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Abstract 

Species identification forms the basis for understanding the diversity of the living world, but it is also a prerequisite for 
understanding many evolutionary patterns and processes. The most promising approach for correctly delimiting and 
identifying species is to integrate many types of information in the same study. Our aim was to test how cuticular hydro-
carbons, traditional morphometrics, genetic polymorphisms in nuclear markers (allozymes and DNA microsatellites) 
and DNA barcoding (partial mitochondrial COI gene) perform in delimiting species. As an example, we used two closely 
related Formica ants, F. fusca and F. lemani, sampled from a sympatric population in the northern part of their distribu-
tion. Morphological characters vary and overlap in different parts of their distribution areas, but cuticular hydrocarbons 
include a strong taxonomic signal and our aim is to test the degree to which morphological and genetic data correspond to 
the chemical data. In the morphological analysis, species were best separated by the combined number of hairs on pro-
notum and mesonotum, but individual workers overlapped in hair numbers, as previously noted by several authors. Nests 
of the two species were separated but not clustered according to species in a Principal Component Analysis made on 
nuclear genetic data. However, model-based Bayesian clustering resulted in perfect separation of the species and gave 
no indication of hybridization. Furthermore, F. lemani and F. fusca did not share any mitochondrial haplotypes, and the 
species were perfectly separated in a phylogenetic tree. We conclude that F. fusca and F. lemani are valid species that can 
be separated in our study area relatively well with all methods employed. However, the unusually small genetic differen-
tiation in nuclear markers (FST = 0.12) shows that they are closely related, and occasional hybridization between F. fusca 
and F. lemani cannot be ruled out. 
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Introduction 

Categorization of species into entities that can be recog-
nized and distinguished from each other is a natural way for 
us humans to perceive and understand the world around us. 
Linné championed this by introducing the binomial nomen-
clature and nested hierarchy for all known species, but a 
logical follow-up of the emergence of evolutionary biolo-
gy in the 19th century was to start studying how species 
emerge, how they change in time and how they are related 
to each other. This has lead to new problems in defining 
species, and now we have a plethora of different ways to 
define when two populations have diverged enough so that 
they should be considered new species (WILKINS 2003). 
Correct identification of species remains a challenge, how-
ever. It not only lays the basis for understanding the diver-

sity of the living world and how it emerged, but it is also a 
prerequisite for understanding many evolutionary patterns 
and processes (SITES & MARSHALL 2003). 

The traditional way to distinguish species has been to 
use external morphology. However, morphology sometimes 
conveys a false signal of the phylogenetic status of the units 
under study, as local adaptation may result in morpholo-
gical change without simultaneous speciation, or converse-
ly, morphological characters may be under strong stabi-
lizing selection and speciation may occur without any not-
able morphological change (COLBORN & al. 2001, SÁEZ & 
al. 2003, BAKER & BRADLEY 2006, HOFFMAN & al. 2010). 
During the last few decades, molecular markers have been 
used for resolving the evolutionary histories of species as 



well as identifying new ones and establishing reproductive 
isolation between units of interest (HILLIS & al. 1996). Most 
recently, sequencing of a standardized part of mtDNA, so 
called DNA barcoding, has been suggested as a standard 
solution for species identification (HEBERT & al. 2003). Be-
sides morphology and genetics, other types of characters 
can also be used for delimiting species. These include 
acoustic signals in birds (ISLER & al. 1998) and amphibians 
(ANGULO & REICHLE 2008), composition of the chemical 
compounds synthesized by various plant species (KIM & 
al. 2000, GE & al. 2008, LOVE & al. 2009), the ecological 
niche species occupy (WIENS & GRAHAM 2005, ROSS & al. 
2010) or surface chemistry (cuticular hydrocarbons, CHC) 
in ants (MARTIN & al. 2008a, b) and bumblebees (MARTIN 
& al. 2010). 

Despite their abundance and ecological importance, ants 
are not particularly species-rich (WILSON 1990, 1992), but 
even in well-studied areas such as Europe, new species are 
still continuously described (e.g., SEIFERT 1996a, 1997, 
2000). A good example of a problematic ant taxonomy is 
the genus Formica (see VEPSÄLÄINEN & PISARSKI 1981), 
where recent speciation (GOROPASHNAYA & al. 2004), hy-
bridization between differentiated lineages (SEIFERT 1999, 
SEIFERT & GOROPASHNAYA 2004, SORVARI 2006, KUL-
MUNI & al. 2010, SEIFERT & al. 2010), and queens of differ-
ent species potentially breeding in the same nests (CZECH-
OWSKI & RADCHENKO 2006, KORCZYNSKA & al. 2010) may 
make species identification a nightmare when using tra-
ditional morphological characters only (VEPSÄLÄINEN & 
PISARSKI 1981). Morphological characters are usually stud-
ied from worker material, and intra-nidal variation in the 
characters studied, such as the number of hairs in different 
body parts, can be extensive (e.g., SEIFERT 2003), making 
identification of genetically independent lineages difficult. 

Formica fusca LINNAEUS, 1758 and F. lemani BON-
DROIT, 1917 are common palearctic ants, which inhabit both 
dry and wet, open and semi-open habitats, such as mead-
ows, woodland edges and peat bogs (COLLINGWOOD 1979, 
CZECHOWSKI & al. 2002). In Northern Europe, they are 
typical pioneering species in the early successional stages 
of coniferous boreal forests (PUNTTILA & al. 1991). Their 
distributions overlap considerably in Europe, but F. lemani 
predominates at higher latitudes and altitudes than F. fusca 
(Fig. 1; COLLINGWOOD 1979, CZECHOWSKI & al. 2002). 
Both species are facultatively polygynous (HANNONEN & 
al. 2004, BARGUM & al. 2007; L. Sundström, H. Helanterä 
& A. Chernenko, unpubl.). Roughly half of the F. fusca 
nests have more than a single queen, the typical number 
being two to three, although nests with over 100 queens are 
occasionally found (HANNONEN & al. 2004; L. Sundström, 
H. Helanterä & A. Chernenko, unpubl.). This is reflected 
as a moderate to high relatedness among nestmate wor-
kers (HANNONEN & al. 2004, BARGUM & al. 2007). Data 
on queen numbers in F. lemani are scanty, but our own 
observations and relatedness patterns suggest that F. le-
mani is slightly less polygynous than F. fusca on average 
(GARDNER & al. 2007, SEPPÄ & al. 2009). 

Formica fusca and F. lemani are usually distinguished 
by examining the number of standing hairs in different body 
parts, F. fusca being generally less hairy (Appendix 1, as 
digital supplementary material to this article, at the jour-
nal's web pages). The cut-off values for these characters 

ary with authors, and sometimes also for a single author  v     

 

 

Fig. 1: Approximate distributions of Formica fusca and F. 
lemani in Europe (adapted from CZECHOWSKI & al. 2002). 
The distribution of F. fusca is indicated with dark shading, 
F. lemani with light shading, and sympatric areas with in-
termediate shading. The sampling sites are: 1. Hyytiälä; 2. 
Hathersage; 3. Thetford; 4. Exeter and 5. Kendal. 

 
 
(Appendix 1), possibly reflecting geographic variation in 
hairiness. For instance, the number of hairs on the pro-
mesonotum of a F. fusca worker is given as zero by most 
authors, but individuals with up to three (YARROW 1954) 
or four (KUTTER 1977) promesonotal hairs have also been 
accepted as F. fusca. On the other hand, all authors agree 
that F. lemani is more hairy, yet most individuals in some 
southeast European populations are reported as hairless 
(DLUSSKY & PISARSKI 1971). Because of the many simi-
larities in their biology, F. fusca and F. lemani have been 
regarded as closely related sister species (e.g., MARTIN & 
al. 2008a), but phylogenetic studies on the genus Formica 
have not addressed this particular question (SAMESHIMA & 
al. 1999, GOROPASHNAYA 2003). 

The aim of our study was to address the problem of 
species delimitation, with the black ants Formica fusca and 
F. lemani as an example. Our work was motivated by the 
ambiguous morphological details given by various auth-
ors when identifying them (Appendix 1) and the practical 
needs in our own studies in boreal forests on the northern 
edge of their distribution. Thus, our aim is not to conduct 
a thorough taxonomical examination. Instead, we tested 
how surface chemistry, traditional morphometrics, and gen-
etic polymorphisms in nuclear and mitochondrial markers 
perform in delimiting species, and whether the different 
methods convey the same information about the species 
identity of the nests. MARTIN & al. (2008a, b) showed that 
F. fusca and F. lemani can be distinguished solely based on 
their CHC profiles, irrespective of habitat or population of 
origin. Consequently, we decided to use surface chemistry 
as a baseline for species delimitation, and cross-referenced 
it to nest clusters identified from morphological and gen-
etic data. We assume that F. fusca and F. lemani are valid 
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species, and that con-specific nests cluster together irres-
pective of their population of origin. 

Material and methods 

Sampling: Our main data are based on worker samples of 
Formica fusca and F. lemani collected in 2007 from 48 
nests at one recently clear-cut site close to the Hyytiälä 
Forest Research Station in Central Finland. For compara-
tive purposes, we sampled F. fusca workers also from three 
locations in the UK (Thetford, Norfolk n = 8; Exeter, 
Devon n = 3; Kendal, Cumbria n = 1), and F. lemani 
workers from 17 nests near Hathersage, Derbyshire (Fig. 1). 
These latter F. fusca samples were combined in the genetic 
analysis as a single population. 

Surface chemistry: We assessed CHC profiles of one 
to two workers (total 90) from 46 nests sampled in the 
Hyytiälä population. In addition, we used available data 
from three to five workers from the nests sampled from 
the UK populations as a reference. Detailed laboratory 
methods are described in MARTIN & al. (2008a), but briefly, 
a hexane extract of each ant was analyzed on a gas chro-
matograph connected to a mass spectrometer. CHCs were 
characterized by their diagnostic ions and Kovats indices. 
The peak area of each compound on the total ion chroma-
togram was then measured, and used in the subsequent 
analysis. The relative amounts of each compound reported 
as the number of ions contained beneath the peak was ta-
bulated for each ant. The proportion of each compound was 
calculated based on the total amount ions and the mean 
value derived for each nest. The mean proportion was then  
transformed using the method of AITCHISON (1986) be-
fore conducting a Principal Components Analysis (PCA). 
Separation of nests and populations was illustrated by plot-
ting the scores of the two first principal components against 
each other. 

Morphometrics: Five workers from each Hyytiälä nest 
were measured for nine morphological characters (Ap-
pendix 2, as digital supplementary material to this article, 
at the journal's web pages) following EICHHORN (1972) and 
SEIFERT (1996a, b, 1997, 2003). A PCA was run on the 
variable characters, separately for all individual workers and 
for the colony averages calculated from the five workers 
measured for each colony. The analyses were based on cor-
relation matrices with the data centred and standardized 
for the morphological characters used in the analyses, and 
run in CANOCO (TER BRAAK & ŠMILAUER 1998). 

Allozyme and DNA microsatellite genotyping: We 
genotyped eight workers from each nest in Hyytiälä (range 
7 - 15, total 499) for allozyme variation at four loci (for 
details, see SEPPÄ 1992, and Appendix 3, as digital supple-
mentary material to this article, at the journal's web pages), 
and one to four workers from each nest in Hyytiälä (total 
180), Hathersage (41) and in Thetford, Exeter and Kendal 
(total 31) at ten DNA microsatellite loci (for details, see 
SEPPÄ & al. 2009, and Appendix 3). Genetic variation at the 
allozyme and DNA microsatellite loci was described by the 
number of alleles (nALL), estimating the allelic richness (RS, 
EL MOUSADIK & PETIT 1996) and the expected heterozygo-
sities (HE) for each locus. 

We described genetic population structure using a PCA, 
where both the most common allele at each locus and rare 
alleles observed only in a single nest were omitted. Sepa-
ation of nests and populations was illustrated by plotting r 

 

 
Fig. 2: Sample scores of nests in the ordination space formed 
by the two first principal components in the chemical data. 
In the analysis, seventeen Formica fusca and twenty-one F. 
lemani nests previously sampled and analysed were added 
from the same UK populations. The open and filled sym-
bols are F. fusca and F. lemani, respectively, diamonds are 
Finnish and triangles UK samples. 

 
the sample scores in the ordination space formed by the 
two first principal components. We also used a model-
based Bayesian clustering and admixture method (BAPS v. 
5.3; CORANDER & MARTTINEN 2006) for the DNA micro-
satellite data. The software also builds a neighbor-joining 
tree (SAITOU & NEI 1987) for the clusters constructed. The 
BAPS analysis was made at the individual level, using a 
single randomly sampled individual from each nest, and re-
peating the procedure four times. We allowed the software 
to freely find the optimal number of clusters in the data. 
Finally, we also estimated differentiation between popula-
tions and species by using Analysis of Molecular Variance 
(AMOVA, EXCOFFIER & al. 1992), which calculates FST es-
timates for each predefined level of hierarchy. For AMOVA, 
we used GENALEX (PEAKALL & SMOUSE 2006), and de-
termined the significant deviation of FST from zero by per-
muting the data 9999 times. 

mtDNA sequencing for DNA barcoding: We sequenc-
ed a 611 bp region of the mitochondrial COI gene from one 
worker from six Formica fusca and ten F. lemani nests in 
Hyytiälä. The nests were chosen to represent evenly the 
space defined by the two first principal components (Fig. 5). 
PCR primers used in the amplification (F: ACTAGGATC-
TCCAGACATAGC, R: GCTCGTGTATCAACATCTAA) 
were designed from NCBI GenBank sequences of F. fusca 
(AB010925) and F. lemani (AB019425). PCR reactions 
were done with the Phusion PCR kit (Finnzymes) using 10 
pmol both primer and 20 - 50 ng of DNA template. PCR 
profile followed the kit protocol with annealing tempera-
ture at 55°C. Amplification products were purified and se-
quenced using the primers above with BigDye v.1.1. se-
quencing kit (Applied Biosystems). Sequences were obtained 
with MegaBACE 1000 sequencer (GE), assembled with SE-
QUENCHER 4.1 (Gene Codes), and aligned with CLUSTAL 
(THOMPSON & al. 1994). 

We calculated the sequence divergence (JUKES & CAN-
TOR 1969), and constructed a neighbor-joining tree (SAITOU  
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Fig. 3: Sample scores of individual workers (A) and colony means (B) in the ordination space formed by the two first 
principal components in the morphological data. The open and filled diamonds are Formica fusca and F. lemani, re-
spectively. Factor loadings of the variables (morphological characteristics) are shown as vectors in insets in both panels. 
Vectors towards top right (panel A) and right (panel B) are associated with hairiness, and vectors towards bottom right 
(panel A) and bottom left (panel B) with body size. 

 
& NEI 1987) from Kimura 2-parameter distances (KIMURA 
1980) with MEGA version 4 (TAMURA & al. 2007). Tree 
confidence was tested by bootstrapping 1000 times. In the 
analysis, the F. fusca and F. lemani sequences used for pri-
mer design (see above) were included as a comparison, and 
a Formica exsecta sequence also obtained from GenBank 
(AB103364) was used as an outgroup. Sequence diver-
gences were calculated from the sequence data for all pairs 
of haplotypes. Finally, we estimated differentiation between 
species with ARLEQUIN v. 3.1 (EXCOFFIER & al. 2005). 
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Results 

Surface chemistry: The CHC profiles of Formica fusca 
and F. lemani are very distinct since both species possess 
unique compounds. As a result, the CHC profiles formed 
two clearly separated clusters in the ordination space de-
lineated by the two first principal components (Fig. 2). 
The reference nests from UK were also closely associated 
with the Hyytiälä nests, suggesting that all Hyytiälä nests 
could be clearly assigned to either F. fusca or F. lemani. 
This confirms the previous result by MARTIN & al. (2008a) 
and justifies the use of surface chemistry as a baseline for 
species delimitation. In F. lemani, the UK and Finnish sam-
ples were clearly separated from each other, although they 
clustered very close to each other in the ordination. By 
contrast, F. fusca showed more variation than F. lemani 
in both populations (approximately along the PC1), and 
populations also overlapped in F. fusca (Fig. 2). 

Morphometrics: Head capsule and scapus length in-
dicated that individual Formica fusca workers were sig-
nificantly larger than those of F. lemani (Appendix 2). At 
the nest level, however, only scapus length differed signi-
ficantly between the species. Formica lemani workers had 
significantly more hairs on the pronotum, mesonotum, and 

in the margins of all three legs / femora than F. fusca both 
at the individual and the nest levels (Appendix 2). 

When analysed at the individual level, the size of the 
individuals increased from the top left to the bottom right 
in the PCA ordination space formed by the two first prin-
cipal components, whereas the hairiness gradient ran from 
the bottom left to the top right (Fig. 3A). Thus, F. fusca 
and F. lemani were quite clearly separated in the ordina-
tion space for large workers, but less so for small ones. In 
the PCA on the colony averages (Fig. 3B), the colonies of 
the two species were clearly separated from each other 
also when the average size of the workers in a colony was 
small. To illustrate the difference between the species in 
the morphological data, we calculated the frequency dis-
tribution of the combined number of hairs on the pro- and 
mesonotum (i.e., promesonotum). At the individual level 
(Fig. 4A), the number of hairs overlapped. Fifty (18%) and 
nine (3.3%) individuals had one or two promesonotal hairs, 
respectively, and three of them were F. lemani in both 
classes. At the nest level (Fig. 4B), separation of the spe-
cies was clear, with the maximum in F. fusca nests being 
1.0 ± 1.0 (arithmetic mean ± standard deviation) and the 
minimum in F. lemani nests 2.8 ± 1.48 promesonotal hairs 
on average. 

Identification of genetic clusters: We found no evid-
ence for linkage disequilibrium in any of the allozyme or 
DNA microsatellite locus pairs (SEPPÄ & al. 2009) and all 
loci were retained in the analysis. In both species, the 
Hyytiälä populations tended to be genetically more diverse 
compared to the UK populations and similarly, Formica 
lemani populations tended to be genetically more diverse 
than sympatric F. fusca populations (Appendices 3 and 4, 
as digital supplementary material to this article, at the jour-
al's web pages). In the PCA on allozyme data, the species  n   



 

 

Fig. 4: Frequency distribution of the number of hairs in in-
dividual ants (A) and nests (B). Open and closed bars are 
Formica fusca and F. lemani, respectively. 
  

 

Fig. 5: Sample scores of nests in the ordination space formed 
by the two first principal components in the allozyme data 
from Hyytiälä. The open and filled symbols are Formica 
fusca and F. lemani, respectively, identified with the CHC 
analysis. The nests chosen for the DNA barcoding analysis 
are circled. 

 
were separated in the ordination space formed by the two 
first principal components, but the distribution of sample 
scores was more or less continuous instead of forming dis-
crete groups, and two species did not overlap (Fig. 5). In the 
PCA on the DNA microsatellite data, both the species and 
he con-specific Finnish and UK populations were sepa- t  

 

 

Fig. 6: Sample scores of nests in the ordination space formed 
by the two first principal components in the DNA micro-
satellite data. The open and filled symbols are Formica fusca 
and F. lemani, respectively, identified with the CHC analy-
sis; diamonds are Finnish and triangles UK samples. 
 

 

Fig. 7: An example of a neighbor-joining tree of Formica 
fusca and F. lemani nest clusters identified by Bayesian 
clustering. The species identity is based on the CHC ana-
lysis. 
 
rated in the ordination space, but the distribution of sample 
scores was again continuous rather than discrete (Fig. 6). 

The optimal number of genetic clusters found in four 
different tries of Bayesian clustering was five (3 tries) or 
six (1 try). The analysis always separated individual For-
mica fusca and F. lemani nests to distinct clusters, and the 
different con-specific clusters always grouped together in 
a neighbor-joining tree (Fig. 7). There was also an ex-
pected split between geographically isolated con-specific 
populations, but a small number of Hyytiälä nests were se-
parated as its own cluster in F. lemani (3 tries) or in both 
species (1 try), and up to three nests were also occasion-
ally clustered with nests from a population they were not 
sampled from. Finally, one F. lemani nest sampled from 
UK showed admixture of equal genetic contributions from 
F. lemani populations from both UK and Finland. 

For the allozyme data from Hyytiälä, an AMOVA with 
nests as the bottom and the species as the top level of the 
ierarchy showed that between-species variation accounted  h  
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Fig. 8: Neighbor-joining tree based on the partial COI se-
quence. H1 and H2 are the Formica fusca haplotypes and 
H3 is the F. lemani haplotype found in the Hyytiälä popu-
lation. Sequences obtained from GenBank that were added 
in the analysis are FF (F. fusca, AB010925), FL (F. lemani, 
AB019425) and F. exsecta (outgroup, AB103364). 
 
for 35% of the total genetic variation in the data, and that 
the genetic differentiation between them was high and sig-
nificantly greater than zero (FST = 0.35, p < 0.001). For the 
DNA microsatellite data, an AMOVA with populations in 
Hyytiälä and the UK as the bottom level, and species as 
the top level of the hierarchy showed that between-species 
variation accounted for 12%, and between-population var-
iation accounted for 15% of the total genetic variation in 
the data. The genetic differentiation was significant at both 
levels (between species: FST = 0.12, p < 0.001; between 
con-specific populations: FST = 0.17, p < 0.001). When 
sympatric Hyytiälä populations were analysed separately, 
between-species variation accounted for 25% of the total 
genetic variation, with an FST = 0.25 (p < 0.001). 

mtDNA sequencing: We identified three haplotypes in 
the Hyytiälä population, two in Formica fusca (two and 
four individuals of each) one in F. lemani (ten individuals). 
In addition, the F. fusca and F. lemani sequences obtained 
from GenBank had unique haplotypes. Sequence divergence 
between the F. fusca haplotypes in Hyytiälä was 0.65%, 
and the inter-specific sequence divergence among F. fusca 
and F. lemani haplotypes was 1.96% on average. In the 
neighbor-joining tree, the Finnish F. fusca and F. lemani 
sequences clustered separately with a strong bootstrap sup-
port (Fig. 8). As the species did not share any haplotypes 
in these populations, the genetic differentiation in the mi-
tochondrial genome approached unity (FST-mt = 0.93, p < 
0.001). Divergence between the F. lemani haplotype from 
Hyytiälä and the one obtained from GenBank was also 
small (0.98%), but the divergence between our F. fusca ha-
plotypes and the one obtained from GenBank was substan-
tially larger, 4.91% on average. Indeed, the latter F. fusca 
sequence clustered in the neighbor-joining tree as a sister 
group to the Hyytiälä F. lemani sequences with strong boot-
strap support, and the F. lemani sequence obtained from 
GenBank clustered as a sister group to both of these (Fig. 8). 

Discussion 

The motivation for this study was primarily pragmatic, to 
provide guidance in species delimitation for students work-
ing with ant species closely resembling each other. This 
includes ourselves, as ants of the subgenus Serviformica 
are an important model in our research (e.g., HANNONEN 
2002, HELANTERÄ 2004, BARGUM 2007, SEPPÄ & al. 2009), 
but we hope that our integrated approach will prove useful 
for others working with similar problems as well. Indeed, 
here we showed that Formica fusca and F. lemani are en-
tities that can be distinguished positively by surface chem-
istry and DNA barcoding, but that they are still closely re-
lated species as reflected in the minor genetic and morpho-
logical differentiation between them. We must note, how-
ever, that our main sampling was geographically limited, 
and the characters found to separate F. fusca and F. lemani 
may well be idiosyncratic to our study area. Our results sup-
port the currently emerging consensus that the most prom-
ising approach for correct species delimitation involves 
combining many types of information in the same study 
(SITES & MARSHALL 2003, 2004, SEIFERT 2009, ROSS & 
al. 2010, SCHLICK-STEINER & al. 2010). 

Morphological separation of F. fusca and F. lemani: 
The number of hairs on pronotum, mesonotum and fe-
mora distinguish Formica fusca and F. lemani in most 
identification keys (Appendix 1). Our data support their 
use, as the best hair characteristics separating the two spe-
cies in the PCA were (in this order) the numbers of hairs 
on pronotum, femur of the foreleg and mesonotum. How-
ever, these characters overlap and are not always sufficient 
for positively distinguishing F. fusca and F. lemani from 
single individuals. On the other hand, nest averages based 
on five workers did not overlap for the number of hairs on 
pronotum and mesonotum, and the overlap was negligible 
for the femur of the foreleg. Thus, the two first characters 
were clearly sufficient for separating the species at the nest 
level, but not at the individual level. 

When workers were large, even single individuals al-
lowed identification of nests. This supports the suggestions 
of authors who emphasize that large workers should be se-
lected for scrutiny to reliably distinguish closely related 
species in the genus Formica (e.g., DOUWES 1979, 1995, 
SEIFERT 1991, 2007). However, large workers are not always 
readily available. For instance, incipient nests tend to have 
small-sized workers. This should be compensated by study-
ing few to several individuals from each nest to reach a 
similar level of confidence in identification as with large-
sized workers, which has also been suggested repeatedly 
(e.g., COLLINGWOOD 1979, DOUWES 1979, 1995, SEIFERT 
1991, 2007). Furthermore, data commonly collected for eco-
logical studies by using pitfall traps are composed of indi-
vidual workers of random size and unknown colony origin. 

Genetic separation of Formica fusca and F. lemani. 
– Nuclear markers: The genetic analysis separated For-
mica fusca and F. lemani, but at the same time showed 
that they are closely related entities. The PCA analysis 
on nuclear data showed that F. fusca and F. lemani nests 
neither overlapped nor formed well-separated clusters. In 
the allozyme data, F. lemani nests in Hyytiälä showed much 
greater dispersion than those of F. fusca, probably reflect-
ing the greater genetic variation in F. lemani compared to 
F. fusca. In the DNA microsatellite data, Hyytiälä and UK 
nests of both F. fusca and F. lemani separated well ac-
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cording to their populations of origin, showing that popu-
lations were genetically differentiated. 

Model-based Bayesian clustering (BAPS) confirmed the 
PCA result. BAPS always clustered Formica fusca and F. 
lemani nests separately, and con-specific clusters were also 
closely associated in the neighbor-joining tree. Nests with 
the same geographic origin did not always cluster together, 
however, and the F. lemani population in Hyytiälä was 
genetically heterogeneous. One larger and one smaller gen-
etic cluster were identified, but individual nests were not 
consistently assigned to the same clusters in different tries. 
Some F. lemani nests from the UK were also occasion-
ally clustered among the Finnish ones, indicating smaller 
genetic differentiation between con-specific F. lemani pop-
ulations than the PCA suggested. The admixture analysis 
suggested that one F. lemani nest sampled from the UK 
was a first generation hybrid between Finnish and UK F. 
lemani. However, this is unlikely given the large geograph-
ic distance between the populations. 

Comparing FST estimates based on different markers and 
study systems is not straightforward as the amount of ge-
netic variation affects the maximum FST at a locus. Thus 
comparisons of results based on different systems should 
be based on standardized data (HEDRICK 2005). This is 
probably the reason why differentiation between Formica 
fusca and F. lemani in the DNA microsatellite data was 
smaller than between con-specific populations. The distri-
bution of genetic variation across the units studied, with 
both species having many private alleles, boosted the amount 
of genetic variation when the analysis was made on the 
species level and subsequently reduced the maximum value 
FST can reach in each locus. 

Bearing this in mind, genetic differentiation between 
Formica fusca and F. lemani in DNA microsatellite mar-
kers (FST = 0.12) is rather small compared to DNA micro-
satellite studies on other ants. Formica aquilonia, F. lugu-
bris and F. paralugubris are closely related red wood ant 
species (GOROPASHNAYA & al. 2004). Differentiation be-
tween them is at the same level as between F. fusca and 
F. lemani, while differentiation between them and other 
Formica rufa group species was much larger (medians of 
pairwise estimates: FST = 0.16 and FST = 0.30, respectively; 
BERNASCONI & al. 2011). Formica rufa and F. polyctena 
are another pair of closely related Formica ants (GORO-
PASHNAYA & al. 2004, SEIFERT & al. 2010), with similar 
differentiation as between F. fusca and F. lemani (median 
FST = 0.16, GYLLENSTRAND & al. 2004). On the other hand, 
differentiation between Myrmica rubra and its social par-
asite and closest relative M. microrubra is somewhat lar-
ger (FST = 0.18; STEINER & al. 2006, VEPSÄLÄINEN & al. 
2009; see below concerning the species status of M. mi-
crorubra), as is the differentiation between Solenopsis sae-
vissima populations probably including several so far un-
described cryptic species (FST = 0.23, ROSS & al. 2010). So, 
it seems clear that F. fusca and F. lemani are closely re-
lated, and genetic divergence between them is unusually 
small when measured from nuclear data. 

Genetic separation of Formica fusca and F. lemani. 
– DNA barcoding: Sequencing of a partial mitochondrial 
COI gene identified Formica fusca and F. lemani as separate 
groups in the Hyytiälä population, as they did not share any 
haplotypes. Intra-specific sequence divergence in F. fusca 
(0.65%) was similar to other groups studied (e.g., butter-

flies: 0.43%; HEBERT & al. 2010), but the average inter-spe-
cific divergence between F. fusca and F. lemani (1.96%) 
was only modest (e.g., butterflies: 7.7%, HEBERT & al. 2010). 
Interestingly, the F. fusca and F. lemani sequences obtained 
from GenBank (SAMESHIMA & al. 1999) and added as a com-
parison to our phylogenetic analysis did not cluster with our 
Finnish samples as expected. The F. lemani sequence from 
Japan clustered as a sister group with Finnish F. lemani, 
but F. fusca sampled from Poland and Italy also clustered 
with strong support with Finnish F. lemani rather than Fin-
nish F. fusca. Chemical analysis of F. lemani and F. fusca 
samples from several regions (S.J. Martin, unpubl.) found 
that species misidentification is common. This highlights 
the importance of our integrated approach when identify-
ing species with unclear morphological clues. 

Because of the smaller effective population size in mi-
tochondrial compared to nuclear genome, mitochondrial dif-
ferentiation is expected to exceed nuclear differentiation. 
None the less, nuclear differentiation between Formica fusca 
and F. lemani was relatively small and mitochondrial dif-
ferentiation exceeded it manifold. This may be due to mis-
sing some haplotypes because the mitochondrial data was 
based on a single population, whereas the nuclear data en-
compassed several populations and two regions. In addi-
tion, a higher rate of back-mutations in microsatellite se-
quences compared to mitochondrial sequences may com-
pound these effects. However, low differentiation at nuclear 
loci, combined with clear separation in mitochondrial ha-
plotypes may also indicate the presence of male-mediated 
gene flow between the species. If so, the greater nuclear di-
versity and higher number of private alleles in F. lemani 
suggests this gene flow would be mediated mainly by F. 
fusca males mating with F. lemani females. Nevertheless, 
it cannot be frequent as no intra-specific first generation 
hybrids were found in the admixture analysis. Finally, the 
lack of shared haplotypes in sympatric populations indi-
cates that adoption of hetero-specific queens and thus hy-
bridization between F. fusca and F. lemani via mixed nests 
does not occur, as suggested in other Formica species (CZE-
CHOWSKI & RADCHENKO 2006, KORCZYNSKA & al. 2010). 
Indeed, F. fusca and F. lemani both reject hetero-specific 
eggs and are strongly aggressive towards adults of other 
species (A. Chernenko, H. Helanterä, L. Sundström & S. 
Martin, unpubl.), so adoption of hetero-specific queens is 
unlikely. 

Integrated approaches to delimit ant species: Sur-
prisingly few attempts have been made to combine morpho-
logical and genetic methods towards an integrated approach 
in delimiting ant species. So far, the most common ap-
proach has been to combine morphological and mitochon-
drial data, usually from the COI gene. STEINER & al. (2005) 
and SCHLICK-STEINER & al. (2006) identified and demar-
cated phylogenetic entities in the genus Tetramorium, in-
cluding several cryptic species, and used them to clarify 
their biogeography and distribution patterns. BERNASCONI 
& al. (2010) developed a restriction fragment length poly-
morphism method for discriminating the wood ants For-
mica lugubris and F. paralugubris based on mitochondrial 
polymorphisms, and corroborated this with DNA micro-
satellites. Furthermore, BERNASCONI & al. (2010) were 
able to identify and separate a new sibling species from F. 
lugubris with this approach. A combination of morpholog-
cal and DNA microsatellite data was used by SEIFERT & al.  i     
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Fig. 9: Sample scores of nests in the ordination space formed 
by the two first principal components in the allozyme data 
(from SEPPÄ & al. 2009) used to test the genetic identifi-
cation method. The open and filled triangles are Formica 
fusca and F. lemani, respectively, identified with morpho-
metrics. The closed squares are nests not identified with 
morphometrics. 

 
(2010) to separate the wood ants F. rufa and F. polyctena, 
and identify hybrid populations between the two species. 

The power of an integrated analysis increases when both 
mitochondrial and nuclear markers are used in combina-
tion with morphological data. Based on morphology, allo-
zyme markers and mitochondrial data, ROSS & SHOEMA-
KER (2005) showed that Solenopsis invicta and S. richteri 
were reproductively isolated in their native range in South 
America, although they hybridize extensively in the intro-
duced areas in USA. STEINER & al. (2006) studied mor-
phology and genetic variation in DNA microsatellites and 
both nuclear and mitochondrial sequences, and suggested 
that the inquiline Myrmica microrubra (see SEIFERT 1993) 
is not reproductively isolated from its host M. rubra and 
does not deserve species status (but see VEPSÄLÄINEN & al. 
2009). Finally, by combining morphological characters, al-
lozyme and DNA microsatellite markers, mitochondrial se-
quences and ecological-niche modeling, ROSS & al. (2010) 
showed that Solenopsis saevissima comprises several previ-
ously unrecognized species, and that genetic differentiation 
between populations previously identified as S. saevissima 
has been influenced by hybridization with other sympatric 
or parapatric Solenopsis species. 

Testing species delimitation – combining morpho-
metrics and nuclear genetic data: To test our species de-
limitation approach, we applied a combination of morpho-
metrics and allozyme markers on a larger dataset (SEPPÄ & 
al. 2009). This data set encompassed Formica fusca and 
F. lemani workers from a total of 146 nests at six sites 
near Hyytiälä and Seitseminen National Park (Ikaalinen) 
in 1991 and 1993 (see SEPPÄ & al. 2009 for details of sam-
pling). The initial species identification of these samples 
was made by assessing the number of hairs on the pro-
mesonotum at five sites and calculating a colony average 
based on one to eight workers (124 nests, median 2 wor-

kers / nest), following SEIFERT (1996b). The nests with at 
most one hair were classified as F. fusca, and those with 
more than one as F. lemani. This kind of identification 
probably reflects well routine species identification in lab-
oratories not specializing in detailed morphological ana-
lysis. No initial species identification was made at the sixth 
site, but these samples were included in the genetic ana-
lysis to demonstrate the power of using only allozymes to 
delimit the species. 

Ten workers from each nest (range 2 - 20, total 1482 
workers) were genotyped for allozyme variation in six loci 
(SEPPÄ & al. 2009). In the PCA, Formica fusca and F. 
lemani as well as the unidentified nests were separated in 
the ordination space determined by the two first principal 
components. As above, separation was not categorical and 
a few of the nests were placed among the nests of the other 
species (Fig. 9). Particularly, one nest identified as F. fusca 
was deeply nested within the main cluster of F. lemani 
nests in the PCA. Whether the measured individuals in this 
nest were particularly small is not known. In AMOVA with 
species as the top and populations as the bottom level of 
the hierarchy, the amount of genetic variation allocated to 
the species level was 32% and genetic differentiation among 
the species was highly significant (FST = 0.33, p < 0.001). 
The amount of genetic variation at the population level was 
small (2%), but differentiation between populations was still 
significantly greater than zero (FST = 0.026; p < 0.001). 

Are there species-specific characters that delimit spe-
cies, and how useful are they? Despite their close phylo-
genetic relationship, all classes of characters used in this 
study separated Formica fusca and F. lemani relatively well. 
Consequently, all classes must include also species-speci-
fic characters, and it is largely up to the investigators and the 
facilities available which method they prefer to use. Cuti-
cular hydrocarbons were the most accurate way to delimit 
F. fusca and F. lemani, as their CHC profiles are very dis-
tinct despite them being sister species. Methylalkanes and 
especially the C25 dimethylalkanes dominate in F. fusca, 
whereas they are almost absent in F. lemani. By contrast 
9Z-alkenes are common in F. lemani, but absent in F. fusca 
(MARTIN & al. 2008a, b). Similarly, the CHC profiles of 
nests identified as F. japonica based on their morphology 
were clustered into four profoundly different types, suggest-
ing that it comprises several species (AKINO & al. 2002). 
Social insects use CHC compounds as recognition cues 
(VAN ZWEDEN & D'ETTORRE 2010). Unlike morphological 
or neutral genetic markers (e.g., DNA microsatellites), large 
differences in the CHC profiles between F. fusca and F. 
lemani may have arisen due to strong disruptive selection, 
possibly in the form of sexual selection to avoid inter-spe-
cific matings. Yet, many other closely related Formica spe-
cies have similar surface chemistry (MARTIN & al. 2008a) 
showing no signs of disruptive selection. 

Another method to separate Formica fusca and F. le-
mani unambiguously in our limited sampling was DNA bar-
coding, sequencing of a partial mitochondrial COI gene. 
Formica fusca and F. lemani did not share any haplotypes, 
and in a phylogenetic tree, they were placed separately with 
strong support. Separation of F. fusca and F. lemani based 
on genotype-frequency data was not as clear as with se-
quencing or surface chemistry. In the DNA microsatellite 
data, the species shared about half of a total of 99 alleles, 
with more private alleles in F. lemani than in F. fusca (30 
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vs. 19). There were strong allele frequency differences be-
tween the species at most loci, the most common allele be-
ing the same in both species only in one locus. In the allo-
zyme loci, F. fusca and F. lemani shared thirteen of the 
twenty-one alleles. Formica lemani had more private alleles 
than F. fusca (8 vs. 2) and there were also strong allele-
frequency differences between the species in some loci. 
Most morphological characters studied separated F. fusca 
and F. lemani significantly, even though all of them over-
lapped at individual level. The best separation was ob-
tained with the combination of hairs on pronotum and meso-
notum. 

Acknowledgements 

We thank Heini Ali-Kovero for help in the lab, Hannele 
Luhtasela-El Showk for help in the field, Jouni Vainio for 
statistical advice and Birgit Schlick-Steiner for sharing un-
published information. This study was funded by grants 
from the Emil Aaltonen foundation (to PS), Academy of 
Finland (#121078 and #135970, to HH; #121216, to LS) 
and NERC (NE/F018355/1, to SJM). 

References 

AITCHISON, J. 1986: The statistical analysis of compositional data. 
– Monographs in Statistics and Applied Probability, Chapman 
and Hall, London, 416 pp. 

AKINO, T., TERAYAMA, M., WAKAMURA, S. & YAMAOKA, R. 2002: 
Intraspecific variation of cuticular hydrocarbon composition in 
Formica japonica MOTSCHOULSKY (Hymenoptera: Formici-
dae). – Zoological Science 19: 1155-1165. 

ANGULO, A. & REICHLE, S. 2008: Acoustic signals, species dia-
gnosis, and species concepts: the case of a new cryptic species 
of Leptodactylus (Amphibia, Anura, Leptodactylidae) from the 
Chapare region, Bolivia. – Zoological Journal of the Linnean 
Society 152: 59-77. 

BAKER, R.J. & BRADLEY, R.D. 2006: Speciation in mammals 
and the genetic species concept. – Journal of Mammalogy 87: 
643-662. 

BARGUM, K. 2007: Kin selection, social polymorphism and repro-
ductive allocation in ants. – PhD thesis, University of Helsinki, 
32 pp. 

BARGUM, K., HELANTERÄ, H. & SUNDSTRÖM, L. 2007: Genetic 
population structure, queen supersedure and social polymor-
phism in a social Hymenoptera. – Journal of Evolutionary Biol-
ogy 20: 1351-1360. 

BERNASCONI, C., CHERIX, D., SEIFERT, B. & PAMILO, P. 2011: 
Molecular taxonomy of the Formica rufa group (red wood ants) 
(Hymenoptera: Formicidae): a new cryptic species in the Swiss 
Alps? – Myrmecological News 14: 37-47. 

BERNASCONI, C., PAMILO, P. & CHERIX, D. 2010: Molecular mar-
kers allow sibling species identification in red wood ants (For-
mica rufa group). – Systematic Entomology 35: 243-249. 

COLBORN, J., CRABTREE, R.E., SHAKLEE, J.B., PFIELER, E. & 

BOWEN, B.W. 2001: The evolutionary enigma of bonefishes 
(Albula spp.): cryptic species and ancient separations in a glo-
bally distributed shorefish. – Evolution 55: 807-820. 

COLLINGWOOD, C.A. 1979: The Formicidae (Hymenoptera) of 
Fennoscandia and Denmark. – Fauna Entomologica Scandina-
vica 8: 1-174. 

CORANDER, J. & MARTTINEN, P. 2006: Bayesian identification of 
admixture events using multi-locus molecular markers. – Mo-
lecular Ecology 15: 2833-2843. 

CZECHOWSKI, W. & RADCHENKO, A. 2006: Do permanently mixed 
colonies of wood ants (Hymenoptera: Formicidae) really ex-
ist? – Annales Zoologici 56: 667-673. 

CZECHOWSKI, W., RADCHENKO, A. & CZECHOWSKA, W. 2002: 
The ants (Hymenoptera, Formicidae) of Poland. – Museum and 
Institute of Zoology PAS, Warszawa, 200 pp. 

DLUSSKY, G.M. & PISARSKI, B. 1971: Rewizja polskich gatunków 
mrówek (Hymenoptera: Formicidae) z rodzaju Formica L. – 
Fragmenta Faunistica (Warsaw) 16: 145-224. 

DOUWES, P. 1979: Formica rufa-gruppens systematik. – Entomo-
logisk Tidskrift 100: 187-191. 

DOUWES, P. 1995: Sveriges myror. – Entomologisk Tidskrift 116: 
83-99. 

EICHHORN, O. 1972: Beborstungsunterschiede bei Arbeiterinnen 
der Serviformica-Gruppe (Hym., Formicidae) und Hinweise 
auf ihre Ökologie. – Waldhygiene 9: 261-264. 

EL MOUSADIK, A. & PETIT, R.J. 1996: High levels of genetic dif-
ferentiation for allelic richness among populations of the argan 
tree [Argania spinosa (L.) SKEELS] endemic to Morocco. – 
Theoretical and Applied Genetics 92: 832-839. 

EXCOFFIER, L., LAVAL, G. & SCHNEIDER, S. 2005: Arlequin ver. 
3.0: An integrated software package for population genetics 
data analysis. – Evolutionary Bioinformatics Online 1: 47-50. 

EXCOFFIER, L., SMOUSE, P.E. & QUATTRO, J.M. 1992: Analysis of 
molecular variance inferred from metric distances among DNA 
haplotypes: application to human mitochondrial DNA restric-
tion data. – Genetics 131: 479-491. 

GARDNER, M.G., SCHÖNROGGE, K., ELMES, G.W. & THOMAS, J.A. 
2007: Increased diversity as a defence against parasites is un-
dermined by social parasites: Microdon mutabilis hoverflies in-
festing Formica lemani ant colonies. – Proceedings of the Roy-
al Society B-Biological Sciences 274: 103-110. 

GE, G.-B., ZHANG, Y.-Y., HAO, D.-C., HU, Y., LUAN, H.-W., LIU, 
X.-B., HE, Y.-Q., WANG, Z.-T. & YANG, L. 2008: Chemotaxo-
nomic study of medicinal Taxus species with fingerprint and 
multivariate analysis. – Planta Medica 74: 773-779. 

GOROPASHNAYA, A.V. 2003: Phylogeographic structure and gen-
etic variation in Formica ants. – PhD thesis, Uppsala Univer-
sity, 36 pp. 

GOROPASHNAYA, A.V., FEDOROV, V.B. & PAMILO, P. 2004: Re-
cent speciation in the Formica rufa group ants (Hymenoptera, 
Formicidae): inference from mitochondrial DNA phylogeny. – 
Molecular Phylogenetics and Evolution 32: 198-206. 

GYLLENSTRAND, N., SEPPÄ, P. & PAMILO, P. 2004: Genetic differ-
entiation in sympatric wood ants Formica rufa and Formica 
polyctena. – Insectes Sociaux 51: 139-145. 

HANNONEN, M. 2002: Proximate and ultimate determinants of re-
productive skew in the polygyne ant Formica fusca. – PhD 
thesis, University of Helsinki, 20 pp. 

HANNONEN, M., HELANTERÄ, H. & SUNDSTRÖM, L. 2004: Habitat 
age, breeding system and kinship in the ant Formica fusca. – 
Molecular Ecology 13: 1579-1588. 

HEBERT, P.D.N., CYWINSKA, A., BALL, S.L. & DEWAARD, J.R. 
2003: Biological identifications through DNA barcodes. – Pro-
ceedings of the Royal Society B-Biological Sciences 270: 
313-321. 

HEBERT, P.D.N., DEWAARD, J.R. & LANDRY, J.-F. 2010: DNA 
barcodes for 1/1000 of the animal kingdom. – Biology Let-
ters 6: 359-362. 

HEDRICK, P.W. 2005: A standardized genetic differentiation mea-
sure. – Evolution 59: 1633-1638. 

HELANTERÄ, H. 2004: Kinship and conflicts over male production 
in Formica ants. – PhD thesis, University of Helsinki, 22 pp. 

 39



HILLIS, D.M., MORITZ, C. & MABLE, B.K. (Eds.) 1996: Molecular 
systematics. Second edition. – Sinauer Associates, Sunderland, 
MA, 655 pp. 

HOFFMAN, J.I., PECK, L.S., HILLYARD, G., ZIERITZ A. & CLARK, 
M.S. 2010: No evidence for genetic differentiation between Ant-
arctic limpet Nacella concinna morphotypes. – Marine Biol-
ogy 157: 765-778. 

ISLER, M.L., ISLER, P.R. & WHITNEY, B.M. 1998: Use of vocali-
zations to establish species limits in antbirds (Passeriformes : 
Thamnophilidae). – Auk 115: 577-590. 

JUKES, T.H. & CANTOR, C.R. 1969: Evolution of protein mole-
cules. In: MUNRO, H.N. (Ed.): Mammalian protein metabolism. 
– Academic Press, New York, NY, pp. 21-132. 

KIM, M.-H., PARK, J.H. & PARK, C.-W. 2000: Flavonoid chem-
istry of Fallopia section Fallopia (Polygonaceae). – Biochem-
ical Systematics and Ecology 28: 433-441. 

KIMURA, M. 1980: A simple method for estimating evolutionary 
rate of base substitutions through comparative studies of nucle-
otide sequences. – Journal of Molecular Evolution 16: 111-120. 

KORCZYNSKA, J., GAJEWSKA, M., PILOT, M., CZECHOWSKI, W. & 

RADCHENKO, A. 2010: Genetic polymorphism in "mixed" col-
onies of wood ants (Hymenoptera: Formicidae) in southern 
Finland and its possible origin. – European Journal of Ento-
mology 107: 157-167. 

KULMUNI, J., SEIFERT, B. & PAMILO, P. 2010: Segregation distor-
tion causes large-scale differences between male and female 
genomes in hybrid ants. – Proceedings of the National Acade-
my of Sciences of the United States of America 107: 7371-7376. 

KUTTER, H. 1977: Hymenoptera: Formicidae. – Insecta Helvetica, 
Fauna 6. Schweizerische Entomologische Gesellschaft, Zürich, 
298 pp. 

LOVE, A., NAIKB, D., BASAKC, S.K., BABUA, S., PATHAKA, N. & 

BABUA, C.R. 2009: Variability in foliar essential oils among 
different morphotypes of Lantana species complexes, and its 
taxonomic and ecological significance. – Chemistry & Biodi-
versity 6: 2263-2274. 

MARTIN, S.J., CARRUTHERS, J.M., WILLIAMS, P.H. & DRIJFHOUT, 
F.P. 2010: Host specific social parasites (Psithyrus) indicate 
chemical recognition system in bumblebees. – Journal of Chem-
ical Ecology 36: 855-863. 

MARTIN, S.J., HELANTERÄ, H. & DRIJFHOUT, F.P. 2008a: Evolution 
of species-specific cuticular hydrocarbon patterns in Formica 
ants. – Biological Journal of the Linnean Society 95: 131-140. 

MARTIN, S.J., HELANTERÄ, H. & DRIJFHOUT, F.P. 2008b: Colony-
specific hydrocarbons identify nest mates in two species of 
Formica ant. – Journal of Chemical Ecology 34: 1072-1080. 

PEAKALL, R. & SMOUSE, P.E. 2006: GENALEX 6: genetic ana-
lysis in Excel. Population genetic software for teaching and 
research. – Molecular Ecology Notes 6: 288-295.  

PUNTTILA, P., HAILA, Y., PAJUNEN, T. & TUKIA, H. 1991: Coloni-
sation of clearcut forests by ants in the southern Finnish taiga: 
a quantitative survey. – Oikos 61: 250-262. 

ROSS, K.G., GOTZEK, D., ASCUNCE, M.S. & SHOEMAKER, D.D. 
2010: Species delimitation: a case study in a problematic ant 
taxon. – Systematic Biology 59: 162-184. 

ROSS, K.G. & SHOEMAKER, D.D. 2005: Species delimitation in na-
tive South American fire ants. – Molecular Ecology 14: 3419-
3438. 

SÁEZ, A.G., PROBERT, I., GEISEN, M., QUINN, P., YOUNG, J.R. & 

MEDLIN, L.K. 2003: Pseudo-cryptic speciation in coccolitho-
phores. – Proceedings of the National Academy of Sciences 
of the United States of America 100: 7163-7168. 

SAITOU, N. & NEI, M. 1987: The neighbor-joining method: a new 
method for reconstructing phylogenetic trees. – Molecular Biol-
ogy and Evolution 4: 406-425. 

SAMESHIMA, S., HASEGAWA, E., KITADE, O., MINAKA, N. & MAT-
SUMOTO, T. 1999: Phylogenetic comparison of endosymbionts 
with their host ants based on molecular evidence. – Zoolog-
ical Science 16: 993-1000. 

SCHLICK-STEINER, B.C., STEINER, F.M., MODER, K., SEIFERT, B., 
SANETRA, M., DYRESON, E., STAUFFER, C. & CHRISTIAN, E. 
2006: A multidisciplinary approach reveals cryptic diversity in 
Western Palearctic Tetramorium ants (Hymenoptera: Formi-
cidae). – Molecular Phylogenetics and Evolution 40: 259-273. 

SCHLICK-STEINER, B.C., STEINER, F.M., SEIFERT, B., STAUFFER, 
C., CHRISTIAN, E. & CROZIER, R.H. 2010: Integrative taxonomy: 
a multisource approach to exploring biodiversity. – Annual Re-
view of Entomology 55: 421-438. 

SEIFERT, B. 1991: The phenotypes of the Formica rufa complex 
in East Germany. – Abhandlungen und Berichte des Naturkun-
demuseums Görlitz 65: 1-27. 

SEIFERT, B. 1993: Taxonomic description of Myrmica microrubra 
n.sp. – a social parasitic ant so far known as the microgyne of 
Myrmica rubra (L.). – Abhandlungen und Berichte des Natur-
kundemuseums Görlitz 67: 9-12. 

SEIFERT, B. 1996a: Formica paralugubris nov. spec. – a sympat-
ric sibling species of Formica lugubris from the western Alps 
(Insecta: Hymenoptera: Formicoidea: Formicidae). – Reichen-
bachia 31: 193-201. 

SEIFERT, B. 1996b: Ameisen beobachten, bestimmen. – Naturbuch 
Verlag, Augsburg, 351 pp. 

SEIFERT, B. 1997: Formica lusatica n. sp. – a sympatric sibling 
species of Formica cunicularia and Formica rufibarbis (Hy-
menoptera, Formicidae). – Abhandlungen und Berichte des 
Naturkundemuseums Görlitz 69: 3-16. 

SEIFERT, B. 1999: Interspecific hybridizations in natural popula-
tions of ants by example of a regional fauna (Hymenoptera, 
Formicidae). – Insectes Sociaux 46: 45-52. 

SEIFERT, B. 2000: A taxonomic revision of the ant subgenus Cop-
toformica MUELLER, 1923 (Hymenoptera: Formicidae). – Zoo-
systema 22: 517-568. 

SEIFERT, B. 2003: The "hippie ant" – a case of extreme intranidal 
polymorphism in Fennoscandian Formica lugubris. – Socio-
biology 42: 285-297. 

SEIFERT, B. 2007: Die Ameisen Mittel- und Nordeuropas. – Lutra, 
Klitten, 368 pp. 

SEIFERT, B. 2009: Cryptic species in ants (Hymenoptera: Formi-
cidae) revisited: We need a change in the alpha-taxonomic ap-
proach. – Myrmecological News 12: 149-166. 

SEIFERT, B. & GOROPASHNAYA, A. 2004: Ideal phenotypes and 
mismatching haplotypes – errors of mtDNA treeing in ants (Hy-
menoptera, Formicidae) detected by standardized morphomet-
ry. – Organisms, Diversity & Evolution 4: 295-305. 

SEIFERT, B., KULMUNI, J. & PAMILO, P. 2010: Independent hy-
brid populations of Formica polyctena X rufa wood ants (Hy-
menoptera: Formicidae) abound under conditions of forest 
fragmentation. – Evolutionary Ecology 24: 1219-1237. 

SEPPÄ, P. 1992: Genetic relatedness of worker nestmates in Myr-
mica ruginodis (Hymenoptera: Formicidae) populations. – Be-
havioral Ecology and Sociobiology 30: 253-260. 

SEPPÄ, P., HELANTERÄ, H., CHERNENKO, A., TRONTTI, K., PUNT-
TILA, P. & SUNDSTRÖM, L. 2009: Population genetics in the black 
ant Formica lemani (Hymenoptera: Formicidae). – Biologi-
cal Journal of the Linnean Society 97: 247-258. 

 40



 41

SITES, J.W. & MARSHALL, J.C. 2003: Delimiting species: a re-
naissance issue in systematic biology. – Trends in Ecology & 
Evolution 18: 462-470. 

SITES, J.W. & MARSHALL, J.C. 2004: Operational criteria for de-
limiting species. – Annual Review of Ecology, Evolution and 
Systematics 35: 199-227. 

SORVARI, J. 2006: Two distinct morphs in the wood ant Formica 
polyctena in Finland: a result of hybridisation? – Entomolo-
gica Fennica 17: 1-7. 

STEINER, F.M., SCHLICK-STEINER, B.C., KONRAD, H., MODER, K., 
CHRISTIAN, E., SEIFERT, B., CROZIER, R.H., STAUFFER, C. & 

BUSCHINGER, A. 2006: No sympatric speciation here: Multiple 
data sources show that the ant Myrmica microrubra is not a 
separate species but an alternate reproductive morph of Myr-
mica rubra. – Journal of Evolutionary Biology 19: 777-787. 

STEINER, F.M., SCHLICK-STEINER, B.C., SANETRA, M., LJUBOMI-
ROV, T., ANTONOVA, V., CHRISTIAN, E. & STAUFFER, C. 2005: 
Towards DNA-aided biogeography: an example from Tetra-
morium ants (Hymenoptera, Formicidae). – Annales Zoologici 
Fennici 42: 23-35. 

TAMURA, K., DUDLEY, J., NEI, M. & KUMAR, S. 2007: MEGA4: 
Molecular Evolutionary Genetics Analysis (MEGA) software 
version 4.0. – Molecular Biology and Evolution 24: 1596-1599. 

TER BRAAK, C.J.F. & ŠMILAUER, P. 1998: CANOCO reference 
manual and user's guide to Canoco for Windows: software for 
Canonical Community Ordination (version 4). – Microcom-
puter Power, Ithaca, NY, 352 pp. 

THOMPSON, J.D., HIGGINS, D.G. & GIBSON, T.J. 1994: CLUSTAL 
W: improving the sensitivity of progressive multiple sequence 

alignment through sequence weighting, position-specific gap 
penalties and weight matrix choice. – Nucleic Acids Research 
22: 4673-4680. 

VAN ZWEDEN, J.S. & D'ETTORRE, P. 2010: Nestmate recognition 
in social insects and the role of hydrocarbons. In: BLOMQUIST, 
G.J. & BAGNÈRS, A.-G. (Eds.): Insect hydrocarbons. Biology, 
biochemistry and chemical ecology. – Cambridge University 
Press, Cambridge, MA, pp. 222-243. 

VEPSÄLÄINEN, K., EBSEN, J.R., SAVOLAINEN, R. & BOOMSMA, J.J. 
2009: Genetic differentiation between the ant Myrmica rubra and 
its microgynous social parasite. – Insectes Sociaux 56: 425-437. 

VEPSÄLÄINEN, K. & PISARSKI, B. 1981: The taxonomy of the 
Formica rufa group: chaos before order. In: HOWSE, P.E. & 
CLEMENT, J.-L. (Eds.): Biosystematics of social insects. – Aca-
demic Press, London and New York, pp. 27-35. 

WIENS, J.J. & GRAHAM, C.H. 2005: Niche conservatism: integrat-
ing evolution, ecology, and conservation biology. – Annual Re-
view of Ecology, Evolution and Systematics 36: 519-539. 

WILKINS, J.S. 2003: How to be a chaste species pluralist-realist: 
the origins of species modes and the synapomorphic species 
concept. – Biology and Philosophy 18: 621-638. 

WILSON, E.O. 1990: Success and dominance in ecosystems: The 
case of social insects. – Ecology Institute, Oldendorf/Luhe, 
105 pp. 

WILSON, E.O. 1992: Diversity of life. – Penguin Books, London, 
406 pp. 

YARROW, I.H.H. 1954: The British ants allied to Formica fusca 
L. (Hym., Formicidae). – Transactions of the Society for Brit-
ish Entomology 11: 229-244. 

 
 
 


	Introduction
	Material and methods
	Results
	Discussion
	Acknowledgements
	References

