-	Gaese,	 K.	 (2012).	 Influence	 of	
habitat	complexity	and	landscape	configuration	on	pollination	and	
seed-	dispersal	 interactions	 of	 wild	 cherry	 trees.	 Oecologia,	 168,	
425–437.

Brunet,	J.,	Frenne,	P.,	Holmström,	E.,	&	Mayr,	M.	L.	(2012).	Life-	history	
traits	explain	rapid	colonization	of	young	post-	agricultural	forests	
by	understory	herbs.	Forest Ecology and Management,	278,	55–62.

Byrne,	F.,	&	delBarco-	Trillo,	 J.	 (2019).	The	effect	of	management	prac-
tices	on	bumblebee	densities	in	hedgerow	and	grassland	habitats.	
Basic and Applied Ecology,	35(4),	28–33.	https://	doi.	org/	10.	1016/j.	
baae.	2018.	11.	004

Caplins,	 S.	 A.,	 Gilbert,	 K.	 J.,	 Ciotir,	 C.,	 Roland,	 J.,	 Matter,	 S.	 F.,	 &	
Keyghobadi,	N.	(2014).	Landscape	structure	and	the	genetic	effects	
of	a	population	collapse.	Proceedings of the Royal Society B: Biological 
Sciences,	281(1796),	20141798.	https:// doi. org/ 10. 1098/ rspb. 2014. 
1798

Clarke,	 R.,	 Rothery,	 P.,	 &	 Raybould,	 A.	 (2002).	 Confidence	 limits	 for	
regression	 relationships	 between	 distance	 matrices:	 Estimating	
gene	 flow	 with	 distance.	 Journal of Agricultural, Biological and 
Environmental Statistics,	7,	361–372.

Csardi,	G.,	&	Nepusz,	T.	(2006).	The	igraph	software	package	for	complex	
network	research.	InterJournal, Complex System,	5,	1–9.

Dallas,	T.,	Saastamoinen,	M.,	Schulz,	T.,	&	Ovaskainen,	O.	(2020).	The	rel-
ative	importance	of	local	and	reginal	processes	to	metapopulation	
dynamics.	Journal of Animal Ecology,	89,	884–896.

Deckers,	B.,	De	Becker,	P.,	Honnay,	O.,	Hermy,	M.,	&	Muys,	B.	 (2005).	
Sunken	 roads	 as	 habitats	 for	 forest	 plant	 species	 in	 a	 dynamic	
agricultural	 landscape:	 Effects	 of	 age	 and	 isolation.	 Journal of 
Biogeography,	32,	99–109.

Dekker,	A.	(2005).	Conceptual	distance	in	social	network	analysis.	Journal 
of Social Structure,	6.

Diaz,	A.,	&	Macnair,	M.	(1998).	The	effect	of	plant	size	on	the	expression	
of	cleistogamy	in	Mimulus	nasutus.	Functional Ecology,	12,	92–98.

Duminil,	J.,	Hardy,	O.	J.,	&	Petit,	R.	J.	(2009).	Plant	traits	correlated	with	
generation	time	directly	affect	 inbreeding	depression	and	mating	
system	and	indirectly	genetic	structure.	BMC Evolutionary Biology,	
9,	177.	https://	doi.	org/	10.	1186/	1471-		2148-		9-		177

Dyer,	 R.	 J.	 (2007).	 The	 evolution	 of	 genetic	 topologies.	 Theoretical 
Population Biology,	 71(1),	 71–79.	 https://	doi.	org/	10.	1016/j.	tpb.	
2006.	07.	001

 20457758, 2024, 2, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/ece3.10971 by L

eibniz Institut Für A
grarlandschaftsforschung (Z

alf), W
iley O

nline L
ibrary on [27/02/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

http://www.fleur.ugent.be
https://orcid.org/0009-0000-8713-5490
https://orcid.org/0009-0000-8713-5490
https://orcid.org/0000-0003-2667-4575
https://orcid.org/0000-0003-2667-4575
https://orcid.org/0000-0001-8863-0098
https://orcid.org/0000-0001-8863-0098
https://orcid.org/0000-0001-5296-917X
https://orcid.org/0000-0001-5296-917X
https://orcid.org/0000-0002-2067-9108
https://orcid.org/0000-0002-2067-9108
https://orcid.org/0000-0002-4809-3694
https://orcid.org/0000-0002-4809-3694
https://doi.org/10.1111/j.1365-294X.2008.03971.x
https://doi.org/10.1111/j.1365-294X.2008.03971.x
https://doi.org/10.1038/sj.hdy.6800243
https://doi.org/10.1038/sj.hdy.6800243
https://doi.org/10.1007/s10980-009-9334-z
https://doi.org/10.1007/s10980-009-9334-z
https://doi.org/10.1111/j.1365-294x.2004.02101.x
https://doi.org/10.1111/j.1365-294x.2004.02101.x
https://doi.org/10.1016/j.baae.2018.11.004
https://doi.org/10.1016/j.baae.2018.11.004
https://doi.org/10.1098/rspb.2014.1798
https://doi.org/10.1098/rspb.2014.1798
https://doi.org/10.1186/1471-2148-9-177
https://doi.org/10.1016/j.tpb.2006.07.001
https://doi.org/10.1016/j.tpb.2006.07.001


    |  15 of 17HUANG et al.

Dyer,	 R.	 J.	 (2015).	 Population	 graphs	 and	 landscape	 genetics.	 Annual 
Review of Ecology, Evolution, and Systematics,	 46(1),	 327–342.	
https://	doi.	org/	10.	1146/	annur	ev-		ecols	ys-		11241	4-		054150

Dyer,	R.	J.,	&	Nason,	J.	D.	(2004).	Population	graphs:	The	graph	theoretic	
shape	 of	 genetic	 structure.	Molecular Ecology,	 13(7),	 1713–1727.	
https://	doi.	org/	10.	1111/j.	1365-		294X.	2004.	02177.	x

Dyer,	R.	J.,	Nason,	J.	D.,	&	Garrick,	R.	C.	(2010).	Landscape	modelling	of	
gene	flow:	Improved	power	using	conditional	genetic	distance	de-
rived	from	the	topology	of	population	networks.	Molecular Ecology,	
19(17),	 3746–3759.	 https://	doi.	org/	10.	1111/j.	1365-		294X.	2010.	
04748.	x

Epps,	C.	W.,	Palsbøll,	P.	J.,	Wehausen,	J.	D.,	Roderick,	G.	K.,	Ramey,	R.	R.,	
&	McCullough,	D.	R.	(2005).	Highways	block	gene	flow	and	cause	a	
rapid	decline	in	genetic	diversity	of	desert	bighorn	sheep.	Ecology 
Letters,	 8(10),	 1029–1038.	 https://	doi.	org/	10.	1111/j.	1461-		0248.	
2005.	00804.	x

Erbar,	C.,	&	Leins,	P.	 (2013).	Nectar	production	 in	 the	pollen	 flower	of	
Anemone	 nemorosa	 in	 comparison	 with	 other	 Ranunculaceae	
and	Magnolia	 (Magnoliaceae).	Organisms Diversity & Evolution,	13,	
287–300.

Eriksson,	O.	 (1996).	Regional	dynamics	of	plants:	A	review	of	evidence	
for	remnant,	source-	sink	and	metapopulations.	Oikos,	77(2),	248.

Feigs,	 J.	 T.,	 Holzhauer,	 S.	 I.	 J.,	 Huang,	 S.,	 Brunet,	 J.,	 Diekmann,	 M.,	
Hedwall,	P.-	O.,	Kramp,	K.,	&	Naaf,	T.	(2022).	Pollinator	movement	
activity	influences	genetic	diversity	and	differentiation	of	spatially	
isolated	populations	of	clonal	forest	herbs.	Frontiers in Ecology and 
Evolution,	10,	1–19.

García-	Fernández,	A.,	Manzano,	P.,	Seoane,	J.,	Azcárate,	F.	M.,	Iriondo,	J.	
M.,	&	Peco,	B.	(2019).	Herbivore	corridors	sustain	genetic	footprint	
in	plant	populations:	A	case	for	Spanish	drove	roads.	PeerJ,	7,	e7311.	
https://	doi.	org/	10.	7717/	peerj.	7311

Giles,	B.	E.,	&	Goudet,	J.	(1997).	Genetic	differentiation	in	Silene	dioica	
metapopulations:	 Estimation	 of	 spatiotemporal	 effects	 in	 a	 suc-
cessional	plant	 species.	The American Naturalist,	149(3),	 507–526.	
https://	doi.	org/	10.	1086/	286002

Godt,	M.	J.,	 Johnson,	B.	R.,	&	Hampe,	A.	 (1996).	Genetic	diversity	and	
population	 size	 in	 four	 rare	 southern	 appalachian	 plant	 species.	
Conservation Biology: The Journal of the Society for Conservation 
Biology,	10(3),	796–805.

Gómez-	Martínez,	C.,	Aase,	A.	L.	T.	O.,	Totland,	Ø.,	Rodríguez-	Pérez,	J.,	
Birkemoe,	 T.,	 Sverdrup-	Thygeson,	A.,	&	 Lázaro,	A.	 (2020).	 Forest	
fragmentation	 modifies	 the	 composition	 of	 bumblebee	 commu-
nities	 and	 modulates	 their	 trophic	 and	 competitive	 interactions	
for	pollination.	Scientific Reports,	10(1),	10872.	https:// doi. org/ 10. 
1038/	s4159	8-		020-		67447	-		y

Hampe,	A.,	 Pemonge,	M.-	H.,	&	Petit,	 R.	 (2013).	 Efficient	mitigation	 of	
founder	 effects	 during	 the	 establishment	 of	 a	 leading-	edge	 oak	
population.	Proceedings of the Royal Society,	280(1764),	1–7.

Hanski,	I.	(1994).	A	practical	model	of	metapopulation	dynamics.	Journal 
of Animal,	63,	151–162.

Helsen,	K.,	Hagenblad,	 J.,	 Acharya,	K.	 P.,	 Brunet,	 J.,	 Cousins,	 S.	A.	O.,	
Decocq,	G.,	Frenne,	P.,	Kimberley,	A.,	Kolb,	A.,	Michaelis,	J.,	Plue,	J.,	
Verheyen,	K.,	Speed,	J.	D.	M.,	&	Graae,	B.	J.	(2019).	No	genetic	ero-
sion	after	 five	generations	 for	 impatiens	glandulifera	populations	
across	the	invaded	range	in	Europe.	BMC Genetics,	20,	1–11.

Helsen,	 K.,	 Jacquemyn,	 H.,	 Hermy,	 M.,	 Vandepitte,	 K.,	 &	 Honnay,	 O.	
(2013).	Rapid	buildup	of	 genetic	diversity	 in	 founder	populations	
of	 the	 gynodioecious	 plant	 species	Origanum vulgare	 after	 semi-	
natural	grassland	restoration.	PLoS One,	8(6),	e67255.	https:// doi. 
org/	10.	1371/	journ	al.	pone.	0067255

Hendrickx,	 F.,	 Maelfait,	 J.-	P.,	 van	Wingerden,	W.	 K.	 R.	 E.,	 Schweiger,	
O.,	Speelmans,	M.,	Aviron,	S.,	Augenstein,	I.,	Billeter,	R.,	Bailey,	D.,	
Bukacek,	R.,	Burel,	F.,	Diekötter,	T.,	Dirksen,	J.,	Herzog,	F.,	Liira,	J.,	
Roubalova,	M.,	Vandomme,	V.,	&	Bugter,	R.	(2007).	How	landscape	
structure,	 land-	use	 intensity	 and	 habitat	 diversity	 affect	 compo-
nents	of	total	arthropod	diversity	in	agricultural	landscapes.	Journal 

of Applied Ecology,	44(2),	340–351.	https://	doi.	org/	10.	1111/j.	1365-		
2664.	2006.	01270.	x

Hermy,	M.,	Honnay,	O.,	Firbank,	L.,	Grashof-	Bokdam,	C.,	&	Lawesson,	J.	
(1999).	An	ecological	comparison	between	ancient	and	other	forest	
plant	species	of	Europa,	and	the	implications	for	forest	conserva-
tion.	Biological Conservation,	91,	9–22.

Hermy,	M.,	&	Verheyen,	K.	(2007).	Legacies	of	the	past	in	the	present-	
day	forest	biodiversity:	A	review	of	past	land-	use	effects	on	forest	
plant	species	composition	and	diversity.	Ecological Research,	22(3),	
361–371.

Heywood,	J.	S.	(1991).	Spatial	analysis	of	genetic	variation	in	plant	pop-
ulations.	Annual Review of Ecology and Systematics,	22(1),	335–355.	
https://	doi.	org/	10.	1146/	annur	ev.	es.	22.	110191.	002003

Holderegger,	R.,	Stehlik,	I.,	&	Schneller,	J.	J.	(1998).	Estimation	of	the	rela-
tive	importance	of	sexual	and	vegatative	reproduction	in	the	clonal	
woodland	herb	Anemone nemorosa. Oecologia,	117,	105–107.

Holzhauer,	S.	 I.	J.,	Wolff,	K.,	&	Wolters,	V.	 (2009).	Changes	 in	 land	use	
and	habitat	availability	affect	 the	population	genetic	structure	of	
Metrioptera roeselii	 (Orthoptera:	 Tettigoniidae).	 Journal of Insect 
Conservation,	 13(5),	 543–552.	 https:// doi. org/ 10. 1007/ s1084 
1-		008-		9201-		2

Honnay,	 O.,	 Jacquemyn,	 H.,	 Bossuyt,	 B.,	 &	 Hermy,	 M.	 (2005).	 Forest	
fragmentation	effects	on	patch	occupancy	and	population	viability	
of	herbaceous	plant	species.	The New Phytologist,	166(3),	723–736.	
https://	doi.	org/	10.	1111/j.	1469-		8137.	2005.	01352.	x

Honnay,	O.,	 Jacquemyn,	H.,	 van	Looy,	K.,	Vandepitte,	K.,	&	Breyne,	P.	
(2009).	Temporal	and	spatial	genetic	variation	in	a	metapopulation	
of	the	annual	Erysimum cheiranthoides	on	stony	river	banks.	Journal 
of Ecology,	 97(1),	 131–141.	 https://	doi.	org/	10.	1111/j.	1365-		2745.	
2008.	01452.	x

Jacquemyn,	H.,	&	Brys,	R.	(2008).	Effects	of	stand	age	on	the	demogra-
phy	of	a	temperate	forest	herb	in	post-	agricultural	forests.	Ecology,	
89(12),	3480–3489.

Jacquemyn,	 H.,	 Honnay,	 O.,	 Galbusera,	 P.,	 &	 Roldán-	Ruiz,	 I.	 (2004).	
Genetic	 structure	of	 the	 forest	herb	Primula elatior	 in	a	changing	
landscape.	 Molecular Ecology,	 13(1),	 211–219.	 https:// doi. org/ 10. 
1046/j.	1365-		294X.	2003.	02033.	x

Jacquemyn,	 H.,	 Honnay,	 O.,	 van	 Looy,	 K.,	 &	 Breyne,	 P.	 (2006).	
Spatiotemporal	structure	of	genetic	variation	of	a	spreading	plant	
metapopulation	 on	 dynamic	 riverbanks	 along	 the	 Meuse	 River.	
Heredity,	96,	471–478.

Jacquemyn,	 H.,	 Vandepitte,	 K.,	 Roldán-	Ruiz,	 I.,	 &	 Honnay,	 O.	 (2009).	
Rapid	loss	of	genetic	variation	in	a	founding	population	of	Primula 
elatior	 (Primulaceae)	 after	 colonization.	 Annals of Botany,	 103,	
777–783.

Jauker,	F.,	Diekötter,	T.,	Schwarzbach,	F.,	&	Wolters,	V.	(2009).	Pollinator	
dispersal	in	an	agricultural	matrix:	Opposing	responses	of	wild	bees	
and	hoverflies	to	landscape	structure	and	distance	from	main	hab-
itat.	 Landscape Ecology,	 24(4),	 547–555.	 https:// doi. org/ 10. 1007/ 
s1098	0-		009-		9331-		2

Jones,	 T.	 B.,	 &	Manseau,	M.	 (2022).	 Genetic	 networks	 in	 ecology.	 A	
guide	to	population,	relatedness,	and	pedigree	networks	and	their	
applications	in	conservation	biology.	Biological Conservation,	267,	
1–12.

Keller,	I.,	&	Largiader,	C.	(2003).	Recent	habitat	fragmentation	caused	by	
major	roads	leads	to	reduction	of	gene	flow	and	loss	of	genetic	vari-
ability	in	ground	beetles.	Proceedings of the Royal Society of London. 
Series B: Biological Sciences,	270(1513),	417–423.

Keyghobadi,	 N.,	 Roland,	 J.,	 &	 Strobeck,	 C.	 (1999).	 Influence	 of	 land-
scape	on	the	population	genetics	structure	of	the	alpine	butterfly	
Parnassius smintheus	(Papilionidae).	Molecular Ecology,	8,	1481–1495.

Kleyer,	 M.,	 Bekker,	 R.	 M.,	 Knevel,	 I.	 C.,	 Bakker,	 J.	 P.,	 Thompson,	 K.,	
Sonnenschein,	 M.,	 Poschlod,	 P.,	 van	 Groenendael,	 J.	 M.,	 Klimeš,	
L.,	Klimešová,	J.,	Klotz,	S.,	Rusch,	G.	M.,	Hermy,	M.,	Adriaens,	D.,	
Boedeltje,	G.,	Bossuyt,	B.,	Dannemann,	A.,	Endels,	P.,	Götzenberger,	
L.,	…	Peco,	B.	(2008).	The	LEDA	Traitbase:	A	database	of	life-	history	

 20457758, 2024, 2, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/ece3.10971 by L

eibniz Institut Für A
grarlandschaftsforschung (Z

alf), W
iley O

nline L
ibrary on [27/02/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.1146/annurev-ecolsys-112414-054150
https://doi.org/10.1111/j.1365-294X.2004.02177.x
https://doi.org/10.1111/j.1365-294X.2010.04748.x
https://doi.org/10.1111/j.1365-294X.2010.04748.x
https://doi.org/10.1111/j.1461-0248.2005.00804.x
https://doi.org/10.1111/j.1461-0248.2005.00804.x
https://doi.org/10.7717/peerj.7311
https://doi.org/10.1086/286002
https://doi.org/10.1038/s41598-020-67447-y
https://doi.org/10.1038/s41598-020-67447-y
https://doi.org/10.1371/journal.pone.0067255
https://doi.org/10.1371/journal.pone.0067255
https://doi.org/10.1111/j.1365-2664.2006.01270.x
https://doi.org/10.1111/j.1365-2664.2006.01270.x
https://doi.org/10.1146/annurev.es.22.110191.002003
https://doi.org/10.1007/s10841-008-9201-2
https://doi.org/10.1007/s10841-008-9201-2
https://doi.org/10.1111/j.1469-8137.2005.01352.x
https://doi.org/10.1111/j.1365-2745.2008.01452.x
https://doi.org/10.1111/j.1365-2745.2008.01452.x
https://doi.org/10.1046/j.1365-294X.2003.02033.x
https://doi.org/10.1046/j.1365-294X.2003.02033.x
https://doi.org/10.1007/s10980-009-9331-2
https://doi.org/10.1007/s10980-009-9331-2


16 of 17  |     HUANG et al.

traits	 of	 the	 northwest	 European	 flora.	 Journal of Ecology,	 96(6),	
1266–1274.	https://	doi.	org/	10.	1111/j.	1365-		2745.	2008.	01430.	x

Klotz,	 S.,	 Kühn,	 I.,	 Durka,	 W.,	 &	 Briemle,	 G.	 (2002).	 BIOLFLOR- eine 
Datenbank mit biologisch- ökologischen Merkmalen zur flora von 
Deutschland.	Bundesamt	für	Naturschutz.

Koen,	E.	L.,	Bowman,	J.,	Garroway,	C.	J.,	&	Wilson,	P.	J.	(2013).	The	sen-
sitivity	of	genetic	connectivity	measures	to	unsampled	and	under-	
sampled	 sites.	 PLoS One,	 8(2),	 e56204.	 https:// doi. org/ 10. 1371/ 
journ	al.	pone.	0056204

Koontz,	S.	M.,	Weekley,	C.	W.,	Haller	Crate,	S.	J.,	&	Menges,	E.	S.	(2017).	
Patterns	of	chasmogamy	and	cleistogamy,	a	mixed-	mating	strategy	
in	an	endangered	perennial.	AoB Plants,	9,	1–9.

Kosiński,	I.	(2008).	Long-	term	variability	in	seed	size	and	seedling	estab-
lishment	of	Maianthemum	bifolium.	Plant Ecology,	194(2),	149–156.	
https://	doi.	org/	10.	1007/	s1125	8-		007-		9281-		1

Kosiński,	 I.	 (2012).	 Generative	 reproduction	 dynamics	 in	 populations	
of	 the	 perennial	 herb	 polygonatum	 multiflorum	 (Asparagaceae).	
Annales Botanici Fennici,	49(4),	 217–228.	https:// doi. org/ 10. 5735/ 
085. 049. 0401

Landergott,	U.,	Holderegger,	R.,	Kozlowski,	G.,	&	Schneller,	J.	J.	(2001).	
Historical	bottlenecks	decrease	genetic	diversity	in	natural	popula-
tions	of	Dryopteris cristata. Heredity,	87,	344–355.

Landguth,	E.	L.,	Cushman,	S.	A.,	Schwartz,	M.	K.,	McKelvey,	K.	S.,	Murphy,	
M.,	 &	 Luikart,	 G.	 (2010).	Quantifying	 the	 lag	 time	 to	 detect	 bar-
riers	 in	 landscape	genetics.	Molecular Ecology,	19(19),	4179–4191.	
https://	doi.	org/	10.	1111/j.	1365-		294X.	2010.	04808.	x

Lehmair,	T.,	Pagel,	E.,	Poschlod,	P.,	&	Reisch,	C.	(2020).	Surrounding	land-
scape	 structures,	 rather	 than	 habitat	 age,	 drive	 genetic	 variation	
of	 typical	 calcareous	 grassland	 plant	 species.	 Landscape Ecology,	
35(12),	2881–2893.

Leuschner,	C.,	&	Ellenberg,	H.	(2017).	Ecology of forest in central Europe. 
Vegetation ecology of central Europe, Volume I.	Springer	International	
Publishing.

Lloyd,	D.,	&	Barrett,	S.	(Eds.).	(1996).	Floral biology. Studies on floral evolu-
tion in animal- pollinated plants.	International	Thomson	Publishing.

Marchiori,	M.,	&	Latora,	V.	(2000).	Harmony	in	the	small-	world.	Physica 
A,	285,	539–546.

Mayr,	E.	(1942).	Systenatics and the origin of species.	Columbia	University	
Press.

McCauley,	D.	E.	(1991).	Genetic	consequences	of	local	population	extic-
tion	and	recolonization.	Trends in Ecology & Evolution,	1,	1–8.

Meirmans,	 P.	 G.,	 &	Hedrick,	 P.	W.	 (2011).	 Assessing	 population	 struc-
ture:	F(ST)	and	related	measures.	Molecular Ecology Resources,	11(1),	
5–18.	https://	doi.	org/	10.	1111/j.	1755-		0998.	2010.	02927.	x

Merriam,	G.,	Kozakiewicz,	M.,	Tsuchiya,	E.,	&	Hawley,	K.	(1989).	Barriers	
as	boundaries	for	metapopulations	and	demes	of	Peromyscus leuco-
pus	in	farm	landscapes.	Landscape Ecology,	2(4),	227–235.

Moilanen,	 A.,	 &	 Nieminen,	 M.	 (2002).	 Simple	 connectivity	 measures	
in	 spatial	 ecology.	 Ecology,	 83(4),	 1131–1145.	 https:// doi. org/ 10. 
2307/ 3071919

Mona,	 S.,	 Ray,	 N.,	 Arenas,	 M.,	 &	 Excoffier,	 L.	 (2014).	 Genetic	 conse-
quences	 of	 habitat	 fragmentation	 during	 a	 range	 expansion.	
Heredity,	112,	291–299.

Müller,	N.,	Schneller,	J.	J.,	&	Holderegger,	R.	(2000).	Variation	in	breeding	
system	among	populations	of	the	common	woodland	herb	Anemone 
nemorosa	 (Ranunculaceae).	Plant Systematics and Evolution,	221(1–
2),	69–76.	https://	doi.	org/	10.	1007/	BF010	86381	

Murphy,	M.,	Dyer,	R.	J.,	&	Cushman,	S.	A.	(2016).	Graph	theory	and	net-
work	models	 in	 landscape	genetics.	 In	N.	Balkenhol,	S.	Cushman,	
L.	Waits,	&	A.	Storfer	(Eds.),	Landscape genetics. Concept, methods, 
applications	(pp.	165–179).	John	Wiley	&	Sons	Ltd.

Murphy,	M.,	Evans,	 J.	 S.,	&	Storfer,	A.	 (2010).	Quantifying	Bufo boreas 
connectivity	in	Yellowstone	National	Park	with	landscape	genetics.	
Ecology,	91,	252–261.

Naaf,	 T.,	 Feigs,	 J.	 T.,	 Huang,	 S.,	 Brunet,	 J.,	 Cousins,	 S.	 A.	 O.,	 Decocq,	
G.,	Frenne,	P.,	Diekmann,	M.,	Govaert,	S.,	Hedwall,	P.-	O.,	Helsen,	

K.,	 Lenoir,	 J.,	 Liira,	 J.,	Meeussen,	 C.,	 Plue,	 J.,	 Poli,	 P.,	 Spicher,	 F.,	
Vangansbeke,	 P.,	Vanneste,	 T.,	…	Kramp,	K.	 (2021).	 Sensitivity	 to	
habitat	 fragmentation	 across	 European	 landscapes	 in	 three	 tem-
perate	forest	herbs.	Landscape Ecology,	36(10),	2831–2848.	https:// 
doi.	org/	10.	1007/	s1098	0-		021-		01292	-		w

Naaf,	T.,	Feigs,	J.	T.,	Huang,	S.,	Brunet,	J.,	Cousins,	S.	A.	O.,	Decocq,	G.,	
Frenne,	P.,	Diekmann,	M.,	Govaert,	S.,	Hedwall,	P.-	O.,	Lenoir,	J.,	Liira,	
J.,	Meeussen,	C.,	Plue,	J.,	Vangansbeke,	P.,	Vanneste,	T.,	Verheyen,	
K.,	 Holzhauer,	 S.	 I.	 J.,	 &	 Kramp,	 K.	 (2022).	 Context	matters:	 The	
landscape	matrix	 determines	 the	 population	 genetic	 structure	 of	
temperate	 forest	 herbs	 across	 Europe.	 Landscape Ecology,	 37(5),	
1365–1384.	https://	doi.	org/	10.	1007/	s1098	0-		021-		01376	-		7

Nei,	M.,	Maruyama,	T.,	&	Chakraborty,	R.	(1975).	The	bottleneck	effect	
and	genetic	variability	in	populations.	Evolution,	29(1),	1–10.

Otálora,	 M.	 G.,	 Martínez,	 I.,	 Belinchón,	 R.,	 Widmer,	 I.,	 Aragón,	 G.,	
Escudero,	A.,	&	Scheidegger,	C.	 (2011).	Remnants	fragments	pre-
serve	genetic	diversity	of	the	old	forest	 lichen	Lobaria pulmonaria 
in	 a	 fragmented	Mediterranean	mountain	 forest.	Biodiversity and 
Conservation,	 20(6),	 1239–1254.	 https:// doi. org/ 10. 1007/ s1053 
1-		011-		0025-		0

Packham,	J.	R.	(1978).	Biological	flora	of	the	British	isles,	Oxalis acetosella 
L. Journal of Ecology,	66,	669–693.

Pagel,	E.,	Lehmair,	T.,	Poschlod,	P.,	&	Reisch,	C.	(2020).	Genetic	variation	
of	typical	plant	species	in	hay	meadow:	The	effect	of	land	use	his-
tory,	 landscape	 structure,	 and	habitat	quality.	Frontiers in Ecology 
and Evolution,	8,	1–11.

Pan,	J.	J.,	&	Price,	J.	S.	(2002).	Fitness	and	evolution	in	clonal	plants:	The	
impact	of	clonal	growth.	Evolutionary Ecology,	15,	583–600.

Persson,	A.	S.,	&	Smith,	H.	G.	(2011).	Bumblebee	colonies	produce	larger	
foragers	in	complex	landscapes.	Basic and Applied Ecology,	18,	182.	
https://	doi.	org/	10.	1016/j.	baae.	2011.	10.	002

Piquot,	 Y.,	 Petit,	 D.,	 Valero,	 M.,	 Cuguen,	 J.,	 Laguerie,	 P.,	 &	 Vernet,	 P.	
(1998).	Variation	in	sexual	and	asexual	reproduction	among	young	
and	old	populations	of	the	perennial	macrophyte	sparganium	erec-
tum.	Oikos,	82(1),	139–148.

Plue,	J.,	Vandepitte,	K.,	Honnay,	O.,	&	Cousins,	S.	A.	O.	(2017).	Does	the	
seed	bank	contribute	to	the	build-	up	of	a	genetic	extinction	debt	
in	the	grassland	perennial	Campanula rotundifolia?	Annals of Botany,	
120,	373–385.

Pope,	N.	S.	 (2022).	cor MLPE: A correlation structure for symmetric rela-
tional data.	R	Package	version	0.03.	https://	rdrr.	io/	github/	nspope/	
corML	PE/	man/	corML	PE.	html

Rajora,	O.	P.,	&	Zinck,	 J.	W.	R.	 (2021).	Genetic	diversity,	 structure	and	
effective	population	size	of	old-	growth	vs	second-	growth	popula-
tions	of	keystone	and	long-	lived	conifer,	eastern	white	pine	(Pinus 
strobus):	 Conservation	 value	 and	 climate	 adaptation	 potential.	
Frontiers in Genetics,	12,	1–16.

Reinula,	 I.,	 Träger,	 S.,	Hernandez-	Agramonte,	 I.	M.,	Helm,	A.,	&	Aavik,	
T.	 (2021).	 Landscape	 genetic	 analysis	 suggests	 stronger	 effects	
of	 past	 than	 current	 landscape	 structure	 on	 genetic	 patterns	 of	
Primula veris. Diversity and Distributions,	27,	1648–1662.

Reisch,	C.,	Mayer,	 F.,	 Rüther,	C.,	&	Nelle,	O.	 (2007).	 Forest	 history	 af-
fects	 genetic	 diversity-		 molecular	 variation	 of	Dryopteris dilatata 
(Dryopteridaceae)	 in	 ancient	 and	 recent	 forest.	Nordic Journal of 
Botany,	25,	366–371.

Roach,	D.	A.,	Ridley,	C.	E.,	&	Dudycha,	J.	L.	(2009).	Longitudinal	analysis	
of	Plantago:	Age-	by-	environment	interactions	reveal	aging.	Ecology,	
90(6),	1427–1433.

Salibury,	E.	J.	(1942).	The reproductive capacity of plants. Studies in quanti-
tative biology.	G.	Bell	&	Sons.

Sarukhan,	 J.,	 &	 Gadgil,	 M.	 (1974).	 Studies	 on	 plant	 demography:	
Ranunculus	 repens	L.,	R.	Bulbosus	L.	 and	R.	Acris	L.:	 III.	A	math-
ematical	 model	 incorporating	 multiple	 modes	 of	 reproduction.	
Journal of Ecology,	62,	921–936.

Schmidt,	 M.,	 Mölder,	 A.,	 Schönfelder,	 E.,	 Engel,	 F.,	 Schmiedel,	 I.,	 &	
Culmsee,	 H.	 (2014).	 Determining	 ancient	 woodland	 indicator	

 20457758, 2024, 2, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/ece3.10971 by L

eibniz Institut Für A
grarlandschaftsforschung (Z

alf), W
iley O

nline L
ibrary on [27/02/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.1111/j.1365-2745.2008.01430.x
https://doi.org/10.1371/journal.pone.0056204
https://doi.org/10.1371/journal.pone.0056204
https://doi.org/10.1007/s11258-007-9281-1
https://doi.org/10.5735/085.049.0401
https://doi.org/10.5735/085.049.0401
https://doi.org/10.1111/j.1365-294X.2010.04808.x
https://doi.org/10.1111/j.1755-0998.2010.02927.x
https://doi.org/10.2307/3071919
https://doi.org/10.2307/3071919
https://doi.org/10.1007/BF01086381
https://doi.org/10.1007/s10980-021-01292-w
https://doi.org/10.1007/s10980-021-01292-w
https://doi.org/10.1007/s10980-021-01376-7
https://doi.org/10.1007/s10531-011-0025-0
https://doi.org/10.1007/s10531-011-0025-0
https://doi.org/10.1016/j.baae.2011.10.002
https://rdrr.io/github/nspope/corMLPE/man/corMLPE.html
https://rdrr.io/github/nspope/corMLPE/man/corMLPE.html


    |  17 of 17HUANG et al.

plants	 for	practical	use:	A	new	approach	developed	 in	northwest	
Germany.	Forest Ecology and Management,	330,	228–239.	https:// 
doi.	org/	10.	1016/j.	foreco.	2014.	06.	043

Shirreffs,	 D.	 A.	 (1985).	 Biological	 flora	 of	 the	 British	 isles:	 Anemone 
nemorosa. Journal of Ecology,	73,	1005–1020.

Slatkin,	M.	 (1977).	Gene	 flow	and	genetic	 drift	 in	 a	 species	 subject	 to	
frequent	 local	 extinctions.	 Theoretical Population Biology,	 12(3),	
253–262.

Slatkin,	M.	 (1985).	Gene	 flow	 in	 natural	 populations.	Annual Review of 
Ecology and Systematics,	16,	393–430.

Solbrig,	 O.	 (Ed.).	 (1980).	 Demography and evolution in plant population 
(Botanical monographs).	University	of	California	Press.

Stehlik,	I.,	&	Holderegger,	R.	(2000).	Spatial	genetic	structure	and	clonal	
diversity	 of	 Anemone nemorosa	 in	 late	 successional	 deciduous	
woodlands	of	central	Europe.	Journal of Ecology,	88(3),	424–435.

Trapnell,	 D.	 W.,	 &	 Hamrick,	 J.	 L.	 (2023).	 Genetic	 inference	 of	 orchid	
population	 dynamics	 on	 different-	aged	 lava	 flows	 in	 Costa	 Rica.	
Biotropica,	55(1),	95–105.	https://	doi.	org/	10.	1111/	btp.	13163	

van	Geert,	A.,	van	Rossum,	F.,	&	Triest,	L.	(2010).	Do	linear	landscape	el-
ements	in	farmland	act	as	biological	corridors	for	pollen	dispersal?	
Journal of Ecology,	98,	178–187.

Vandepitte,	 K.,	 Jacquemyn,	 H.,	 Roldán-	Ruiz,	 I.,	 &	 Honnay,	 O.	 (2007).	
Landscape	genetics	of	the	self-	compatible	forest	herb	Geum urba-
num:	Effects	of	habitat	age,	fragmentation	and	local	environment.	
Molecular Ecology,	 16(19),	 4171–4179.	 https://	doi.	org/	10.	1111/j.	
1365-		294X.	2007.	03473.	x

Vanneste,	 T.,	 Valdés,	 A.,	 Verheyen,	 K.,	 Perring,	 M.,	 Bernhardt-	
Römermann,	 M.,	 Andrieu,	 E.,	 Cousins,	 S.	 A.	 O.,	 Deconchat,	 M.,	
Smedt,	P.,	Diekmann,	M.,	Ehrmann,	S.,	Heinken,	T.,	Hermy,	M.,	Klob,	
A.,	Lenoir,	J.,	Liira,	J.,	Naaf,	T.,	Paal,	T.,	Wulf,	M.,	…	Frenne,	P.	(2019).	
Functional	traits	variation	of	forest	understorey	plant	communities	
across	Europe.	Basic and Applied Ecology,	34,	1–14.

Vellend,	M.	 (2004).	 Parallel	 effects	 of	 land-	use	 history	 on	 species	 di-
versity	 and	 genetic	 diversity	 of	 forest	 herbs.	 Ecology,	 85(11),	
3034–3055.

Verheyen,	K.,	Honnay,	O.,	Motzkin,	G.,	Hermy,	M.,	&	Foster,	D.	(2003).	
Response	of	forest	plant	species	to	land-	use	change:	A	life-	history	
trait-	based	approach.	Journal of Ecology,	91(4),	563–577.

Waits,	 L.	 P.,	 &	 Storfer,	 A.	 (2016).	 Basics	 of	 population	 genetics:	
Quantifying	 neutral	 and	 adaptive	 genetic	 variation	 for	 landscape	
genetic	studies.	In	N.	Balkenhol,	S.	Cushman,	L.	Waits,	&	A.	Storfer	
(Eds.),	 Landscape genetics. Concept, methods, applications	 (pp.	 35–
57).	John	Wiley	&	Sons	Ltd.

Wang,	 R.,	 Compton,	 S.	 G.,	 &	 Chen,	 X.-	Y.	 (2011).	 Fragmentation	 can	
increase	 spatial	 genetic	 structure	 without	 decreasing	 pollen-	
mediated	 gene	 flow	 in	 a	 wind-	pollinated	 tree.	Molecular Ecology,	
20(21),	 4421–4432.	 https://	doi.	org/	10.	1111/j.	1365-		294X.	2011.	
05293.	x

Westphal,	C.,	Steffan-	Dewenter,	I.,	&	Tscharntke,	T.	(2006).	Bumblebees	
experience	landscapes	at	different	spatial	scales:	Possible	implica-
tions	for	coexistence.	Oecologia,	149,	289–300.

Whigham,	D.	F.	(2004).	Ecology	of	woodland	herbs	in	temperate	decid-
uous	 forests.	Annual Review of Ecology, Evolution, and Systematics,	
35,	583–621.

Whitlock,	M.	C.,	&	McCauley,	D.	E.	(1990).	Some	population	genetic	con-
sequences	of	colony	formation	and	extinction:	Genetic	correlations	
within	founding	groups.	Evolution,	44,	1717–1724.

Willemstein,	S.	C.	(1987).	An evolutionary basis for pollination ecology.	E.J.	
Brill/Leiden	University	Press.

Willi,	Y.,	Fracassetti,	M.,	Zoller,	S.,	&	van	Buskirk,	J.	(2018).	Accumulation	
of	mutational	load	at	the	edges	of	a	species	range.	Molecular Biology 
and Evolution,	35(4),	781–791.

Young,	A.,	Boyle,	T.,	&	Brown,	T.	(1996).	The	population	genetic	conse-
quences	 of	 habitat	 fragmentation	 for	 plants.	 Trends in Ecology & 
Evolution,	11(10),	413–418.

SUPPORTING INFORMATION
Additional	 supporting	 information	 can	 be	 found	 online	 in	 the	
Supporting	Information	section	at	the	end	of	this	article.

How to cite this article: Huang,	S.,	Feigs,	J.	T.,	Holzhauer,	
S.	I.	J.,	Kramp,	K.,	Brunet,	J.,	Decocq,	G.,	De	Frenne,	P.,	
Diekmann,	M.,	Liira,	J.,	Spicher,	F.,	Vangansbeke,	P.,	
Vanneste,	T.,	Verheyen,	K.,	&	Naaf,	T.	(2024).	Limited	effects	
of	population	age	on	the	genetic	structure	of	spatially	
isolated	forest	herb	populations	in	temperate	Europe.	
Ecology and Evolution,	14,	e10971.	https://doi.org/10.1002/
ece3.10971

 20457758, 2024, 2, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/ece3.10971 by L

eibniz Institut Für A
grarlandschaftsforschung (Z

alf), W
iley O

nline L
ibrary on [27/02/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.1016/j.foreco.2014.06.043
https://doi.org/10.1016/j.foreco.2014.06.043
https://doi.org/10.1111/btp.13163
https://doi.org/10.1111/j.1365-294X.2007.03473.x
https://doi.org/10.1111/j.1365-294X.2007.03473.x
https://doi.org/10.1111/j.1365-294X.2011.05293.x
https://doi.org/10.1111/j.1365-294X.2011.05293.x
https://doi.org/10.1002/ece3.10971
https://doi.org/10.1002/ece3.10971

	Limited effects of population age on the genetic structure of spatially isolated forest herb populations in temperate Europe
	Abstract
	1|INTRODUCTION
	2|MATERIALS AND METHODS
	2.1|Study sites and study species
	2.2|Population attributes
	2.3|Sampling, DNA extraction and genotyping
	2.4|Population genetic measures

	3|DATA ANALYSIS
	3.1|Age effects on genetic diversity
	3.2|Age effect on genetic connectivity
	3.3|Population graph analysis

	4|RESULTS
	4.1|Population attributes and their collinearity
	4.2|Effects of population age on genetic diversity
	4.3|Effects of population age on genetic differentiation
	4.4|Effects of age on the correspondence between genetic and geographical distance

	5|DISCUSSION
	5.1|Restricted evidence for a positive effect of age on genetic diversity
	5.2|Population pair age and geographical distance rather than relative age difference explain pairwise genetic differentiation
	5.3|Common and species-specific characteristics explain unexpected and contradictory patterns
	5.4|The importance of the surrounding environment out of the habitat

	6|CONCLUSION
	AUTHOR CONTRIBUTIONS
	ACKNOWLEDGEMENTS
	FUNDING INFORMATION
	CONFLICT OF INTEREST STATEMENT
	DATA AVAILABILITY STATEMENT

	REFERENCES


