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Abstract

The collembolan Protaphorura janosik Weiner, 1990, is a widespread and abundant troglobiotic species with a distribution range limited
to the Western and Eastern Carpathian Mountains, in Central Europe. Owing to limited dispersal ability, its populations are probably iso-
lated to some extent in the subterranean environments of different geomorphological units. In five of nine populations examined for mor-
phological variability, genetic analyses were also carried out. Analysis of 10 measurable or countable morphological traits by non-metric
multidimensional scaling (NMS) showed a slight separation of neighbouring localities; however, no clear geographical pattern was evident
among distant populations. In contrast, genetic analysis based on partial sequences of the mitochondrial COI gene showed a different pat-
tern. Although only eight haplotypes out of 88 sequences were detected, their geographical distribution points towards a high population
differentiation. One haplotype was shared by two populations from adjacent caves (the Nova Kresanica and Mylna caves), while all the
others were unique to different populations. A Mantel test showed a significant correlation of the geographical and genetic distances. Ge-
netic distances (K2P) between the populations ranged from 0.1% to 3.1%, suggesting the existence of geographical isolates. The bacterial
genus Wolbachia was detected only in one population from a pseudokarst (sandstone) cave, while it was absent in the remaining popula-
tions occupying karst caves.
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1. Introduction

Changes of biota composition during the Pleistocene cli-
matic periods have been the focus of attention of bio-
logists for many decades. The Carpathian Mountains, a
mountain range system forming an arc across Central
and Eastern Europe, are among the most valuable areas
in Europe in terms of biodiversity (MrAz et al. 2016).
Many studies documented the high diversity of terrestrial
cave fauna in this territory, with the presence of numer-
ous obligate subterranean species, especially in Romani-
an caves (Decu & Racovitza 1994; MoLpovaN & Raika

2007). But whether such specialized forms of fauna also
occur in the Western Carpathians, since this territory was
in close contact with continental glaciers during periods
of Pleistocene glacial maxima, was still in question (CuL-
VER et al. 2006; Zasapni & KraryTa 2014). KovAc et al.
(2014, 2016) provided examples of several troglobionts
that occupy caves in this territory, especially among ar-
thropods. It is hypothesized that these forms represent a
relict fauna, likely descendants of old Pleistocene fauna,
some of them even pre-Pleistocene, Tertiary fauna. These
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Fig. 1. Sampling localities of Protaphorura janosik cave populations in Slovakia and Ukraine. Upper left: specimen in its habitat.

assumptions are mainly based on morphological traits
but must be supported by molecular data to be specified.

In this study, we focused on Protaphorura janosik
Weiner, 1990, a collembolan troglobiont that is distrib-
uted in many caves across the Western Carpathians and
in at least two caves of the adjacent Eastern Carpathians.
Its distribution range and habitat preference (cold caves)
indicate that it is a glacial relict species. The genus Prot-
aphorura Absolon, 1901, distributed in the entire Hol-
arctic, is the most diverse taxon of the subfamily Onychi-
urinae, with more than 150 species described to date
(BELLINGER et al. 2015). All representatives of the genus
are euedaphic, characterized by a depigmented body,
elongated and flattened in shape, and the absence of eyes
(anophthalmia) and spring apparatus. A high morpho-
logical variability associated especially with body chae-
totaxy and body pseudocellar pattern is characteristic for
the congeners (PitkiN 1980; Pomorski 1990). The num-
ber of pseudocelli may vary within the species depend-
ing on instar (HALE 1964), and their position on the body
may be asymmetrical (Bopvarsson 1970). Taxonomy of

392

the genus is principally based on the combination of this
pseudocellar pattern and chaetotaxy, and due to frequent
variability its use as a diagnostic trait is often problem-
atic, e.g. P. tundricola, P. elenae (BABENKO & KAPRUS’
2014; Karrus’ & Pomorski 2008). Such differences in
adult instars may stand for morphological aberrations or
indicate a separate species. Molecular markers, such as
the barcode region of the COI mitochondrial gene, are
useful in revealing hidden diversity hardly distinguish-
able by morphological examinations (HoGG & HEBERT
2004; StevENs et al. 2011). The molecular approach po-
tentially enables the detection of a cryptic species irre-
spective of its distribution range size (e.g. Porco et al.
2012, 2014; RascumMaNoOVA et al. 2017).

Based on recent observations, P janosik Weiner,
1990 is a species endemic to the Western and Eastern
Carpathians, inhabiting both karst and pseudokarst
caves. It is a relatively large species, reaching 4.2 mm
in length. It is peculiar due to its shallow furcal cuticu-
lar fold, long post-antennal organ (PAO) consisting of
36—-46 simple vesicles, the presence of anal spines on
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Table 1. List of studied populations of P. janosik. ® — pseudokarst cave; WC — Western Carpathians, EC — Eastern Carpathians; SK — Slova-
kia, PL — Poland, UA — Ukraine; AP — Andrea Parimuchova, CK — Cubomir Kova¢, RV — Robert Vargovitsh. Sources: BELLA et al. (2007),

VarcovitsH (2010), http://jaskiniepolski.pgi.gov.pl/.

Cave/Abyss Abbrev. Altitude Length Depth T Region Orographic unit Type Col-
(ma.s.l) (m) (m) (°C) of bedrock | lectors
Alabastrova ALB 1390 543 44 35-45 WC Belianske Tatry Mts (SK) L LK
Cetnikova svadba CS 1075 1276 70 6.0-6.2 WC Strazovské vrchy Mts (SK) L AP LK
Duca DC 995 319 20 09-57 wC Slovak Paradise (SK) L AP
Jaskyiia pod Spisskou ® JPS 1022 746 25 57-6.6 wC Levocské vrchy Mts (SK) S AP LK
Jaskynia Mylna MYL 1084 1615 46 WC Zépadné Tatry Mts (PL) L AP LK
Nova Kresanica NK 2016 820 194 2.3-3.1 WC Zépadné Tatry Mts (SK) L AP LK
Singliarova priepast SA 680 383 65 5.1-6.7 WC Slovak Karst (SK) L AP LK
Petros PET 1900 185 28 35-45 EC Chornohora Mts (UA) S RV
Runa RU 1270 190 9 40-5.0 EC Polonya Runa Mts (UA) S RV

distinct papillae, the presence of macrochaeta p3 on tho-
racic tergum I, the absence of a male ventral organ and a
dorsal pseudocellar formula of 33/023/33343. According
to KovAc et al. (2016) the species does not possess any
obvious troglobiomorphic adaptations to cave life (e.g.
distinctly elongated antennae, legs and claws), but it is
characterized by a larger body compared to most conge-
ners and has not been found outside of caves. The most
Protaphorura species inhabit deeper soil layers, while
only a few occupy the Western Carpathian caves (Pa-
RIMUCHOVA & KovAc 2016); the phylogenetic relation-
ships between them are not clear due to lack of available
barcode sequences.

In the present paper, a combined morphological and
molecular approach is applied to reveal variability in and
between populations of troglobiotic P. janosik occupying
mostly cold caves within its distribution range. We also
aimed to examine the bacterial endosymbiont Wolbachia
as a potential force in the isolation and diversification of
the particular collembolan populations. Since the species
distribution range covers habitats presumed not to be
connected, we expected to find molecular and morpho-
logical differences between the populations even within
relatively small areas, which could represent a complex
of closely related species.

2. Materials and methods

2.1. Studied area and collecting of material
The Carpathian Mountains arch, with a total area of ap-
proximately 210,000 km?, extends substantially across
Slovakia, Ukraine and Romania, while also reaching into
Poland, Hungary, Austria, Czech Republic and Serbia.
It consists of the Western, Eastern and Southern Car-
pathians and the Apuseni Mts (Loczy et al. 2012). The
total area of the Western Carpathians is approximately
70,000 km? (PLASIENKA et al. 1997). The central units of
this mountain range are geologically related to the cen-
tral zones of the Eastern Alps, whereas the internal units,
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mostly submerged below the Neogene fill of the Pannon-
ian Basin, are closely related to the Southern Alps and
Dinarides. The central Western Carpathians represent the
most important units in terms of cave development due to
the occurrence of chemically pure Mesozoic limestones.
Non-karst (pseudokarst) caves are created in sandstones,
conglomerates, travertines or andesite volcano-clastic
rocks mostly in the southern and eastern geomorphologi-
cal units (KovAc et al. 2014).

Individuals from nine populations were included in
the morphological study of P. janosik (Table 1). We ex-
amined specimens from seven Western Carpathian caves
(6 in Slovakia and 1 in Poland — the type locality) and
specimens collected in two caves of the Eastern Car-
pathians (western Ukraine) (Fig. 1). Twenty individuals
were examined from each of the seven populations of
P. janosik from the Western Carpathians caves to deter-
mine morphological variability. From the Eastern Car-
pathians, 11 individuals were analyzed from the Runa
Cave population and six individuals from the Petros
Cave (Tables 1, 2). The diagnostic characteristics of the
Eastern Carpathian specimens corresponded with P, ja-
nosik (WEINER 1990; PariMucHOVA & Kovac 2016) and
were included in the population analysis of morphologi-
cal traits. The specimens were caught by pitfall trapping
or hand collecting during 2012—-2014 and preserved in
75% ethanol.

2.2. Morphological analyses

In the laboratory, the specimens were separately mount-
ed on permanent slides in Swann medium (Liquido de
Swann) modified after Rusek (1975) and studied in a
phase-contrast Leica DM 2500 microscope. We exam-
ined 20 measurable/countable, binary or qualitative mor-
phological traits (Table 2). Measurements were made us-
ing an ocular micrometer.

Morphological similarity between the populations
was evaluated by Non-metric multidimensional scal-
ing (NMS) analysis using PC-ORD software (McCUNE
& MErrorD 2011) based on 10 measurable or countable
traits, specifically: size (mm); number of vesicles in the
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Table 2. Morphological characteristics of P, janosik populations from the Western and Eastern Carpathian caves (for abbreviations of caves
see Table 1). ® — trait used in discrimination analysis, LT — long thin, ST — short thick, bm — basomedian, prox. — proximal, postlab. ch. —
postlabial chaetae, add. — additional, I/w — length/width ratio, a,b,c — pseudocelli on Abd. V according to Pomorski (1990), percentages in

brackets indicate frequency of the feature in the population.

ALB CS DC MYL NK PET RU SA

fluber of studied 20 20 20 20 20 6 1 20
® Size (mm) 2.94-3.98 25-3.78 3.34-42 343-4.3 3.3-4.6 2.86-3.67 32-38 2.7-34 33-3.92
® PAO vesicles 38-49(51) 45-58 44-55(58) | 44-53(59) 43-49 44-50 (53) 47-50 36-53 35—-47(49)
e Ant. | chaetae 15-23 12-21 15-19 14-20 13-16 1-14 18-19 " 12-16
Pso per half body

Th. Il dorsally 2(95%) 3(95%) 2(85%)-3 | 2-3(50%) | 2-3(64%) | 2(78%)-3 3 2 2-3(50%)

Head ventrally 1 1 1 1 1 NO 1 1
Head

® pl—p1 granules 10-13 11-14 11-13 1-14 12-15 10-14 10-12 1-14 10-12
Labial chaetae

bm field 4 4 4-5 4 4 4-5

prox. field 7-8(9) 8 8-9 8-9(11) 7-8 7-8 7 7-8 8-9

postlab. ch. 4-6(7) 4 3-6 4-6 5-6 6-8 6-8
Tita | chaetae

® verticil C 3-5 4-5 5(4-6) 5-6(4-7) 5 3 6 5 5

additional YES (15%) YES (5%) YES (7%) YES (50%) YES (15%) NO YES (50%) NO YES (5%)
Tita Il chaetae

verticil C 5-6 5-6 5-7 6-7 5 6-7 4-5 5-7

® additional YES (15%) YES (60%) YES (60%) YES (50%) YES (60%) NO YES (100%) YES (9%) YES (25%)
Tita Ill chaetae

verticil C 4-6 4-6 4-7 5-7 5(4) 5-6 4-5 5-6(7)

® additional YES (35%) YES (55%) YES (92%) YES (84%) YES (60%) NO YES (100%) | YES (18%) YES (85%)
Claws

® |/wclaw | 1.9-25 2-24 19-24 2-25 1.7-24 21-25 25-217 24-28 2-24

® |/wclaw Il 19-25 19-24 19-24 2-25 1.7-27 2-24 24-2.6 2.2-28 2-25

® |/w claw IIl 1.9-25 18-23 19-25 18-26 18-2.8 2-26 25-27 24-21 2-24
Abdomen

Abd. I,II- s chaetae ST LT ST LT LT LT LT ST

Abd. V- position of s b b b—c b—c,c b b c c b, b—c

Abd. V- chaetae nr.

between M—M’ 2-3 1-2 2(1) 1-3 1-3 1 1 1(2)

Abd. VI- kx chaeta NO YES (15%) YES (30%) YES (20%) YES (70%) YES (30%) YES (30%) NO YES (60%)

PAO; number of chaectac on Ant. I; number of chaetae
on Tita I; number of additional chaetae between the B-C
verticil of Tita II and Tita III, respectively; width/length
ratio of claw I, II and III, respectively; and number of
granules between chaetae pl-pl on the head. Missing
values for these traits (9% of the total) were substituted
by the mean/median of every population. An autopilot
with slow and thorough mode and relative Euclidean
distances were used. After randomization runs, a three-
dimensional solution was accepted as optimal. The pat-
tern of chaetae s, s’ and s” on the abdominal terga and
chaetotaxy of Th. I and Abd. VI was applied according
to Pomorski (1990). We followed FIELLBERG (1998/99) in
chaetotaxy of the labium, while chaetotaxy of the tibio-
tarsus is presented after DEHARVENG (1983) and chaeto-
taxy of the head after JorpaNA et al. (1997). The claw
length was measured as the distance from the distal part
of the pretarsus to the top of claw, and the claw width as
the width of the claw complex at the conjunction of the
pretarsus and tibiotarsus.
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Abbreviations for Collembola morphology: Ant. —
antennal segment, Th. — thoracic tergum, Abd. — abdomi-
nal tergum, Tita — tibiotarsus, PAO — postantennal organ,
pso — pseudocellus, psx — parapseudocellus.

2.3. Molecular data analyses

Additional 20 specimens of P. janosik were collected in
five Western Carpathian caves and stored in pure ethanol
at 4°C until analyzed. To prevent contamination, all DNA
laboratory work was conducted under sterile conditions
with the use of barrier tips. Total DNA was extracted with
the Thermo Scientific GeneJET PCR Purification Kit. En-
tire specimens were digested in lysis buffer + proteinase
K for 3 hrs; extraction was then carried out as advised by
the manufacturer. Final elution of DNA was conducted
twice with 50 pL of the elution buffer (for the 1** and 2™
elutions). A polymerase chain reaction (PCR) (SaIxi et al.
1988) was carried out using a 12.5 pL reaction volume
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consisting of 1 uL of template DNA (not quantified), 10 x
PCR Buffer (VWR), 12.5 mM of dNTP mix, 5 uM of
each primer and 0.125 units of Taq polymerase (VWR)
on a GenePro (Bioer Co., Ltd, China) thermal cycler.

A fragment (667 bp) of the COI gene was amplified
using the universal primers LCO1490 (5’-ggt caacaaat
cataaagatattg g-3’) and HCO2198 (5’-taa act gggtgac
caaaaaat ca-3’; FoLMmER et al. 1994). Thermal cycling
conditions were as follows: 94°C for 1 min followed by
35 cycles of (94°C for 30 sec, 45°C for 40 sec and 72°C
for 1 min), followed by 2 min in 72°C. After verifica-
tion on agarose electrophoresis, reaction products were
purified using Exo I/FastAP (Thermo Fisher Scientific).
Sequencing of purified products was performed using
LCO1490 at the Lambda a.s. company in Bratislava,
Slovakia, or SEQme s.r.o. in Dobris, Czech Republic,
using the Sanger method. In cases when primer failed to
produce high quality chromatograms, reverse primer se-
quencing was employed.

Sequences were manually edited and trimmed of un-
readable short stretches (ca 30 bp at the 5° and 3’ ends)
with Bioedit v.7 (HALL 1999). Since none of them con-
tained stop codons or indels if ORF was set correctly,
all were considered to be true mitochondrial and not nu-
clear copies. Sequences were aligned with the MEGA
v.6 (Tamura et al. 2013) software by Muscle (Codons)
algorithm using the Invertebrate Mitochondrial Gene
Code and default parameters. All the sequences were
verified as being consistent with collembolan DNA using
the GenBank BLASTn search (the Mega Blast algorithm
with the default setting brought alignments only to other
Protaphorura congeners with an E value of 0.0). Stand-
ard DNA barcoding distance analysis was conducted us-
ing the Kimura 2-parameter method (KiMura 1980). An
unrooted tree was constructed using a neighbour-joining
algorithm (Sarrou & NE1 1987), and the robustness of the
tree nodes was assessed by bootstrap analysis with 1000
pseudoreplications. Correlation between the genetic and
geographical distance of populations was evaluated by
the Mantel test (999 permutations) using the GenAlEx
6.5 program, and genetic and geographical distances, re-
spectively, were displayed by PCoA. Haplotype diversity
(h) was calculated using DnaSP 5; then a haplotype net-
work for P. janosik was constructed using the Network
5.0.0.0 (results not shown). All new sequences are pub-
licly available in GenBank (see Electronic Supplement
D).

Populations from the Western Carpathians were
examined for the presence of the bacterial endosymbi-
ont Wolbachia. A PCR was carried out using a 12.5 pL
reaction volume consisting of 1 pL of template DNA
(not quantified), 10 x PCR Buffer (TopBio), 12.5 mM
of ANTP mix, 5 uM of each primer and 0.325 units of
Taq polymerase (TopBio) and 1.5 uL BSA on a GenePro
(Bioer Co., Ltd, China) thermal cycler.

A prokaryotic fragment (878 bp) of the 16S gene)
and a fragment (480 bp) of the fbpA gene were ampli-
fied using 16Sf (5’-ttgtagcctgcetatggtataact-3”) and 16Sr
(5’-gaataggttatgattttcatgt-3”) primers (O’NEILL et al. 1992)
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and fbpAf (5’-gctgcteercttggywtgat-3’) and fbpAr (5°-
ccrccagaraaaayyactatte-3’) (BaLpo et al. 2006). Thermal
cycling conditions were as follows: 94°C for 2 min fol-
lowed by 37 cycles of (94°C for 30 sec, 52°C for 40 sec
for 16S; 54°C for 40 sec for fbpA and 72°C for 1 min
30 sec), followed by 10 min at 72°C. After verifica-
tion on agarose electrophoresis, reaction products were
processed as in the COI sequences. All 16S and fbpA
sequences were verified as being consistent with Wol-
bachia endosymbiont using a GenBank BLASTn search
(with E value 0.0 and 4x10-114 for 16S and fbpA, re-
spectively).

3. Results

3.1. Intra-specific morphological variability
In studied populations of Protaphorura janosik morpho-
logical variability was observed mainly in body size,
number of chaetaec on the first antennal segment and
number of vesicles in PAO. On the other side, granula-
tion of the body was rather fine and uniform in all popu-
lations, with 10—15 granules between the chaetae pl on
the hind margin of the head. Unlike the labial palp mor-
phology of the genus Protaphorura specified by FIELL-
BERG (1998/99), the blunt-tipped sensillum was not found
on papilla A in the vast majority of the studied P. janosik
specimens.

In the studied populations body chaetotaxy was of-
ten asymmetrical, with macrochaetae weakly differen-
tiated, except for the PET population with well recog-
nizable abdominal macrochaetae. Chaeta p3 on thorax I
was thickened as well as chaetae s on abdominal terga.
Chaetae s on Abd. I-1III were located closest to pso a
with a variable shape: thin and long equally to chaeta
pl (populations NK, JPS, CS, MYL and both Eastern
Carpathian populations) or thick and short (localities
DC, SA, ALB). Chacta s on Abd. V was located above
pso b (NK, ALB, CS, MYL) or close to pso ¢ (DC, JPS,
SA). Along with chaeta s, one or two other chaetae (s,
s"") appeared between M—M' in the Western Carpathian
populations.

A full set of chaetae on verticils T+A (11 chaetae) and
verticil B (7 chaetae + chaeta “M”) on the tibiotarsi was
found in all populations. In contrast, the arrangement of
chaetae on the C-verticil on the tibiotarsi was unstable
among populations, as well as presence of additional
chaetae or chaetal verticil(s). The marked interpopulation
difference was registered in chaetotaxy of the first leg.
Except for NK, all the populations had 5 or more chaetae
on verticil C and additional chaetae with floating posi-
tions between verticils B and C on all legs. The Eastern
Carpathian population from PET had 4-5 distinct verti-
cils of chaetae on Tita IT—III, with additional chaetae be-
tween verticils B and C, and above verticil C. The length/
width ratio of the claws displayed a troglobiomorphic
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Fig. 2. Non-metric multidimensional scaling (MNS) analysis of quantitative morphological traits in P. janosik populations from the West-

ern and Eastern Carpathian caves (for abbreviations of caves see Table

character in all the studied populations, with a difference
between the Western Carpathian (2.0—-2.5) and Eastern
Carpathian populations (2.5—-2.8). In Eastern Carpathian
populations, especially in individuals from PET, the em-
podial filament reached the length of the claw, while in
the Western Carpathian populations it reached % of the
length of the inner edge of the claw.

A strong variability was revealed in the dorsal pseud-
ocellar pattern, especially in the number of pseudocelli
(pso) on thoracic tergum III, with left-right asymmetry.
Two pso were found on this segment in the NK, DC and
ALB populations, while 3 pso were observed more of-
ten in those of the CS and MYL caves. In JPS and SA,
specimens with 2 and 3 pso occured in equal proportion
(50%). Individuals with 2—3 pso on Th. III (left-right
asymmetry) were thus considered as aberrant and this
character as variable in this species. On the ventral side
of head 1 pso appeared in all populations except for PET,
where psx was present instead of pso.

Morphological characteristics were analysed by NMS
ordination. A three-dimensional solution was recom-
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1, for traits see Table 2)

mended by Autopilot and confirmed by the Monte Carlo
permutation test, with a significance of p = 0.004 and a
mean stress of 4.24 for real data and 250 runs for both
real and randomised data. The best three-dimensional so-
lution had a final stress of 4.22, p < 0.00001, after 109
iterations. An NMS ordination diagram (Fig. 2) plotted
against the first two axes (variance explained 72.1% and
20.5%, respectively) did not show any distinct clustering
of specimens from different caves, except for those from
PET, which were clearly separated from the other popu-
lations.

3.2. Molecular analyses

Molecular analysis based on a mitochondrial cytochrome
oxidase I (COI) fragment was carried out in five popu-
lations from the Western Carpathians. Populations from
the Eastern Carpathians were not sequenced successfully.
A 645 bp fragment (215 codons) of the COI gene was
used in all analyses, and no insertions, deletions or stop
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Table 3. Intra- and interpopulation diversity in P. janosik populations, bootstrap method with 1000 replications, K2P parameter, standard

errors in italics. For abbreviations see Table 1.

Population Intrapopulation diversity Interpopulation diversity
csS DC JPS MYL NK
csS 0,000 0.000 0,006 0,006 0,007 0,007
DC 0,000 0.000 0,028 0002 0,004 0,004
JPS 0,000 0.000 0,026 0,002 0004 0,004
MYL 0,001 0.001 0,031 0,014 0,013 0.001
NK 0,000 0.000 0,029 0,013 0,011 0,001
Genetic distance Geographic distance
MYL
‘ @ Jps
NK
® pc @ cs
cs
(o]

Coordinate 2 [35.04 %]

S
o]
@ oc

Coordinate 1 [60.64 %]

Coordinate 2 [26.32 %]

NK

~ MYL

Coordinate 1 [60.20 %]

Fig. 3. Principal coordinates analysis (PCoA) plot generated from genetic and geographical distances of Protaphorura janosik populations
from the Western Carpathian caves. Amounts of the explained total variation are in parentheses.

codons were detected. Nucleotide composition of all se-
quences was biased for A and T (A =26%, T =38%, C =
19%, G = 16%). Across the 645 sites, 25 were variable
and 23 parsimony-informative. Genetic diversity was
calculated within and between populations. Almost zero
intrapopulation diversity was observed, while it ranged
from 0.1-3.1% between populations (Table 3). Genetic
and geographical distances between sequenced popula-
tions were evaluated by Principal Coordinates Analysis
(PCoA) (Fig. 3). The percentages of variation explained
by the first two axes were 60.64% and 35.04% for ge-
netic distance, and 60.2% and 26.32% for geographical
distance, respectively. A significant correlation between
genetic and geographical distances of populations was
calculated using Mantel test (p = 0.037).

Out of 88 sequences, eight haplotypes were detected,
seven of which were limited to a single population and
one shared between the two populations (NK, MYL).
Two haplotypes were detected in JPS and DC, respec-
tively, with the less frequent one represented by a single
sample each.

An unrooted neighbour-joining tree based on the COI
mitochondrial gene divided the P. janosik populations
into three distinct clusters: (1) a cluster corresponding to
cave CS, (2) a cluster including JPS and DC, and (3) a
cluster consisting of a mixture of specimens from adja-
cent caves MYL and NK (Fig. 4).

The presence of Wolbachia was detected only in a
population from a sandstone cave (JPS), in which 50%
of specimens were infected. Strains 16S were consist-
ent with Wolbachia proved in Paratullbergia callipygos,
Mesaphorura italica and Folsomia candida.
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4. Discussion

In the present study, we combined classical morphologi-
cal appraisal with DNA barcoding to reveal the diversity
of P. janosik, populations, which occupy the caves of the
Western Carpathian Mountains in Central Europe. To ex-
amine the morphological variability between populations
we selected traits without high taxonomic value (Table 2).
P, janosik is an exception from the symplesiomorphy of
Poduromorpha (WEINER 1996; D'Hatse 2003), with B7
chaeta always present on the metathoracic tibiotarsi. In
contrast to the genus-specific labial palp, no blunt-tipped
sensillum was found on papilla A in the vast majority of
the studied specimens of this species. FJELLBERG (1998/99)
noticed a constriction and pointed tip of A sensillum in
specimens during ecdysis. It seems that these tips do not
break off and the sensilla remain acuminate in P, janosik.

We selected only adult specimens for morphologi-
cal examination, since species-specific morphological
characteristics used in taxonomy, especially chaetotaxy,
are not fully developed in juveniles (Hopkin 1997). In
term of adults, several difficulties can appear in sex-
determination of a particular species. As sexual maturity
and maximum body size in most Onychiurinae is attained
after the seventh moult (Pomorskr 1998), it is difficult to
recognize this stage on microscopic slides. We estimated
the age of specimens based on body size and develop-
mental stage of the male or female genital plate. Nev-
ertheless, we registered large females of P. janosik with
a genital plate more weakly developed than in smaller
females, suggesting that the developmental stage of the
genital plate is not proportional to body size.
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P. janosik is an obligate subterranean species endem-
ic to the Western Carpathians (KovAc 2000; KovAc et al.
2014, 2016). Based on study of material from Ukraine,
its distributional range is likely more extensive, involv-
ing the Eastern Carpathian caves. Unfortunately, we had
only a limited number of specimens from the Eastern
Carpathian caves available for molecular analyses and
the sequencing of COI fragment was not successful.
Therefore, only morphological examination was carried
out in these populations. We found only minor differ-
ences between Ukrainian specimens and well defined P
Jjanosik. Since the populations of the same species from
different geographical regions may vary in some minor
characteristics, e.g. in P. taimyrica from Taimyr and Chi-
na, respectively (BaBenko & Karrus’ 2014; Sun et al.
2015), we considered the Eastern Carpathian specimens
to be consistent with P. janosik. Barcoding data are nec-
essary for verifying the species affiliation of these speci-
mens. Here, we have been unable to evaluate the genetic
distance between Eastern and Western Carpathian popu-
lations. The equal distance of Ukrainian populations and
Slovakian CS population from those of central Slovakia
indicate similar genetic distance (~ 3%). Geographically
isolated Ukrainian populations may potentially represent
a cryptic species of P. janosik.

A morphological similarity between the nine popula-
tions, based on measurable or countable traits, was evalu-
ated by NMS analysis. The studied populations were not
clearly separated from one another and the high intrapo-
pulation morphological variability was obvious especial-
ly among the Western Carpathian populations. The East-
ern Carpathian populations (RU and PET) were strikingly
separated from each other in the ordination diagram. The
population from PET differed from RU and the Western
Carpathian populations by having psx instead of pso on
the ventral side of the head, well differentiated abdomi-
nal macrochaetae and an empodial filament on the third
leg as long as the inner edge of the claw. The morphol-
ogy of the claw complex is one of the major indications
of troglobiomorphism in Collembola (CHRISTIANSEN 1961
— as “troglomorphism”), as long, slender claws facilitate
movement on wet and slippery cave surfaces. According
to the present study, specimens from Ukraine had more
elongated claws in comparison with P. janosik from the
Western Carpathians, and this may suggest a longer
evolution in a cave environment. Equally, two Western
Carpathian populations (NK and MYL) from the same
mountain range formed partly overlapping clusters. Con-
versely, a comparison of molecular data confirmed our
hypothesis on genetic similarity in geographically related
localities.

The effectiveness of reproductive isolating mecha-
nisms is unclear in Onychiuridae. Thus, for the purpose
of molecular study, we selected caves where P. janosik is

Fig. 4. Unrooted neighbour-joining tree based on COI fragments
of P. janosik populations from the Western Carpathian caves, con-
structed in Mega 6 software using the Kimura 2-parameter model,
bootstrap method with 1000 replications, scale: 0.002.
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the only representative of the genus due to the probabil-
ity of inter-specific hybridization among congeners liv-
ing at the same site (SkArRZYNskI 2004). We documented
genetic differences between populations of P. janosik
that were expected from its presumed low dispersal abil-
ity in a subterranean environment. Gene flow among the
studied populations was extremely low, as shown by the
lack of shared haplotypes between distant populations.
Similar to our findings, only a few or even no common
haplotype was found in isolated populations of the Ant-
arctic soil-living collembolan Isotoma klovstadi based
on the COII gene (Frati et al. 2001). Several studies
have documented high genetic diversity within collem-
bolan species (TIMMERMANS et al. 2005; TorrICELLI et al.
2010; ZuanG et al. 2014) and the existence of cryptic
species. Previous studies (see below) have outlined low
sequence divergences within a species (<1%), but the
authors have diverged in the threshold for species de-
limitation. For example, interspecific distances among
19 collembolan species distributed in 12 genera were
8% (HocG & HEeBERT 2004), while only 2—3% among
closely related species of various arthropod groups (HE-
BERT et al. 2003a,b).

As the mitochondrial COI gene has a relatively
high mutation rate resulting in diversity within and be-
tween populations over relatively short evolutionary
timescales (HEBERT et al. 2003a), the MYL+NK cluster
with a shared haplotype points to continual gene flow be-
tween these populations and/or very recent colonization
from a common source or colonization of one cave from
the other. Due to short geographical distance and poten-
tial connection between these caves, the molecular simi-
larity of both populations was expected. Surprisingly, we
found some morphological differences between these
populations. On the other hand, minimal gene flow be-
tween populations from presumably not inter-connected
karst areas indicates their effective isolation. Similarly,
FanciuLer et al. (2001) suggested a low level of gene
flow and differentiation of populations over very small
geographical distances. Moreover, the genetic and geo-
graphical distance between the studied P. janosik popu-
lations correlated positively, suggesting the importance
of geographical isolation for population differentiation.
Populations DC and JPS, forming a common cluster,
are more distant geographically than genetically. How-
ever, no shared haplotype was found, and sequence di-
vergences between DC and JPS were very low (0.2%).
In contrast to the uniform CS population, both DC and
JPS were represented by two unique haplotypes. Consid-
ering three clusters of P, janosik, sequence divergences
between the distant ones (2.6%—3.1%: DC+JPS—CS,
MYL+NK-CS) approximate the threshold of a spe-
cies (HEBERT et al. 2003a), suggesting that these popula-
tions possibly represent geographic isolates (HEBERT et
al. 2003b). The most often used calibration for COI as
a molecular clock, namely 2.3% sequence divergence
per million years (BRower 1994; KnowLEs 2000), sug-
gests that these populations diverged between 1.3 mil-
lion and 800,000 years ago (Early Pleistocene — EHLERS
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& GiBBARD 2008). Based on distinct genetic variation,
we assume that in the long-term scale, geographical and
genetic isolation would lead to evolution of independent
species from the particular populations.

Fratr et al. (2004) confirmed the presence of Wol-
bachia endosymbiont in parthenogenetic populations of
F. candida but obtained negative results in a population
of F. cf. candida in which males were also recognized.
Indeed, the genetic divergence between these popula-
tions was high, indicating different species. A wide range
of invertebrates is infected by endosymbiotic proteobac-
teria of the genus Wolbachia. Among arthropods, six su-
pergroups have been defined: A, B and E-H (WERREN
et al. 1995; VANDEKERCKHOVE et al. 1999; Lo et al. 2002;
RowLEY et al. 2004; BORDENSTEIN & Rosengaus 2005).
Wolbachia infection induces several reproductive altera-
tions in their host species (WERREN et al. 2008), which
may lead to elimination of males from reproduction.
We examined the presence of the bacterial endosymbi-
ont Wolbachia in P. janosik populations from the West-
ern Carpathians. However, as we observed, P. janosik
is a sexually reproducing species with a balanced sex
ratio. We detected collembolan-specific strains of Wol-
bachia (supergroup E) (VANDEKERCKHOVE et al. 1999)
in one population from a sandstone cave, where 50% of
specimens were infected. Unfortunately, the sex of these
specimens was not examined. Contrary to our results,
Wolbachia was not detected in another sexually repro-
ducing congener, P. fimata (CzarRNETZKI & TEBBE 2004).
As already mentioned, P. janosik populations from dis-
tant caves appeared to be isolated, and gene flow between
them reduced. Wolbachia may enhance the speciation
process by inducing incompatibility and cutting-off gene
flow (CHaRcLAT et al. 2003). This leads to the question of
why only one of the studied populations was Wolbachia-
positive. Yet, we cannot be conclusive about the role of
Wolbachia in these P. janosik populations.

Weakly developed troglobiomorphic characters and
occurrence in both karst and pseudokarst caves support
the idea that P. janosik is a relatively young troglobiont
(Kovac et al. 2016). Thus, it is a glacial relict species
predominantly associated with colder caves. This idea is
supported by distribution of morphologically similar spe-
cies with a larger body confined to cold climatic zones
— Megaphorura arctica distributed in the Arctic islands
of the Palaearctic region (FJELLBERG 1998) and P. macro-
dentata in Canadian tundra (HamMER 1953). A congener
living in a very similar habitat as P. janosik was recently
discovered in a cave of the very distant Baikal area in
Siberia, Russia, however representing a morphologically
and genetically well separated species from P janosik
(PArRMUCHOVA & KovAc 2017). Based on the very similar
morphology and affinity to habitats with colder microcli-
mate, we suppose that the common hypothetical ancestor
of these psychrophile forms was distributed over a large
area during the Pleistocene glacial periods. Thus, con-
temporary distribution of these recent forms could be ex-
plained by the climatic relict hypothesis (e.g. HOLSINGER
2000). According to this model, caves served as refugia
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against climatic alteration for the ancestors of troglobi-
onts. Warming in interglacial periods caused extinction
of the remaining epigean ancestral populations, whereas
hypogean ones were isolated and inclined to evolve into
obligatory cave fauna. After the present study, the mor-
phological and genetic differences observed between
populations of P. janosik in caves of the Western Car-
pathians indicate the existence of geographic isolates,
probably representing an allopatric species at the begin-
ning of speciation. However, further molecular study of
Eastern Carpathian populations is necessary to clarify
the phylogeny of P. janosik and relationships between its
populations.

5. Acknowledgements

The study was supported by grant 1/0199/14 from the Slovak
Scientific Grant Agency VEGA, VVGS-2014-224 grant from the
Pavol Jozef Safarik University in Kogice and by Operational Pro-
gramme “Research & Development” funded from ERDF (Code
1TMS:26220120022, rate 0.4). We are grateful to Robert S. Var-
govitsh (Schmalhausen Institute of Zoology, Kiev, Ukraine) for
kindly providing us with Protaphorura specimens from the Eastern
Carpathians, and Olga Ivanovna Kadebskaja (Perm State Univer-
sity, Perm, Russia) for the specimens from Ochotnichya Cave in
the Baikal area, Siberia, Russia. We thank our colleagues Michal
Rendog, Peter Luptacik and Andrej Mock (P.J. Safarik University
in Kogice) for their important help with collecting Collembola
specimens in caves. Mr. David McLean is acknowledged for the
linguistic corrections of the manuscript draft. We are especially
grateful to one of the two anonymous reviewers for the very con-
structive comments.

0. References

Basenko A.B., Kaprus’ I. 2014. Species of the genus Protaphorura
(Collembola: Onychiuridae) described on material of Yu.l.
Chernov from Western Taimyr. — Entomological Review 94:
581-601.

Barpo L., Dunning Hotorp J.C., JoLLEY K.A., BORDENSTEIN S.R.,
BiBER S.A., CHoupHURY R.R., Havasur Ch., Mamen M.C.J.,
TerTeLIN H., WERREN J.H. 2006. Multilocus Sequence Typing
System for the Endosymbiont Wolbachia pipientis. — Applied
and Environmental Microbiology 72: 7098—7110.

Berra P, Hravacova 1., Horusek P. 2007. Zoznam jaskyn Slov-
enskej republiky. — Slovenské miuzeum ochrany prirody a jas-
kyniarstva (SMO Pal), Liptovsky Mikulas. 364 pp.

BELLINGER P.F., CHRISTIANSEN K. A.., JaNssens F. 1996—2016. Check-
list of the Collembola of the World. — http://www.collembola.
org (accessed 17 February 2016).

BopvarssoN H. 1970. Studies of Onychiurus armatus (Tullberg)
and Folsomia quadrioculata (Tullberg) (Collembola). — Opus-
cula Entomologica Supplementum 36: 1—182.

BorpensTEIN S., RosenGaus R.B. 2005. Discovery of a novel Wol-
bachia supergroup in Isoptera. — Current Microbiology 51:
393-398.

Brower A.V.Z. 1994. Rapid morphological radiation and conver-
gence among races of the butterfly Heliconius erato inferred
from patterns of mitochondrial DNA evolution. — Proceedings
of the National Academy of Sciences USA 91: 6491 —6495.

360

CuLvier D.C., DEHARVENG L., BEpOS A., LEwis J.J., MADDEN M.,
ReppELL J.R., SKET B., TRONTELI P., WHITE D. 2006. The mid-
latitude biodiversity ridge in terrestrial cave fauna. — Ecogra-
phy 29: 120-128.

Czarnerzkl A.B., TeBe C.C. 2004. Detection and phylogenetic
analysis of Wolbachia in Collembola. — Environmental Micro-
biology 6: 35—44.

CHARLAT S., Hurst G.D.D., MErcoT H. 2003. Evolutionary conse-
quences of Wolbachia infections. — Review Trends in Genetics
19:217-223.

CHRISTIANSEN K.A. 1961. Convergence and parallelism in cave En-
tomobryinae. — Evolution 15: 288—301.

Decu V., Racovitza G. 1994. Roumanie. Pp. 779—802 in: JUBERTHIE
C., DEcu V. (eds), Encyclopaedia Biospeologica I. — Société de
Biospéologie, Moulis-Bucarest.

DenArvVeNG L. 1983. Morphologie évolutive des Collemboles Nea-
nurinae en particulier de la lignée Neanurienne. — Travaux du
Laboratoire d’Ecobiologie des Arthropodes Edaphiques Tou-
louse 4: 1-63.

D’Haese C.A. 2003. Morphological appraisal of Collembola phy-
logeny with special emphasis on Poduromorpha and a test of
the aquatic origin hypothesis. — Zoologica Scripta 32: 563—
586.

Encers J., GiBBARD P. 2008: Extent and chronology of Quaternary
glaciation. — Episodes 31: 211-218.

FanciurLt P.P., Summa D., Darcat R., Frati F. 2001. High levels of
genetic variability and population differentiation in Gressitta-
cantha terranova (Collembola, Hexapoda) from Victoria Land,
Antarctica. — Antarctic Science 13: 246—254.

FIELLBERG A. 1998. The Collembola of Fennoscandia and Denmark
part I: Poduromorpha. — Fauna Entomologica Scandinavica 35:
1-184.

FIELLBERG A. 1998/99. The labial palp in Collembola. — Zoologi-
scher Anzeiger 237: 309—-330.

FoLMER O., BLack M., Hoen W., Lutz R., VRIIENHOEK R. 1994. DNA
primers for the amplification of mitochondrial cytochrome ¢
oxidase subunit I from diverse metazoan invertebrates. — Mo-
lecular Marine Biology and Biotechnology 3: 294—299.

Frati F., SpiNsanTi G., DaLLar R. 2001. Genetic variation of mt
COII gene sequences in the collembolan Isotoma klovstadi
from Victoria Land, Antarctica: evidence for population dif-
ferentiation. — Polar Biology 24: 934—940.

Frati F., NEGr1 1., FancioLur P.P., PELLEccHIA M., DE PaoLa V.,
Scari V., Dacrrat R. 2004. High levels of genetic differentiation
between Wolbachia-infected and non-infected populations of
Folsomia candida (Collembola, Isotomidae). — Pedobiologia
48: 461-468.

GULGENOVA A., Potarov M. 2013. New ‘oligopseudocellar’ Prota-
phorura species (Collembola: Onychiuridae) from East Palae-
arctic. — Soil Organisms 85: 203-213.

HaLE W.G. 1964. Experimental studies on the taxonomic status of
some members of the Onychiurus armatus species group. — Re-
vue d’Ecologie et de Biologie du Sol 1: 501-510.

HaLL T.A. 1999. BioEdit: a user-friendly biological sequence align-
ment editor and analysis program for Windows 95/98/NT. —
Nucleic Acids Symposium Series 41: 95—98.

HamMmErR M. 1953. Investigations on the microfauna of Northern
Canada. II. Collembola. — Acta Arctica 6: 1-108.

Hegert P.D.N., Cywinska A., BALL S.L., bE WaarD J.R. 2003a. Bi-
ological identifications through DNA barcodes. — Proceedings
of the Royal Society of London, Series B, Biological Sciences
270: 313-322.

Hegert P.D.N., RatnasiNGHAM S., DEWAARD J.R. 2003b. Barcod-
ing animal life: cytochrome ¢ oxidase subunit 1 divergences
among closely related species. — Proceedings of the Royal So-
ciety of London 270: 96—99.

Hoaa 1.D., HeBerT P.D.N. 2004. Biological identification of spring-
tails (Hexapoda: Collembola) from the Canadian Arctic, using
mitochondrial DNA barcodes. — Canadian Journal of Zoology
82: 749-754.

SENCKENBERG



ARTHROPOD SYSTEMATICS & PHYLOGENY — 75(3) 2017

Horsinger J.R. 2000. Ecological derivation, colonization, and spe-
ciation. Pp. 399—-416 in: WiLkens H., Curver D.C., HUMPHREYS
W.F. (eds), Ecosystems of the World 30. Subterranean Ecosys-
tems. — Elsevier, Amsterdam. 791 pp.

Horpkin S.P. 1997. Biology of the Springtails (Insecta: Collembo-
la). — Oxford University Press. 330 pp.

JorpANA R., ARBEA J.I., StMON C., Luctanez M.J. 1997. Collembola,
Poduromorpha. In: Ramos M.A. et al. (eds), Fauna Ibérica. —
Museo Nacional de Ciencias Naturales, CSIC Madrid. 807 pp.

Karrus’ 1., Pomorski R.J. 2008. Review of the Palaearctic Prota-
phorura Absolon, 1901 species of octopunctata group (Col-
lembola: Onychiuridae). — Annales Zoologici 58: 667—688.

Kimvura M. 1980. A simple method for estimating evolutionary rates
of base substitutions through comparative studies of nucleotide
sequences. — Journal of Molecular Evolution 16: 111—120.

KnowLes L.L. 2000. Test of Pleistocene speciation in montane
grasshoppers (Genus Melanoplus) from the sky islands of
western North America. — Evolution 54: 1337—1348.

Kovac L. 2000. A review of the distribution of cave Collembola
(Hexapoda) in the Western Carpathians. — Mémoires de Bio-
spélogie 27: 71-76.

KovAc L., ELHotTOovA D., Mock A., NovAkovA A., KRISTUFEK V.,
CHRONAKOVA A., LUKESOVA A., MULEC J., KOSEL V., PAPAC V.,
LupTACIK P., UHRIN M., VisNovskA Z., HUpEc 1., GAAL L., BELLA
P. 2014. The cave biota of Slovakia. — Speleologia Slovaca 5.
State Nature Conservancy SR, Slovak Caves Administration,
Liptovsky Mikulas.

KovAc L., PariMucHOVA A., MikLisova D. 2016. Distributional
patterns of cave Collembola (Hexapoda) in association with
habitat conditions, geography and subterranean refugia in the
Western Carpathians. — Biological Journal of the Linnean So-
ciety 119: 571-592.

LiBrapo P., Rozas J. 2009. DnaSP v5: A software for comprehen-
sive analysis of DNA polymorphism data. — Bioinformatics 25:
1451-1452.

Lo N., Casiracur M., Saratt E., Bazzoccni C., Banpi C. 2002. How
many Wolbachia supergroups exist? — Society for Molecular
Biology and Evolution 19: 341 —-346.

Loczy D., Stankoviansky M., Kotara A. 2012. Recent Landform
Evolution: The Carpatho-Balkan-Dinaric Region. Springer
Geography. — Springer-Verlag: ISBN-13: 9789400724471 481
pp.

McCune B., Merrorp MLJ. 2011. PC-ORD, multivariate analysis
of ecological data, version 6.07.MjM software. Oregon, U.S.A:
Gleneden Beach.

Morpovan O.T., Raka G. 2007. Historical biogeography of sub-
terranean beetles — “Plato’s cave” or scientific evidence? Pp.
77-86 in: Kranic A., GaBrovs$EK F., CuLver D.C., SAsowsky
I.D. (eds), Time in Karst. — Special Publication 12, Karst Water
Institute, Postojna.

MRrAz P., RoNKIER M. 2016. Biogeography of the Carpathians: evo-
lutionary and spatial facets of biodiversity. — Biological Journal
of the Linnean Society 119: 528 —-559.

O’NEILL S.L., Giorpano R., CoLBERT A.M.E., Karr T.L., ROBERT-
soN H.M. 1992. 16S rRNA phylogenetic analysis of the bacteri-
al endosymbionts associated with cytoplasmic incompatibility
in insects. — Proceedings of the National Academy of Sciences
USA 89: 2699-2702.

ParimMucHOvA A., Kovac L. 2016. A new cave species of the ge-
nus Protaphorura Absolon, 1901 (Collembola, Onychiuridae)
from the Western Carpathians (Slovakia) with critical com-
ments to the Palaearctic representatives of the genus. — Zootaxa
4098: 254-272.

PARIMUCHOVA A., KovAc L., Kapesskaia O.1., Zurovcova M. 2017.
A new troglobiotic Protaphorura (Collembola, Hexapoda) from
the Siberia, Russia. — Zootaxa (in press).

PeakarL R., Smouse P.E. 2012. GenAlEx 6.5: genetic analysis in
Excel. Population genetic software for teaching and research —
an update. — Bioinformatics 28: 2537—-2539.

SENCKENBERG

Prtkiv B.R. 1980. Variations in some British material of the Onych-
iurus armatus group (Collembola). — Systematic Entomology
5:405-426.

Prasienka D., Grecura P., Putis M., Kovac M., Hovorka D. 1997.
Evolution and structure of the Western Carpathians: an over-
view. Pp. 1-24 in: Grecura P., Hovorka D., Putis M. (eds),
Geological Evolution of the Western Carpathians. — Mineralo-
gia Slovaca, Bratislava.

Pomorski R.J. 1990. Morphological-systematic studies on the vari-
ability of pseudocelli and some morphological characters in
Onychiurus of the “armatus-group” (Collembola, Onychiuri-
dae). Part II. On synonyms within the “armatus-group”, with
special reference to diagnostic characters. — Annales Zoologici
43: 535-576.

Pomorski R.J. 1998. Onychiurinae of Poland (Collembola: Onychi-
uridae). — Genus 9 (Supplement). 201 pp.

Porco D., Potarov M., Bepos A., BusmacHiu G., WEINER W.M.,
Hamra-Kroua S., DEHARVENG L. 2012. Cryptic diversity in the
ubiquist species Parisotoma notabilis (Collembola, Isotomi-
dae): A long-used chimeric species? — PLoS ONE 7: e46056.
doi:10.1371

Porco D., SkarzyNski D., Decains T., HEBERT P.D.N., DEHARVENG
L. 2014: Barcoding the Collembola of Churchill: a molecular
taxonomic reassessment of species diversity in a sub-Arctic
area. — Molecular Ecology Resources 14: 249-261.

RascaMaNova N., Zurovcova M., Kovac L., Paucurova L., Sustr
V., Jaro30VA A., CHUNDELOVA D. 2017. The cold-adapted popu-
lation of Folsomia manolachei (Hexapoda, Collembola) from a
glaciated karst doline of Central Europe: evidence for a cryptic
species? — Journal of Zoological Systematics and Evolutionary
Research 55: 19-28.

Rowrey S.M., Raven R.J., McGraw E.A. 2004. Wolbachia pipi-
entis in Australian spiders. — Current Microbiology 49: 208 —
214.

Rusek J. 1975. Eine Préparationstechnik fiir Springschwinze und
dhnliche Gliederfiisser. — Mikrokosmos 12: 376—381.

Saiki R.K., GELFaND D.H., StorreL S. 1988. Primer-directed enzy-
matic amplification of DNA with a thermostable DNA poly-
merase. — Science 239: 150—160.

Sarrou N., Net M.1987. The neighbor-joining method — a new
method for reconstructing phylogenetic trees. — Molecular Bio-
logy and Evolution 4: 406—425.

SkarzyNskI D. 2004. Taxonomic status of Ceratophysella dentic-
ulata (Bagnall, 1941), C. engadinensis (Gisin, 1949) and C.
stercoraria Stach, 1963 (Collembola: Hypogastruridae) in the
light of laboratory hybridization studies. — Insect Systematics
and Evolution 35: 277-284.

StEVENS M.I., Porco D., D’HAESE C.A., DEHARVENG L. 2011. Com-
ment on ,,Taxonomy and the DNA Barcoding Enterprise by
Ebach. — Zootaxa 2838: 85—-88.

SuN X, CuanG L., Wu D. 2015. New species and new records of
Protaphorura species from northeast China (Collembola: Ony-
chiuridae). — Zootaxa 3920: 381—-392.

Tamura K., STECHER G., PETERSON D., FiLipski A., Kumar S. 2013.
MEGAG6: Molecular Evolutionary Genetics Analysis version
6.0. — Molecular Biology and Evolution 12: 2725-2729.

TimMmERMANS MLJ., ELLERS J., MARIEN J., VERHOEF S.C., FERWERDA
E.B., vaN STRAALEN N.M. 2005. Genetic structure in Orchesella
cincta (Collembola): strong subdivision of European popula-
tions inferred from mtDNA and AFLP markers. — Molecular
Ecology 14: 2017-2024.

TorriceLLI G., CARAPELLI A., CoNvEY P., Narpr F., Boore J.L.,
Frati F. 2010. High divergence across the whole mitochondrial
genome in the “pan-Antarctic” springtail Friesea grisea: evi-
dence for cryptic species? — Gene 449: 30—40.

VANDEKERCKHOVE T.T.M., WATTEYNE S., WILLEMS A., SWINGS J.G.,
MEerTENS J., GiLuis M. 1999. Phylogenetic analysis of the 16S
rDNA of the cytoplasmic bacterium Wolbachia from the novel
host Folsomia candida (Hexapoda, Collembola) and its impli-

361



PARIMUCHOVA et al.: A Carpathian relict collembolan

cations for wolbachial taxonomy. — FEMS Microbiology Let-
ters 180: 279—-286.

VarcovitsH R.S. 2010. Cave springtails (Collembola) of the main
karstic regions of Ukraine (systematics, fauna and ecology).
PhD. Thesis, Schmalhausen Institute of Zoology of National
Academy of Sciences of Ukraine. 382 pp.

WEINER W.M. 1990. Onychiuridae of Poland. New species of Prot-
aphorura Absolon, 1901 from the Tatra Mts. — Acta Zoologica
Cracoviensia 33: 453-457.

WEINER W.M. 1996. Generic revision of Onychiurinae (Collembo-
la: Onychiuridae) with cladistic analysis. —Annales de la So-
ciété Entomologique de France, N.S 32: 163—200.

Electronic Supplement File
at http://www.senckenberg.de/arthropod-systematics

File 1: parimuchova&al-carpathiancollembolan-asp2017-electro
nicsupplement.doc — Accession numbers of sequences publicly
available in GenBank.

362

WERREN J.H., ZuanG W., Guo L.R. 1995. Evolution and phylogeny
of Wolbachia —reproductive parasites of arthropods. — Proceed-
ings of the Royal Society B: Biological Sciences 261: 55—-63.

WERREN J.H., BALpO L., CLARK M.E. 2008. Wolbachia: Master ma-
nipulators of invertebrate biology. — Nature Reviews Micro-
biology 6: 741-751.

Zasapnt J., Keapyta P. 2014. The Tatra Mountains during the Last
Glacial Maximum. — Journal of Maps 10: 440—456.

Zuanc F., Yu D., Luo Y., Ho S.Y.W., Wana B., Znu C. 2014. Cryp-
tic diversity, diversification and vicariance in two species com-
plexes of Tomocerus (Collembola, Tomoceridae) from China. —
Zoologica Scripta 43: 393 —-404.

SENCKENBERG



