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Cytogenetical studies were performed in nine taxa (eight species and one additional
subspecies) of Parnassiana and two additional closely related taxa belonging to tribe
Plactyleidini. Classical (C-banding, DAPI/CMA;-staining, Ag-NOR) and molecular
(fluorescence in situ hybridization with 18S rDNA probe) methods were used for cytological
discrimination of chromosomes in this genus. Both studied groups (Parnassiana and genus
aff. Parnassiana) possess two karyotypes: 2n = 31 (male) and 2n =29 (male). In all species
only one pair of 18S rDNA signals was observed. In P. fusca and P. parnassica B chromosomes
(Bs) were detected. The results of the present study will be useful in discussions on the
evolutionary trends of genome organization and karyotype evolution in the subfamily

Tettigoniinae.
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The superfamily Tettigonioidea (common name
bush-crickets or katydids) contains 500 species in
Europe (HOCHKIRCH et al. 2016). Some species
of'this group are widespread with good capabilities
for dispersal. However, the majority is flightless
with restricted ranges. This refers especially to
Phaneropteridae, a mainly plant feeding family.
But even in the Tettigoniidae, many species and
even genera are short-winged and unable to fly.
This property has some important consequences.
On the one hand, many species are endangered be-
cause of their local distribution, on the other hand
these genera offer a fascinating area for studying
speciation. Comparing species-specific characters
and tracing their evolutionary history will allow us
to understand the forces changing the genome and
the gene pools.

The genus Parnassiana, endemic to the southern
Balkan peninsula, a member of the subfamily Tet-
tigoniinae and subject of the present study, is a
good example of both aspects. Out of its 13 cur-
rently recognized species, five are critically en-
dangered, three are endangered and the remaining
five are classified as vulnerable (HOCHKIRCH ef al.
2016). Concerning speciation processes, sexual
selection on male genital organs seems to be very
important, whereas the calling songs, essential for
long distance communication, have changed very
little (HELLER 2006). However, the exact relation-
ships between the different forms are still unre-
solved.

Chromosomal analyses have produced data that
could help shed light on the evolutionary and taxo-
nomic relationships within the tettigoniid bush-
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crickets. Chromosomes within taxa of tettigoniids
(e.g. genera) may vary in number, morphology,
and staining properties (e.g. WARCHALOWSKA-
SLIWA et al. 1992, 2009, 2013a, b). The diploid
chromosome number (2n), chromosome morphology
(FN), and type of sex determination systems of
Tettigoniinae in Europe have been described only
for 60 species in 11 genera including 32 species
belonging to tribe Platycleidini. The majority of
Platycleidini have acrocentric chromosomes with
a chromosome number of 2n =31 in males, except
for three species belonging to the genera Metriop-
tera and Montana (see review WARCHA-
LOWSKA-SLIWA 1998; WARCHALOWSKA-SLIWA
et al. 2005). Chromosomes of this tribe have been
occasionally examined using only the C-banding
technique and NOR Ag-staining (WARCHALOWSKA-
SLIWA et al. 2005).

The present study reports the cytogenetic charac-
terization of 11 species and subspecies (further re-
ferred to as taxa) representing the genus
Parnassiana and a closely related group of pres-
ently undescribed taxa. The physical characteris-
tics of their karyotypes were here analyzed for the
first time using classical methods of C-banding,
silver impregnation (Ag-NOR), fluorochrome
DAPI/CMA; staining and molecular fluorescence
in situ hybridization (FISH) with 18S rDNA. Par-
nassiana species were cytologically examined in
order to extend knowledge on their cytogenetics
and provide taxonomically useful information.
This is the first step towards a better understanding
of the chromosomal organization within the tribe
Platycleidini. Previous comparative cytogenetic

studies on Orthoptera (e.g. CABRERO & CAMACHO
2008; LORETO et al, 2008; CABRERO et al. 2009;
WARCHALOWSKA-SLIWA et al. 2009, 2013a, b;
ROCHA et al. 2011) showed that chromosomal or-
ganization is a useful marker for understanding
species relationships and routes of speciation in
this group (JETYBAYEV et al. 2012).

Material and Methods

We investigated 24 specimens of 11 species and
subspecies of Parnassiana, including one previously
described species (WARCHALOWSKA-SLIWA et al.
2005), and closely related taxa collected in Greece
and Albania. The species studied and respective
collection sites are shown in Table 1.

Gonads were excised, incubated in a hypotonic
solution (0.9% sodium citrate), fixed in ethanol :
aceticacid (3 : 1), and stored at 2°C until use. After
fixation testes and ovarioles were briefly macerated
in a drop of 45% acetic acid, then covered with
a coverslip and squashed. The cover slip was re-
moved after freezing on dry ice and slides were
air-dried.

The distribution of heterochromatin was ana-
lyzed by Giemsa C-banding (SUMNER 1972), the
GC- and AT- rich bands were detected with chromo-
mycin A; (CMA;) and 4’-6-diamino-2-phenylindole
(DAPI), respectively, according to SCHWEIZER
(1976). The silver staining method for nucleolar
organizer region (NOR) was performed as previously
reported (WARCHALOWSKA-SLIWA & MARYANSKA-
NADACHOWSKA 1992). For some specimens, fluo-

Table 1
Localities of taxa used in this study
. . . Geographical
Species Collection sites coordinates

Parnassiana chelmos chelmos (Zeuner, 1941)

Greece: Peloponnesus, Achaia, Chelmos Mts

37°59°N, 22°12°E

Parnassiana chelmos unicolor (Willemse, 1973)

Greece: Peloponnesus, Achaia, Panachaikon Mt.

38°12°N, 21°51’E

Parnassiana coracis (Ramme, 1921)

Greece: Central Greece, N. Fokidas

38°42°N, 22°8’E

nymphs

Greece: Peloponnesus, Lakonia, Taigetos Mt.
Parnassiana fusca (Brunner v. Wattenwyl, 1882)|Greece: Peloponnesus, Lakonia, Taigetos Mt., 1520-1950 m alt.,

37°00°33”N, 22°20°44”E
37°00°04”N, 22°20°29”E

Parnassiana gionica La Greca & Messina, 1976 nymphs

Greece: Central Greece, Fokis, Giona Mt., 1670-2200 m alt.,

38°35°20”N, 22°16°50”E

Parnassiana menalon Willemse, 1975 nymphs

Greece: Peloponnesus, Arkadhia, Mainalo Mt., 1650-1900 m alt.,

37°38°42"N, 22°16°18”E

Parnassiana parnassica (Ramme, 1926)

Greece: Central Greece, N. Viotias
Greece: Central Greece, N. Viotias, 1834 m alt., nymphs

38°33°N, 22°36’E
38°33’51”N, 22°34°35”E

Parnassiana tenuis (Heller & Willemse, 1989)

Greece: Arta, Tsoumerka Mt.

39°24°N, 21°9’E

Parnassiana tymphrestos Zeuner, 1941

Greece: Central Greece, N. Evritanias

38°56°N, 21°48°E

Genus aff. Parnassiana sp. 1

Albania: Berat, Tomorr Mt., 1880 m alt., nymphs

40°36°58”N, 20°11°09”E

Genus aff. Parnassiana sp. 2

Albania: Gjirokastra, Mali i Nemerckes (Nemerchka) Mt.,
1800 m alt., nymphs

40°07°56”N, 20°23°50”E
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rescence in situ hybridization (FISH) with ribo-
somal 18S rDNA probe containing 1.8 kb
fragments amplified from the genomic DNA of
Isophya pavelii (Orthoptera), was conducted fol-
lowing the protocol described by WARCHALOWSKA-
SLIWA et al. (2009). Chromosomes were analyzed
and documented using a Nikon Eclipse 400 with
CCD DS-U1 camera and a set of standard filters.
An NIS-Elements BR 3.0 image-analyzing system
(Nikon) was used and images were processed and
arranged with Adobe Photoshop.

For each individual, at least 15 meiotic divisions
(from diplotene to metaphase I) per male and at
least five spermatogonial and/or oogonial meta-
phases were analyzed using some techniques (de-
tailed information in Table 2). Relative chromo-
some lengths of the diploid complement including
the X chromosomes, based on five mitotic meta-
phase plates from females of P. fusca, P. chelmos
chelmos and a male of P. coracis, were calculated
as a percentage of the total chromosome length
(% TCL) according to KRAL et al. (2006).

Results

The chromosome number (2n) and chromosome
morphology (FN = the fundamental number of
chromosome arms including the X chromosome)
for all studied taxa are shown in Table 2. Two dif-
ferent karyotypes were observed. In the first case,

the mitotic metaphase and meiotic plates showed
2n=31 inmales (Fig. 1b-h) and 32 in females (Fig. 1a).
Fifteen pairs of acrocentric autosomes could be
classified into three groups according to their size:
one long (8.6% TCL), seven medium (4.6 to 2.3%
TCL) and seven small pairs (1.8 to 0.9% TCL).
The acrocentric X chromosome (9.1% TCL) is the
largest in the set. The second type of karyotype is
characterized by 2n =29 (males) and 30 (females),
in this case the bivalents could be classified into
one large submetacentric pair (11.7% TCL), six
medium sized (5.1 to 2.4 % TCL) and seven small
acrocentric pairs (1.9 to 1.0% TCL). The X chro-
mosome (8.9% TCL) is the second largest element
in the complement (Fig. 2 a-d). Sometimes, minor
length differences in chromosome pairs caused
problems with precise identification. Both karyo-
types showed the same sex determination system,
X0 (male) and XX (female).

In Table 2, a comparison of the C- and fluoro-
chrome banding patterns (DAPI and CMA;), as
well as cytogenetic mapping of 18S rDNA and
Ag-staining are shown. After both C-staining and
fluorochrome DAPI/ CMA; double-staining,
chromosome regions showed some quantitative
and qualitative variation between the analyzed
taxa in terms of the base composition of the DNA
molecule. All species had paracentromeric C-bands,
which varied in size; in most cases, these C-bands
were restricted to the centromere (thin C-bands),
in other cases C-bands occupied the region next to

Table 2

Comparison of number and morphology of chromosomes, distribution of heterochromatin
bands (C-staining and base specific fluorochromes) and the occurrence of NORs and tDNA
on the chromosomes in species of the genus Parnassiana and related taxa

2n (male), FN; Position of fluorochrome bands DNA

speces | hromoeme] - Chundy

and B v DAPI+ CMA;+ |NOR
Parnassiana chelmos chelmos 29, 31; 1 sm 3pc*,4i, 71, 8d 3pc, 8d 3pctd, 4i, 8d 4i
Parnassiana chelmos unicolor (29, 31; 1 sm 3pc, 4i, 8d 3pc, 8d 3pctd, 4i, 8d 4i
Parnassiana coracis 29,31; 1 sm 3pc, 4i, 8d no no 4i
Parnassiana fusca 31,31;alla 3pctd, 41, 5i, 61, 7pc*, 8pc* Ipcjmost peti (excluding 4i) | most peti+d, 4i 4
Parnassiana gionica 29,31; 1 sm 3pc, 4i, 51 no no 4i
Parnassiana menalon 29,31; 1 sm 3pc, 4i, 5i 8d 3pc, 8d 3pc, 4i, 8d 4i
Parnassiana parnassica 29,31; 1 sm 3pc, 4i, 51 3pc, 5i 3pctt, 41 41
Parnassiana tenuis 31,31;alla? no no no no
Parnassiana tymphrestos 29,31;1sm 3pc, 41, 8d 3pc, 8d 3pc, 41, 8d 4i
Genus aff. Parnassianasp. 1 |31,31;alla 3pctd*,4i,51+d*, Tpc* 3d*, 4d*, 5d 3d*, 4i+d, 5d 4i
Genus aff. Parnassiana sp.2  |29,31; 1 sm 3pc, 4 no no 4i

FN = fundamental number of chromosome arms; = published by WARCHALOWSKA-SLIWA ef al. 2005; a = acrocentric,
sm = submetacentric; pc = paracentromeric, i = interstitial, d = distal; no = not stained by fluorochrome techniques or FISH;
*intraspecific variation of heterochromatin; X = X chromosome; B = B chromosome.
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Fl}% 1. Examples of karlyqfotyéms with 31 (male), 32 (female) chromosomes in Parnassiana species: P. fusca (a-d) and Genus aff.
arnassiana sp. 1 (e-h); C-banding pattern of female chromosome complement (a) and diplotene (ef; fluorochrome staining
heterochromatin with DAPI (blue) and CMA; (green) bands in diakinesis (b, c¢) and épermatogonia metaphase (f, g); FISH
with 18S rDNA probe (green) (d); silver staining (h). Open arrows indicate interstitial C-bands on the fifth and sixth pair (a, ),
whereas black arrowheads thick ﬁ)aracentromerlc C-bands (a, e). The arrows indicate the presence of DAPI-/CMA;+ bands (b,
fand c, grespectively), a GC-rich band coincident with the DN A-FISH signal (d) and active NOR (h) located on an interstitial
region of a medium pair/bivalent. C/DAPI/CMA; blocks vary in size between homologous chromosomes (marked by an
asterisk in a, e, f). B, supernumerary chromosome (a); X, sex chromosome. Bars = 10 pm.

the centromere (thick C-bands) as in the medium
and small-sized chromosome pairs (3, 7-9) of
P. fusca (Fig. 1a). In most species, interstitial thin
C-bands were located in the medium-sized chromo-
somes, whereas a distal band was clearly seen on
the small pair (the eighth) in species with 29 chro-
mosomes (Fig. la, 2b, respectively). Generally,
heterochromatin in the form of thick paracentro-
meric, interstitially and distally located thin/thick
C-bands was visualized with bright homogeneous

DAPI positive (DAPI+, AT-rich) and CMA; posi-
tive (CM A5+, GC-rich) signals (e.g. Fig. 1b, ¢, f, g).
The DAPI-/CMAs+, thin C-band was located
probably on the fourth pair in all analyzed speci-
mens, independently of the number of chromo-
somes in the karyotype, and contained GC-rich
band (Fig. 1c,g) coinciding with the position of
18S rDNA and active NOR (Fig. 1h, 2¢). Thus, in
all analyzed individuals a single FISH signal was
observed, detecting a low-intensity cluster of 18S
rDNA located interstitially probably on the fourth
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Fig. 2. Examples of karyotypes with 29 chromosomes (male) in Parnassiana species: P. ch. chelmos (a) and P. menalon (b-d);
-banding in male complement (a) and diakinesis (b); silver staining (c) and FISH with 18S rDNA (green) (d). SecondaIX
constriction (located interstitially on a medium pair and C-bands (b) correspond to active NOR (c) and a cluster of 18S rDN

(d) marked by arrows. X, sex chromosome. Bars = 10 pm.

chromosome pair (Fig. 1d, 2d). In this pair a secon-
dary constriction in the same place was rarely
observed (Fig. 1a, 2a). In some species heteromor-
phism of both C-bands and fluorochrome bands
was observed (Table 2 —indicated with an asterisk;
Fig. 1a, e, f) in terms of the size/intensity of bands
on homologous arms in a chromosome.

B chromosomes representing supernumerary
elements to the standard chromosome set were
found in one P. fusca female (Fig. 1a) and P. par-
nassica male (not shown). In both individuals, the
B chromosome was similar in size to the small-
sized chromosome pair, acrocentric, mitotically
and meiotically stable, with thick paracentromeric
C-bands (they were not examined using fluoro-
chromes and FISH/NOR techniques).

Discussion

The taxa examined in this study form two groups
according to their karyotype. The first group in-
cludes species with ancestral chromosome number
2n=31 (male). The second group shows a reduced
chromosome number 2n =29 (FN=31) as aresult

of one Rb-translocation (submetacentric large
pair). A Robertsonian (Rb) translocation or centric
fusion is the most common chromosomal rear-
rangement frequently found in the tettigoniid chro-
mosomal evolutionary history (e.g. WHITE 1973;
HEWITT 1979; WARCHALOWSKA-SLIWA 1998).
This type of translocation occurs between two ac-
rocentric chromosomes and reduces the diploid
chromosome number.

In this case, one fusion changed the basic karyo-
type forming a biarmed large autosome pair.
Analysis of the main relative lengths of autosomes
shows that the change in chromosome number in
the second group of taxa is the result ofa centric fu-
sion between the first and fifth or sixth medium
pair of autosomes; the telomeres appeared to be
lost during the chromosomal rearrangement or
eliminated during chromosome differentiation.
Only one species belonging to the tribe Platycleidini,
Metrioptera saussuriana, has the same karyotype
of 2n =29 (FN = 31). Montana daghestanica also
has one pair of biarmed autosomes and biarmed
X chromosome (FN = 32), whereas in M. tomini with
the same chromosome number the karyotype was
formed as a result of one Rb-translocation and two
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pericentric inversions in one pair of autosomes and
X (FN = 34) (see review in WARCHALOWSKA-
SLIWA 1998).

The application of classical and molecular methods
enables a better characterization of the karyotype
in different subfamilies of tettigoniids, as well as
identification of genus-specific patterns (e.g. GRZY-
WACZ et al. 2011, 2014a, b; WARCHALOWSKA-
SLIWA et al. 2005, 2009, 2011, 2013a, b). A com-
parison of the C-bands, fluorochrome staining and
the FISH signal with the 18S rDNA probe and
NOR sites distinguished two types of heterochro-
matin, depending on the base composition of the
DNA molecule in species of the genus Parnassiana
(see Table 2). The thick paracentromeric bands in
the third autosomal pair and most of the thin in-
terstitial (except for one medium pair) and distal
C-bands were CMA; and DAPI positive. In most
of the latter cases both the DAPI and CMA; stain-
ing suggest the occurrence of a high concentration
of AT- and CG-base pairs of DNA situated near
each other in two or three chromosome pairs. In
those cases the staining did not detect NOR/rDNA
clusters but a special type of GC-rich heterochro-
matin associated with this region. Similar results
have been described for some tettigoniids (e.g. WAR-
CHALOWSKA-SLIWA et al. 2013a; GRZYWACZ et al.
2014b), grasshoppers (e.g. ROCHA et al. 2011) and
coleopterans (e.g. SCHNEIDER et al. 2007). However,
in all analyzed taxa, only the interstitial region of
the fourth autosome pair showed thin C-bands and
bright CMA; (DAPI negative) CG-rich segments.
Therefore, different heterochromatin types sug-
gest the occurrence of specific rearrangements of
repetitive DNA families resulting from processes
that occurred during the diversification of the ana-
lyzed species groups.

In both types of karyotype described herein, one
(per haploid genome) 18S rDNA locus is coinci-
dent with a single active NOR and GC-rich hetero-
chromatin located interstitially on one medium
acrocentric bivalent. The presence of interstitial
rDNA loci on a single bivalent of acrocentric or
bi-armed autosomes has previously been observed
in some Bradyporinae taxa that possess a reduced
chromosome number resulting from tandem fu-
sion or Rb-translocation (WARCHALOWSKA-SLIWA
etal.2013a). It can not be excluded that in Parnas-
siana and related species the presence of a secon-
dary constriction and location of an tDNA/NOR in
the same region on the medium autosome indicates
a rearrangement that has been fixed in this group.
A single bivalent carrying thel8S rDNA cluster
found in the paracentromeric/interstitial/distal re-
gions in different sized chromosomes was previ-
ously observed in European representatives of
Saginae (WARCHALOWSKA-SLIWA et al. 2009) and

both European (e.g. WARCHALOWSKA-SLIWA ef al.
2013b) and African Phaneropterinae (HEMP ef al.
2010, 2013, 2015). In addition one active NOR
seems to be a typical feature of karyotypes with the
ancestral chromosome number in European Tetti-
goniinae (WARCHALOWSKA-SLIWA et al. 2005).
In Genus aff. Parnassiana sp. 1 (only one individual
examined), the pattern of heterochromatin distri-
bution revealed size heteromorphism in C- and
fluorochrome-positive bands in some chromo-
somes and in the intensity of the rDNA hybridiza-
tion signals and NOR on homologous pair/s of
autosomes (indicated by an asterisk in Table 2).
Similar heteromorphism has been observed in
other tettigoniids (e.g. WARCHALOWSKA-SLIWA
etal.2013a,b; GRZYWACZ et al. 2014a, b) as a re-
sult of different mechanisms, i.e. homologous
translocation, unequal crossing-over, or specific
rearrangements of repetitive DNA families.

The occurrence of B chromosomes has been pre-
viously noted in some tettigoniid species (for a re-
view see WARCHALOWSKA-SLIWA et al. 2008). In
the tribe Platycleidini, supernumerary chromo-
somes were not found up to now. In the present
study, we found the same type of Bs in P. fusca
(female 2n = 32) and P. parnassica (male 2n = 29)
being both mitotically and meiotically stable.
However, the origin of Bs is currently unclear as
this question requires a comparison of the DNA se-
quences shared by both autosomes and Bs.

Finally, the results described herein constitute
the first step towards a better understanding of the
chromosomal reorganization and evolution within
the tribe Platycleidini and thus also within the sub-
family Tettigoniinae. Besides changes in chromo-
some number and morphology (by Rb-translocation),
interspecific autosomal differentiation has in-
volved minor differences concerning the hetero-
chromatin composition and distribution obtained
by C-banding and fluorochrome staining. How-
ever, TDNA/NOR distribution has not proven to be
a good cytogenetic marker for distinguishing taxa
in the genus Parnassiana. Among other tettigo-
niids, chromosomal variability for the 18S rDNA
was noticed, with species characterized by multi-
ple clusters, including species in which this cyto-
genetic marker seems to be a good tool for
distinguishing species/genera and phylogenetic
lineages (e.g. GRZYWACZ et al. 2011; WARCHA-
LOWSKA-SLIWA et al. 2013a, b). Future cytoge-
netic and molecular studies involving larger sam-
ples and more species of Parnassiana and related
genera are needed in order to gain a more compre-
hensive view of the chromosome evolution in this

group.



New Cytogenetic Data for the Genus Parnassiana 7

Acknowledgements

Supported by grant 2011/01/B/NZ8/01467 from
the National Science Centre, Poland (B. GRZY-
WACZ) and bilateral project between the Polish
Academy of Sciences and Bulgarian Academy of
Sciences (E. WARCHALOWSKA-SLIWA & D.P.
CHOBANOV).

References

CABRERO J., CAMACHO J.P.M. 2008. Location and expres-
sion of ribosomal RNA genes in grasshoppers: Abundance
of silent and cryptic loci. Chromosome Res. 16: 595-607.

CABRERO J., LOPEZ-LEON M.D., TERUEL M., CAMACHO J.P.M.
2009. Chromosome mapping of H3 and H4 histone gene
clusters in 35 species of acridid grasshoppers. Chromosome
Res. 17: 397-404.

GRZYWACZ B., CHOBANOV D.P., MARYANSKA-NADACHOWSKA A.,
KARAMYSHEVA T.V., HELLER K.-G., WARCHALOWSKA-
SLIWA E.2014a. A comparative study of genome organiza-
tion and inferences for the systematics of two large bush-
cricket genera of the tribe Barbitistini (Orthoptera:
Tettigoniidae: Phaneropterinae). BMC Evol. Biol. 14: 48.

GRzZYWACZ B., HELLER K.-G., LEHMANN AW,
WARCHALOWSKA-SLIWA E., LEHMANN G.U.C. 2014b.
Chromosomal diversification in the flightless Western
Mediterranean bushcricket genus Odontura (Orthoptera:
Tettigoniidae: Phaneropterinae) inferred from molecular
data. J. Zool. Sys. Evol. Res. 52: 109-118.

GRZYWACZ B., MARYANSKA-NADACHOWSKA A., CHO-
BANOV D.P., KARAMYSHEVA T.V., WARCHALOWSKA-SLIWA E.
2011. Comparative analysis of the location of rDNA in the
Palaearctic bushcricket genus Isophya (Orthoptera: Tettigo-
niidae: Phaneropterinae). Eur. J. Entomol. 108: 509-517.

HELLER K.-G. 2006. Song evolution and speciation in bush-
crickets (Orthoptera, Tettigonioidea). (In: Insect Sounds and
Communication: Physiology, Behaviour, Ecology, and Evo-
lution. S. Drosopoulos & M. Claridge eds, CRC Press at
Taylor & Francis Group, Boca Raton 2006): 137-152.

HEMP C., HELLER K.-G., WARCHALOWSKA-SLIWA E.,
GRZYWACZ B., HEMP A. 2013. Biogeography, ecology,
acoustics and chromosomes of East African Eurycorypha
Stll species (Orthoptera, Phaneropterinae) with the descrip-
tion of new species. Org. Divers. Evol. 13: 373-395.

HEMP C., HELLER K.-G., WARCHALOWSKA-SLIWA E.,
GRZYWACZ B., HEMP A. 2015. Review of the Plangia
graminea (Serville) complex and the description of new
Plangia species from East Africa (Orthoptera: Phaneropteri-
dae, Phaneropterinae) with data on habitat, bioacoustics, and
chromosomes. Org. Divers. Evol. 15: 471-488.

HEMP C., HELLER K.-G., WARCHALOWSKA-SLIWA E.,
HEMP A. 2010. A new genus and species of African Phaner-
opterinae (Orthoptera: Tettigoniidae), with data on its ecol-
ogy, bioacoustics and chromosomes. Org. Divers. Evol. 10:
215-226.

HEWITT G.M. 1979. Grasshoppers and Crickets. Animal Cy-
togenetics,3. Insecta I. Orthoptera. Borntracger, Berlin,
Stuttgart. Pp. 170.

HOCHKIRCH A., NIETO A., GARCIA CRIADO M., CALIX M.,
BRAUD Y., BUZZETTIF.M., CHOBANOV D., ODE B., PRESA
ASENSIO J.J., WILLEMSE L., ZUNA-KRATKY T., BARRANCO
VEGA P., BARROS F., BUSHELL M., CLEMENTE M.E.,
CORDERO TAPIA P.J., CORREAS JR., DUSOULIER F.,
FERREIRA S., FONTANA P., GARCIA M.D., HELLER K.-G.,
IORGU LS., IVKOVIC S., KATI V., KLEUKERS R., KRISTIN A.,

LEMONNIER-DARCEMONT M., LEMOS P., MASSA B.,
MONNERAT C., PAPAPAVLOU K.P., PRUNIER F., PUSHKAR T.,
ROESTIC., RUTSCHMANNF_, SIRIN D., SKEJO J., SZOVENYIG.,
TZIRKALLI E., VEDENINA V., BARAT DOMENECH ]J.,
DEFAUT B., FARTMANN T., GOMBOC S., GUTIERREZ-
RODRIGUEZ J., HOLUSA J., ILLICH 1., KARJALAINEN S.,
KOCAREK P., KORSUNOVSKAYA O., LIANA A., LOPEZ H.,
MORIN D., OLMO-VIDAL J.M., PUSKAS G., SAVITSKY V.,
STALLING T., TUMBRINCK J. 2016. European Red List of
Grasshoppers, Crickets and Bush-crickets. Luxembourg:
Publications Office of the European Union.

JETYBAYEV LE., BUGROV A.G., KARAMYSHEVA T.V.,
CAMACHO J.P.M., RUBTSOV N.B. 2012. Chromosomal lo-
calization of ribosomal and telomeric DNA provides new in-
sights on the evolution of Gomphocerinae grasshoppers.
Cytogenet. Genome Res. 138: 36-45.

KRALJ., MUSILOVA J., STAHLAVSKY F., REZAC M., AKAN Z.,
EDWARDS R.L., COYLE F.A., ALMERJE C.B. 2006: Evolu-
tion of the karyotype and sex chromosome systems in basal
clades of araneomorph spider (Aranea: Araneomorphae).
Chromosome Res. 14: 859-880.

LORETO V., CABRERO J., LOPEZ-LEONM.D., CAMACHO J.P.M.,
SouzA M.J. 2008. Comparative analysis of rDNA location
in five Neotropical gomphocerine grasshopper species. Ge-
netica 132: 95-101.

ROCHAM.F.,MELON.F., SOUZA M.J. 201 1. Comparative cy-
togenetic analysis of two grasshopper species of the tribe
Abracrini (Ommatolampinae, Acrididae). Genet. Mol. Biol.
34:214-219.

SCHNEIDER M.C., ROSA S.P., ALMEIDA M.C., COSTA C.,
CELLA D.M. 2007. Chromosomal similarities and differ-
ences among four Neotropical Elateridae (Conoderini and
Pyrophorini) and other related species, with comments on
the NOR patterns in Coleoptera. J. Zool. Syst. Evol. Res. 45:
308-316.

SCHWEIZER D. 1976. Reverse fluorescent chromosome band-
ing with chromomycin and DAPI. Chromosoma 58:
307-324.

SUMNER S.G. 1972: A simple technique for demonstrating
centromere heterochromatin. Exp. Cell. Res. 75: 304-306.

WARCHALOWSKA-SLIWA E. 1998. Karyotype characteristics
of katydid orthopterans (Ensifera, Tettigoniidae) and re-
marks on their evolution at different taxonomic levels. Folia
Biol. (Krakéw) 46: 143-176.

WARCHALOWSKA-SLIWA E., GRZYWACZ B., MARYANSKA-
NADACHOWSKA A., KARAMYSHEVA T.V., CHOBANOV D.P.,
HELLER K.-G. 2013a. Cytogenetic variability among Brady-
porinae species (Orthoptera: Tettigoniidae). Eur. J. Ento-
mol. 110: 1-12.

WARCHALOWSKA-SLIWA E., GRZYWACZ B., MARYANSKA-
NADACHOWSKA A., KARAMYSHEVA T.V., HELLER K.-G.,
LEHMANN A.W., LEHMANN G.U.C., CHOBANOV D.P.
2013b. Molecular and classical chromosomal techniques re-
veal diversity in bushcricket genera of Barbitistini (Orthop-
tera). Genome 56: 667-676.

WARCHALOWSKA-SLIWA E., GRZYWACZ B., MARYANSKA-
NADACHOWSKA A., KARAMYSHEVA T.V., RUBTSOV N.B.,
CHOBANOV D.P. 2009. Chromosomal differentiation
among bisexual European species of Saga Charp. (Orthop-
tera, Tettigoniidae, Saginae) detected by both classical and
molecular methods. Eur. J. Entomol. 106: 1-9.

WARCHALOWSKA-SLIWA E., HELLER K.-G., MARYANSKA-
NADACHOWSKA A. 2005.Cytogenetic variability of Euro-
pean Tettigoniinae (Orthoptera, Tettigoniidae): Karyotypes,
C-and Ag-NOR-banding. Folia Biol. (Krakéw) 53: 161-171.

WARCHALOWSKA-SLIWA E., MARYANSKA-NADACHOWSKA A.
1992. Karyotypes, C-bands, NORs location in spermato-
genesis of Isophya brevipennis Brunner (Orthoptera: Phan-
eropteridae). Caryologia 45: 83-89.



8 B. GRZYWACZ et al.

WARCHALOWSKA-SLIWA E., MARY ANSKA-NADACHOWSKA A.,
BUGROV A.G. 1992. Karyotypes, C- heterochromatin, and
NOR in three species of the genus Gampsocleis Fieb. (Or-
thoptera: Tettigonioidea: Decticinae). Folia Biol. (Krakow)
40: 119-127.

WARCHALOWSKA-SLIWA E., MARYANSKA-NADACHOWSKA A.,
GRZYWACZ B., KARAMYSHEVA T., LEHMANN A.W.,
LEHMANN G.U.C., HELLER K.-G. 2011. Changes in the
numbers of chromosomes and sex determination system in

bushcrickets of the genus Odontura (Orthoptera, Tettigonii-
dae, Phaneropterinae). Eur. J. Entomol. 108: 183-195.

WARCHALOWSKA-SLIWA E., CHOBANOV D.P., GRZYWACZ B.,
MARYANSKA-NADACHOWSKA A. 2008. Taxonomy of the
genus Isophya (Orthoptera, Phaneropteridae, Barbitistinae):
Comparison of karyological and morphological data. Folia
Biol. (Krakow) 56: 227-241.

WHITE M.J.D. 1973. Animal Cytology and Evolution, 3rd ed.
Cambridge Univ. Press, London.




<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


