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Abstract: A comprehensive review of main approaches, techniques and results of the chromosome
study of parasitic wasps is given. In this group, the haploid chromosome number ranges from
n = 3 to 23. Distribution of parasitic wasp species by the chromosome number is bimodal, with
two obvious modes at n = 6 and 11. Karyotype analysis based on routinely stained preparations
of mitotic chromosomes can be used to identify members of taxonomically complicated parasitoid
taxa and to distinguish between them. Morphometric study effectively reveals subtle differences
between similar chromosome sets of parasitic wasps. If combined with meiotic analysis and/or
cytometric data, information on mitotic karyotypes can highlight pathways of the genome evolution in
certain parasitoid taxa. C- and AgNOR-banding as well as staining with base-specific fluorochromes
detected important interspecific differences within several groups of parasitic wasps. Fluorescence
in situ hybridization (FISH) is successfully used for physical mapping of various DNA sequences
on parasitoid chromosomes. These techniques demonstrate that heterochromatic segments are
usually restricted to pericentromeric regions of chromosomes of parasitic wasps. Haploid karyotypes
carrying one or two nucleolus organizing regions (NORs) are the most frequent among parasitoid
Hymenoptera. In combination with chromosome microdissection, FISH could become a powerful
tool exploring the genome evolution of parasitic wasps. Perspectives of the comparative cytogenetic
study of parasitoid Hymenoptera are outlined.
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1. Introduction

The order Hymenoptera is one of the most species-rich, taxonomically complicated
and economically important groups of insects, which contains more than 150 thousand
described species [1]. At present, this order is subdivided into two suborders, Symphyta
and Apocrita [2]. The latter suborder contains two traditional major groups, i.e., Para-
sitica and Aculeata, or parasitic and aculeate wasps, respectively [3]. In turn, parasitoid
Hymenoptera harbor a few superfamilies, e.g., Ichneumonoidea, or ichneumonoid wasps
(with the families Ichneumonidae and Braconidae), Cynipoidea, or gall wasps (includes
five families, i.e., Cynipidae, Figitidae etc.), and Chalcidoidea, or chalcid wasps (with more
than 20 families, e.g., Aphelinidae, Encyrtidae, Eulophidae, Eupelmidae, Eurytomidae,
Pteromalidae, Torymidae, and Trichogrammatidae) [1].

Despite there being currently about 80 thousand described species in the world fauna
of parasitoid Hymenoptera [1], their potential number certainly exceeds one million [4,5].
Many parasitic wasps are of considerable economic importance, since they attack a wide
array of insects and other arthropods, including a number of significant pests of agriculture
and forestry [6]. However, cytogenetic features of parasitoid Hymenoptera remain poorly
studied. Specifically, chromosomes of about 500 species of this group are known up to
now [7], which therefore constitutes less than 0.05 per cent of their potential number. Never-
theless, certain important studies in this field were published during recent decades. These
works investigated parasitoid karyotypes using both routine chromosome staining as well
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as more advanced techniques (see below). In turn, this research had various aims, which
defined the whole range of different approaches, methods and results obtained during
these studies. In particular, data obtained by modern techniques are predominantly used in
genetic studies of parasitic wasps [8]. On the other hand, information on the chromosome
number and analogous features of the karyotype structure is mostly, but not exclusively,
requested by contemporary taxonomy of this group [9]. Moreover, chromosomal characters
can successfully distinguish between closely related species of parasitoid Hymenoptera,
including cryptic ones (see below). The present survey therefore reviews the current state
of the karyotypic study of parasitic wasps with an emphasis on the last 10–15 years.

2. Techniques Used

Historically, chromosomes of Hymenoptera were initially studied on sectioned ma-
terial [10]. However, sectioning was an inappropriate method of the karyotypic study,
since it led to serious errors in evaluating chromosome number, shape and size [11]. Later
on, the technique of squash preparations was introduced into the chromosome study of
hymenopterous insects [10]. This method provides better results in terms of chromosome
morphology, but the preparations obtained cannot be stored for a long time; nevertheless,
they can be converted into permanent ones using dry ice or liquid nitrogen. Although
the technique of squash preparations was used for studying parasitoid karyotypes for
several decades [12–15], an important improvement of this method was implemented in
the 1960s. This modification included pretreatment of the tissue in question with colchicine
(or colcemid) and hypotonic saline solution to block the dividing cells at metaphase and to
make the chromosomes spread apart [16]. After that, the tissue was treated with, e.g., 60%
acetic acid to turn it into cell suspension, which was then applied to the slide, stained and
covered with a coverslip. Further development of this technique led to the introduction
of permanent air-drying preparations, with this suspension dried on the slide and subse-
quently stained [17,18]. To enrich the suspension with dividing cells, centrifugation can
also be used, especially for smaller objects [19]. The preparations made with this technique
yield the best results in terms of chromosome size and shape, and can be stored for years
without losing their quality.

Nowadays, routine staining with Giemsa solution and other similar dyes remains
a primary technique aimed to visualize parasitoid chromosomes [7]. In turn, routinely
stained chromosome sets can be measured to calculate various characteristics of the kary-
otype. Among these parameters, relative length (RL) and centromeric index (CI) of an
individual chromosome are the most important [20]. Both RLs and CIs can be calculated
from measurements taken with any regular or specialized software, e.g., KaryoType [21].
Moreover, hymenopteran males lack normal meiosis, but meiotic divisions often can be
studied on preparations of developing ovaries (see, e.g., [22]). Furthermore, data on kary-
otype structure of parasitic wasps also can be complemented by those on the genome
size [23,24]. At present, the latter parameter is usually evaluated via flow cytometry [25].

As noted before [8,26], methods of differential staining of parasitoid karyotypes can be
provisionally subdivided into “traditional” and “modern” ones. Specifically, “traditional”
techniques include C-, AgNOR-, and sometimes also G-banding [27–29]. The first two
banding methods visualize constitutive heterochromatin and nucleolus organizing regions
(NORs), respectively, through the application of alkaline solutions and silver impregnation.
In addition, G-bands appear after treating chromosomes with proteolytic enzymes.

“Modern” techniques of differential chromosome staining include the use of base-
specific fluorochromes, fluorescence in situ hybridization (FISH) and immunocytochem-
istry [8,26]. Certain base-specific fluorescent dyes, for example, 4′, 6-diamidino-2-phenylindole
(DAPI) and Hoechst 33258, stain AT-rich chromosome segments, whereas chromomycin A3
(CMA3) reveals GC-rich ones [30]. Moreover, a few other fluorochromes, e.g., propidium
iodide (PI), can bind to total DNA irrespective of its base content. Nowadays, FISH rep-
resents a powerful tool for physical mapping of various DNA sequences (probes) [31,32].
This technique essentially implies the hybridization of fluorochrome-conjugated DNA
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probes to metaphase chromosomes or interphase nuclei [33]. These probes can be obtained
using different procedures, i.e., via direct synthesis, amplification of existing sequences, or
chromosome microdissection [32]. DNA from microdissected chromosomes and/or chro-
mosomal segments can be used to produce chromosome painting [32,33]. Finally, various
compounds can be visualized on chromosomes using immunocytochemical techniques [34],
which involve specific antibodies conjugated with fluorescent dyes.

3. Principal Results
3.1. Genetic Features

Arrhenotokous parthenogenesis, i.e., development of male individuals from unfer-
tilized eggs, is characteristic of most members of the order Hymenoptera, including par-
asitoids [7,35]. In this order, arrhenotoky is usually combined with haplodiploidy, when
females and males develop from single diploid and haploid cells, respectively [10,35]
(Figure 1A,B). Specifically, haploid males are normally produced under complementary
sex determination (CSD), which is an ancestral trait in the Hymenoptera, or by genomic
imprinting ([36] and references therein). Nevertheless, diploid or even triploid males
can result from intensive inbreeding under CSD [37]. On the other hand, transitions to
thelytokous parthenogenesis, i.e., development of females from unfertilized eggs, are rel-
atively frequent in the order [10,35]. Moreover, many members of the family Cynipidae
are characterized by cyclical thelytoky, which alternates with arrhenotoky within different
generations. In parasitoid Hymenoptera, thelytoky is often (but not always) caused by en-
dosymbiotic microorganisms, which mostly belong to the genus Wolbachia [36]. In addition,
CSD can be replaced by paternal genome elimination (PGE) in certain populations of a few
parasitic wasp species. In most of these populations, the paternal genome is eliminated
due to certain factors carried by specific elements, i.e., PSR (paternal-sex-ratio), or parasitic
B chromosomes (see below).
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Pronotalia trypetae (Eulophidae), female mitotic karyotype, 2n = 12 (D); Pteromalus sp. aff. albipennis
(Pteromalidae), female mitotic karyotype, 2n = 10 (E). Scale bar = 5 µm.
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3.2. Main Details of Karyotype Structure

To demonstrate certain morphological features of chromosomes of parasitic wasps, a
few original micrographs of parasitoid karyotypes are given here (Figure 1). All studied
species were collected in several locations in European Russia. Air-drying chromosome
preparations were made from cerebral ganglia of prepupae and ovaries of adult females
(see [7] for technical details). Chromosomes were stained with Giemsa solution; images
were obtained using an optic microscope Zeiss Axioskop 40 FL fitted with a digital camera
Axiocam 208 color (Carl Zeiss, Germany).

Chromosomes of parasitoid Hymenoptera are relatively long (about 5 µm on average)
and monocentric, i.e., each of them carries a single centromere [7,10]. In this group, the
haploid chromosome number (n) ranges from 3 to 23 [8]. To be precise, 2n = 4 (i.e.,
n = 2) was reported for a particular species of the family Trichogrammatidae (see [7]),
but this report was apparently erroneous. Distribution of parasitic wasp species by the
chromosome number is bimodal, with two obvious modes at n = 6 and 11. These modes
are characteristic of most members of the superfamilies Chalcidoidea and Ichneumonoidea,
respectively [7,26]. However, certain lower taxa that belong to these large groups have
substantially different chromosome numbers. For example, members of the subfamily
Aphidiinae (Braconidae) have n = 3–9, with a clear maximum at n = 7 [7]. Moreover, many
chalcid families can be subdivided into the “low-numbered” and “high-numbered” ones,
with modal n values of 5–6 and 10–11, respectively [26].

In many parasitoid karyotypes, chromosomes more or less gradually decrease in
size, but strong differences in this respect were found, e.g., in most members of the fami-
lies Eulophidae and Torymidae [38] (Figure 1D). Chromosomes of many parasitoids are
predominantly represented by metacentrics and/or submetacentrics, i.e., they are clearly
biarmed [39] (Figure 1D,E). Nevertheless, subtelocentrics and acrocentrics can prevail in
the karyotypes of certain Cynipoidea and Chalcidoidea [26,40]. Moreover, both sizes and
centromere positions of chromosomes within a given set can be evaluated using the termi-
nology of symmetrical vs. asymmetrical karyotypes (see [21]). Specifically, symmetrical
chromosome sets contain obviously biarmed elements (i.e., metacentrics and/or submeta-
centrics) which show a continuous gradation in length. The more the karyotype deviates
from this pattern, the more asymmetrical it is considered.

It is well known that, in addition to A chromosomes, i.e., constant elements of the
normal karyotype, B chromosomes, which facultatively present in the chromosome set,
can also exist [35]. The highest number of the latter elements was found in a particular
parasitoid of the family Eulophidae, Pnigalio gyamiensis with 2n = 12 + 0–6B [41], and B
chromosomes were also detected in some other members of this genus [42]. In many organ-
isms, these chromosomes do not have strong visible effect on external morphology of their
carriers (see e.g., [35]), but this is often not the case in parasitoid Hymenoptera. Specifically,
particular B chromosomes were discovered in two unrelated members of the superfamily
Chalcidoidea, namely, Nasonia vitripennis (Pteromalidae) [43] and Trichogramma kaykai (Tri-
chogrammatidae) [44,45]. In both these parasitoids, a paternally inherited B chromosome
carries a specific factor, which almost completely eliminates the paternal chromosome set
(except itself) from the diploid zygote. The latter therefore transforms into a haploid one,
which develops into a male (see above). Somewhat analogous elements were also found in
Aphidius ervi (Braconidae) [46]. However, in this species a pair of B chromosomes is present
in an obviously thelytokous strain, and is apparently responsible for a possible doubling of
the initially haploid chromosome set of the developing egg.

As noted above, hymenopteran males lack the reductional meiotic division [10]. How-
ever, in females of parasitic wasps, normal meiosis occurs in the way similar to many
other organisms. In addition, numerous transitions to thelytoky via several basic mech-
anisms occur in this group (see above). Up to now, morphological diversity of meiotic
chromosomes of parasitoid Hymenoptera has been fragmentarily studied ([7] and refer-
ences therein). Nevertheless, the number of chiasmata per bivalent usually ranges from
one to two (Figure 1C). The majority of chiasmata are terminal, but subterminal and even
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interstitial chiasmata are detected in some cases. If both mitotic and meiotic divisions are
available for same species, the number of ring vs. rod meiotic bivalents usually matches
that of obviously biarmed chromosomes vs. subtelocentrics plus acrocentrics (see e.g., [22]).

According to the Animal Genome Size Database [47], the genome size of parasitic
wasps varies almost by the order of magnitude, i.e., from 0.10 to 0.99 pg. In many cases,
it is difficult to detect a substantial pattern of change in this parameter at higher taxo-
nomic levels. Nevertheless, a few comparative studies of closely related parasitoid species,
with their chromosome measurements complemented with genome size estimates, were
performed during recent years [23,24]. These studies demonstrate that the total length
of chromosomes of the haploid karyotype generally increases together with the amount
of nuclear DNA. On the other hand, the genome size can change irrespective of visible
chromosomal rearrangements, as it was shown for several groups of the genus Aphelinus
(Aphelinidae) [24]. However, the above-mentioned studies suggest that closely related
parasitoid species with karyotypes containing higher proportions of subtelocentric and/or
acrocentric chromosomes often have lower genome sizes. If this is the case, amplification
or deletion of heterochromatin, which is usually enriched with repetitive DNA sequences,
could probably account for this phenomenon.

In parasitoid Hymenoptera, heterochromatic segments are usually restricted to peri-
centromeric regions [7]. Nevertheless, telomeric and intercalary heterochromatic blocks
also occur on chromosomes of these insects [48]. Moreover, shorter arms of certain biarmed
chromosomes are fully heterochromatic [49]. In fact, even closely related species of par-
asitic wasps can strongly differ in the localization and size of heterochromatic segments.
For example, chromosomes of Dirophanes callopus and D. invisor (Ichneumonidae) with
2n = 18 and 20, respectively, share similar karyotypes in terms of heterochromatin dis-
tribution [49]. Predominantly pericentromeric segments of constitutive heterochromatin
are characteristic of both these species. On the contrary, the karyotype of D. fulvitarsis,
which also has 2n = 20, carries extensive heterochromatic segments which also include
fully heterochromatic shorter arms of several metacentrics. In addition, polymorphism that
involved size of pericentromeric heterochromatin was discovered in a particular pair of
metacentric chromosomes of D. invisor [49]. Mostly heterochromatic B chromosomes were
also found in A. ervi ([46], see above).

Among other important features of parasitoid karyotypes, the number and localiza-
tion of NORs were studied during the last few decades ([42,44,45,50–52] etc.). However,
these structures can be revealed on chromosomes using different techniques. Historically,
NORs on parasitoid chromosomes were first visualized using silver impregnation (AgNOR-
banding) (see e.g., [42,44]). This method was able to reveal interspecific differences among
closely related parasitoid species [48,53,54]. CMA3 is also used to visualize NORs on
parasitoid chromosomes ([55,56] etc.), but this fluorochrome sometimes stains multiple
CG-rich chromosome segments, which obviously do not represent NORs, as, for example,
in Trichospilus diatraeae (Eulophidae) [57]. Nevertheless, FISH with rDNA probes can appar-
ently be considered the most reliable technique for revealing these sites ([51,52,55] etc.). All
these data suggest that haploid karyotypes carrying one or two NORs, which is characteris-
tic of all studied Cynipoidea and Chalcidoidea, are the most frequent among parasitoid
Hymenoptera in general [7], but three and even six rDNA clusters were found in certain
Ichneumonidae (Ichneumon amphibolus) and Braconidae (Diachasmimorpha longicaudata) with
higher chromosome numbers (2n = 24 and 40, respectively) [50,51].

Chromosomes of quite a few species of parasitic wasps, i.e., Encarsia berlesei and
E. inaron (Aphelinidae), as well as N. vitripennis, were studied using G-banding [19,48,58].
In all these parasitoids, G-banding presumably allowed for a precise identification of every
chromosome within a given karyotype. However, establishing interspecific homeology
between these elements in both members of Encarsia appeared impossible.

In parasitoid Hymenoptera, FISH is also used to physically map other repetitive DNA
sequences. For example, C0t-50 and EcoRI repeat were mapped on the chromosomes of
T. kaykai [44]. In the haploid karyotype of this species, the latter repeat forms two narrow
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terminal clusters, whereas the C0t-50 probe provided strong and predominantly expanded
signals on three particular A chromosomes, together with the PSR element. Analogously,
a number of interspersed repeats associated with the PSR chromosome were revealed
in the karyotype of N. vitripennis ([59], also see above). In addition, probes containing
different fragments of the genome of a symbiotic polydnavirus mapped a particular site
on the chromosomes of Cotesia congregata (Braconidae) using non-fluorescence in situ
hybridization [60].

The structure of telomeres in parasitic wasps apparently deserves special attention.
Previously, the canonical insect telomeric repeat, TTAGG, which was found at least in the
lower Hymenoptera [61], was detected neither in parasitoids [51] nor in many Aculeata,
except for the families Formicidae and Apidae [62]. However, FISH with the TTATTGGG
probe recently visualized this motif at all telomeres of N. vitripennis [63]. A subsequent
bioinformatic analysis [64] confirmed that the TTATTGGG telomeric repeat (with a few
minor changes) is characteristic of all studied members of the superfamily Chalcidoidea.
Moreover, an extensive search [65] revealed much broader variation of telomere structure
in the order Hymenoptera and in parasitoids in particular. For example, all three examined
species of the family Ichneumonidae have extremely divergent telomeric motifs, i.e., TTC-
CTC in Buathra laborator, TTAAAACGCC in Ichneumon xanthorius, and a poly-T sequence
of 306 to 629 bp in Amblyteles armatorius [65].

At present, the only immunochemical study of parasitoid chromosomes was per-
formed a few years ago [55]. In this work, specific antibodies against 5-methylcytosine
were used to visualize DNA methylation profiles along the chromosomes of two closely
related members of the genus Entedon (Eulophidae). In these species, most intensively
methylated regions were generally restricted to telomeric segments of all chromosomes [55].

3.3. Chromosomal Rearrangements

Although known chromosomal mutations of parasitic wasps were reviewed more
than a decade ago in the corresponding monograph [7], new important information on
this subject was obtained during the last years. Specifically, chromosome sets of most
members of the Aphelinus varipes species complex with n = 4 contain two metacentrics
and two acrocentrics, but the karyotype of A. kurdjumovi harbors the only metacentric
and three acrocentric chromosomes [24]. In addition, the smaller metacentric of another
species, A. hordei, has a significantly lower CI if compared to most other members of this
complex. Since this chromosome is acrocentric in A. kurdjumovi, a sister species to A. hordei,
we therefore suggested that these two parasitoids share a certain pericentric inversion,
followed by another rearrangement of this kind in A. kurdjumovi [24]. Together with
inversions, other structural rearrangements of parasitoid chromosomes apparently include
changes in the amount and localization of the constitutive heterochromatin ([48,49], see
above). Finally, translocations are also involved in the process of karyotype transformation
of parasitic wasps (see [7] for review).

On the other hand, numerical changes of parasitoid chromosome sets are characteristic
of the karyotype evolution of this group. Among these rearrangements, chromosomal
fusions are likely to play the leading role [7]. For example, most studied species of the
genus Eurytoma (Chalcidoidea, Eurytomidae) have n = 10 (Figure 1A–C), but apparently
related members of two particular species groups, E. robusta, E. serratulae and E. compressa,
have n = 7, 6 and 5, respectively, due to consecutive pairwise fusions [22]. Analogous
rearrangements are likely responsible for the origin of karyotypes with lower chromosome
numbers in certain species of another genus, Metaphycus (Encyrtidae), i.e., M. angustifrons
and M. stanleyi with n = 9 and 5, respectively, as opposed to n = 10 in both M. flavus and
M. luteolus [66]. Analogously, the chromosome set of Andricus mukaigawae (Cynipidae) with
2n = 12 apparently results from several centric fusions occurred in the karyotype having
2n = 20, which predominates in the genus Andricus, and another rearrangement of this
kind can be observed in A. kashiwaphilus with 2n = 10, a sister species to A. mukaigawae [18].
Similarly, the chromosome set of Tycherus ischiomelinus (Ichneumonidae) with 2n = 18
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likely originates via at least two consecutive fusions from that characteristic of most other
members of this genus (2n = 22), including its putative sister species, T. australogeminus [67].

However, many details of chromosomal fusions in parasitoids remain poorly known.
For instance, a molecular study of the Lariophagus distinguendus species complex (Pteromali-
dae) suggests a particular fusion in the karyotype with n = 5, as opposed to the chromosome
set with n = 6 [68], and even sophisticated techniques of chromosomal analysis cannot fully
resolve all rearrangements occurring in this complex [69]. Specifically, a combination of
microdissection with chromosome painting demonstrated that the only acrocentric and a
smaller metacentric chromosome in the karyotype with n = 6, respectively, correspond to
the shorter and longer arms of the largest metacentric in the chromosome set with n = 5.
Nevertheless, we still do not know whether this fusion was preceded by a pericentric
inversion and, consequently, whether this rearrangement was either centric or tandem [69].
In the former case, the inverted section of the chromosome can represent a “supergene” [70],
i.e., a non-recombining chromosome segment already discovered e.g., in some ants [71].
Chromosome painting was also used to distinguish between morphologically similar
metacentrics in the haploid karyotype of N. vitripennis with n = 5 [58].

Putative fissions and other numerical changes of parasitoid karyotypes also remain
poorly studied [7]. Nevertheless, obvious chromosomal mutations of that kind were
recorded in these insects. Among these rearrangements, polyploidy was discovered in
the only fully triploid thelytokous species of parasitic wasps, Diplolepis eglanteriae (Cynip-
idae) [40]. Apart from this record, a polyploid strain (containing both triploid females
and diploid males) of N. vitripennis is maintained in the lab [72]. However, controlled
crossings are needed to reliably obtain polyploid individuals in this case. Diploid males
were also discovered in a number of other parasitoid species, especially those having CSD
(see above). In addition, low fecundity of triploid females of N. vitripennis was apparently
ascribed to frequent aneuploidy (and hence high lethality) in the offspring, but no cytologi-
cal evidence, which could favor this assumption, was presented [72]. On the other hand,
viable aneuploid individuals were recorded in a few other species of parasitic wasps [7],
e.g., Torymus bedeguaris [51]. Finally, intraspecific changes in the number of B chromosomes
were also observed in some parasitoids ([42], also see above).

3.4. Karyotype Evolution

Phylogenetic analysis of chromosomal variation among higher taxa of the order
Hymenoptera suggests that ancestral parasitoid karyotypes apparently had relatively high
n values (n = 14–17) with the predominance of biarmed chromosomes [7] (Figure 2). In
turn, independent multiple reductions in the chromosome number occurred within various
lineages of parasitic wasps [39] (see, e.g., Figure 1B,D,E). In fact, two main processes
dominated during the karyotype evolution of parasitoid Hymenoptera. In addition to the
reduction in the chromosome number, it is karyotypic dissymmetrization due to an increase
in size differentiation of chromosomes as well as in the proportion of subtelocentrics and
acrocentrics within karyotypes [7]. However, reverse processes, i.e., an increase in the
chromosome number and/or in the proportion of metacentrics and submetacentrics within
certain karyotypes, occurred within various lineages, but these processes were far more
restricted (see e.g., [22]).

As far as taxonomic levels of karyotype evolution of parasitic wasps are concerned, we
can provisionally identify chromosomal changes below the species level as well as within
higher taxa. In parasitoids, intraspecific chromosomal variation, either as spontaneous
mutations or in the form of stable polymorphism, includes differences in the amount of
the constitutive heterochromatin, polyploidy, aneuploidy and changes in the number of
B chromosomes [7]. Similar differences in the localization and amount of the constitutive
heterochromatin and those in the number and localization of NORs are also characteristic
of groups of closely related species, together with inversions and chromosomal fusions.
This is apparently true for the higher taxa as well (also see above). Another interesting
question regards possible symmetry and/or asymmetry of the macroevolutionary change,
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e.g., during the increase/decrease in the chromosome number. At present, it seems that
these changes are asymmetrical in terms of mutations involved in these processes [7], but
this problem is definitely far from being fully resolved.
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If the genome size is also taken into account, the corresponding analysis demon-
strates that the karyotype structure often evolves independently of it [24]. In turn, this
can be explained either by the possibility of accumulation/loss of repetitive sequences
without changing the visible karyotype structure, or by the fact that many chromosomal
rearrangements of parasitoid karyotypes, e.g., fusions/fissions, do not significantly alter
the genome size.

3.5. Taxonomic Implications

Nowadays, there is rising awareness among the experts about the significance of
chromosomal data for parasitoid taxonomy [9]. This is mainly due to the very nature
of karyotypic characters, which often can distinguish between closely related forms. In
addition, this situation can be partly explained by understanding of the complex structure
of many morphospecies, which, in turn, was realized mainly due to molecular studies.
Nevertheless, karyotypic research also demonstrates that these morphospecies often include
certain cryptic lineages.

Perhaps the most interesting case, which shows the importance of the chromosome
study for parasitoid taxonomy, can be found in the family Pteromalidae. Specifically, kary-
otypic research of the presumably well-known cosmopolitan parasitoid of a wide array
of coleopteran-stored product pests, Anisopteromalus calandrae, discovered two different
chromosome sets with n = 5 and 7 [74]. A subsequent study demonstrated that these kary-
otypes belong to two different species, which have substantial morphological differences,
alternative life-history strategies and are reproductively isolated from each other [74–76].
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Moreover, the species with n = 5 appeared to be new to science and was later described as
Anisopteromalus quinarius [77]. Another similar example involves two cryptic species of the
L. distinguendus complex with n = 5 and 6, which belong to the same family [68,69].

Analogously, karyotypic characters helped reveal previously unknown species in other
chalcid families. For example, both newly described Eupelmus barai and E. rameli (Eupelmi-
dae) with 2n = 12 differ from two most closely related species, E. vesicularis and E. messene,
respectively (both have 2n = 10), in a combination of morphological and chromosomal
characters [78]. Furthermore, E. vladimiri also has 2n = 10, but, apart from all other studied
members of the subgenera Macroneura and Eupelmus s.str., its karyotype contains five pairs
of metacentric chromosomes [78]. In the family Aphelinidae, chromosome sets with 2n = 10
were discovered in two different populations formally belonging to Encarsia sophia, but
these karyotypes differ in some morphometric features as well as in the localization of
NORs [54]. However, no new species was formally described in the latter case.

New cryptic species were also discovered in the Ichneumonidae [66]. For example,
T. australogeminus with 2n = 22 was initially distinguished from closely related T. ischiomelinus
with 2n = 18 on the basis of their karyotypic features. Moreover, Aethecerus ranini and
A. dispar differ in their chromosome numbers as well (2n = 22 and 24, respectively). In
addition, a new member of the genus Andricus, A. kashiwaphilus (Cynipidae), was detected
due to the karyotypic differences between this species and A. mukaigawae (see above) [18].

Furthermore, the presence of cryptic species is suggested in a few other cases (see [7]
for review). However, different chromosome numbers reported for same parasitoid species
could also point to erroneous taxonomic identifications.

4. Conclusions

The above-mentioned results demonstrate that comparative cytogenetics of parasitoids
currently represents an intensely developing research field, with many interesting data
obtained during recent years. Most of these results can be used to better characterize certain
taxa of parasitic wasps and/or to distinguish between them. Nevertheless, possible areas of
future progress of the comparative cytogenetic research of parasitoids also can be outlined.
First, chromosome study can become an effective tool of practical distinction between
different species of economically important parasitic wasps. For example, karyotypes of all
examined members of the genus Trichogramma with the same chromosome number, n = 5,
once believed to be virtually identical [14], now appear to have substantial morphometric
differences [26,57,79,80]. Moreover, recent data obtained from massive genome sequencing
suggest that chromosome morphometry can be used for a precise evaluation of the degree
of completeness of the genome assemblage [81]. On the other hand, different FISH probes,
including those obtained by chromosome microdissection, will undoubtedly be used for
physical mapping of DNA sequences. Finally, studies of the genome size, meiotic chromo-
somes as well as comparative immunocytochemistry will further highlight evolutionary
transformations of parasitoid karyotypes. All these studies will certainly lead to a better
understanding of the genome evolution of parasitic wasps.

Funding: This research received no external funding.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All relevant data are within the present paper.

Acknowledgments: The author is very grateful to Valentina G. Kuznetsova (Zoological Institute,
Russian Academy of Sciences, St. Petersburg, Russia) for providing useful discussion.

Conflicts of Interest: The author declares no conflict of interest.



Genes 2022, 13, 751 10 of 12

References
1. Huber, J.T. Biodiversity of Hymenoptera. In Insect Biodiversity: Science and Society, 2nd ed.; Foottit, R.G., Adler, P.H., Eds.; Wiley

Blackwell: Oxford, UK, 2017; Volume 1, pp. 419–462.
2. Gauld, I.D.; Bolton, B. The Hymenoptera; Oxford University Press: Oxford, UK, 1988; p. 332.
3. Rasnitsyn, A.P. Origin and Evolution of Hymenopterous Insects; Nauka: Moscow, Russia, 1980; p. 191.
4. Bebber, D.P.; Polaszek, A.; Wood, J.R.I.; Barker, C.; Scotland, R.W. Taxonomic Capacity and Author Inflation. New Phytol. 2014,

202, 741–742. [CrossRef] [PubMed]
5. Forbes, A.A.; Bagley, R.K.; Beer, M.A.; Hippee, A.C.; Widmayer, H.A. Quantifying the Unquantifiable: Why Hymenoptera, not

Coleoptera, Is the Most Speciose Animal Order. BMC Ecol. 2018, 18, 21. [CrossRef] [PubMed]
6. Godfray, H.C.J. Parasitoids: Behavioral and Evolutionary Ecology; Princeton University Press: Princeton, NJ, USA, 1994; p. 475.
7. Gokhman, V.E. Karyotypes of Parasitic Hymenoptera; Springer: Dordrecht, The Netherlands, 2009; p. 183.
8. Gokhman, V.E. Comparative Karyology of Parasitic Hymenoptera: Between the Past and the Future. Proc. Russ. Entomol. Soc.

2015, 86, 31–40.
9. Gokhman, V.E. Integrative Taxonomy and Its Implications for Species-Level Systematics of Parasitoid Hymenoptera. Entomol.

Rev. 2018, 98, 834–864. [CrossRef]
10. Crozier, R.H. Hymenoptera. Animal Cytogenetics 3(7); Gebrüder Borntraeger: Berlin–Stuttgart, Germany, 1975; p. 95.
11. Sanderson, A.R. The Cytology of Parthenogenesis in Tenthredinidae. Genetica 1932, 14, 321–494. [CrossRef]
12. Goodpasture, C. Comparative courtship behavior and karyology in Monodontomerus (Hymenoptera: Torymidae). Ann. Entomol.

Soc. Am. 1975, 68, 391–397. [CrossRef]
13. Goodpasture, C.; Grissell, E.E. A Karyological Study of Nine Species of Torymus (Hymenoptera: Torymidae). Can. J. Genet. Cytol.

1975, 17, 413–422. [CrossRef] [PubMed]
14. Hung, A.C.F. Chromosome and Isozyme Studies in Trichogramma (Hymenoptera: Trichogrammatidae). Proc. Entomol. Soc. Wash.

1982, 84, 791–796.
15. Strand, M.R.; Ode, P.J. Chromosome Number of the Polyembryonic Parasitoid Copidosoma floridanum (Hymenoptera: Encyrtidae).

Ann. Entomol. Soc. Am. 1990, 83, 834–837. [CrossRef]
16. Crozier, R.H. An Acetic Acid Dissociation, Air-Drying Technique for Insect Chromosomes, with Aceto-Lactic Orcein Staining.

Stain Technol. 1968, 43, 171–173. [CrossRef] [PubMed]
17. Imai, H.T.; Taylor, R.W.; Crosland, M.W.J.; Crozier, R.H. Modes of Spontaneous Chromosomal Mutation and Karyotype Evolution

in Ants with Reference to the Minimum Interaction Hypothesis. Jpn. J. Genet. 1988, 63, 159–185. [CrossRef] [PubMed]
18. Abe, Y. Karyotype Differences and Speciation in the Gall Wasp Andricus mukaigawae (s.lat.) (Hymenoptera: Cynipidae), with

Description of the New Species A. kashiwaphilus. Entomol. Scand. 1988, 29, 131–135. [CrossRef]
19. Odierna, G.; Baldanza, F.; Aprea, G.; Olmo, E. Occurrence of G-Banding in Metaphase Chromosomes of Encarsia berlesei

(Hymenoptera: Aphelinidae). Genome 1993, 36, 662–667. [CrossRef] [PubMed]
20. Levan, A.; Fredga, K.; Sandberg, A.A. Nomenclature for Centromeric Position on Chromosomes. Hereditas 1964, 52, 201–220.

[CrossRef]
21. Altınordu, F.; Peruzzi, L.; Yu, Y.; He, X. A Tool for the Analysis of Chromosomes: KaryoType. Taxon 2016, 65, 586–592. [CrossRef]
22. Gokhman, V.E.; Mikhailenko, A.P. Karyotypic Diversity in the Subfamily Eurytominae (Hymenoptera: Eurytomidae). Folia Biol.

2008, 56, 209–212. [CrossRef]
23. Gokhman, V.E.; Johnston, J.S.; Small, C.; Rajwani, R.; Hanrahan, S.J.; Govind, S. Genomic and Karyotypic Variation in Drosophila

Parasitoids (Hymenoptera, Cynipoidea, Figitidae). Comp. Cytogenet. 2011, 5, 211–221. [CrossRef]
24. Gokhman, V.E.; Kuhn, K.L.; Woolley, J.B.; Hopper, K.R. Variation in Genome Size and Karyotype among Closely Related Aphid

Parasitoids (Hymenoptera, Aphelinidae). Comp. Cytogenet. 2017, 11, 97–117. [CrossRef]
25. Hare, E.E.; Johnston, J.S. Genome Size Determination Using Flow Cytometry of Propidium Iodide-Stained Nuclei. Mol. Methods

Evol. Genet. 2011, 772, 3–12.
26. Gokhman, V.E. Chromosomes of Parasitic Wasps of the Superfamily Chalcidoidea (Hymenoptera): An Overview. Comp. Cytogenet.

2020, 14, 399–416. [CrossRef]
27. Chiarelli, B.; Sarti Chiarelli, M.; Shafer, D.A. Chromosome Banding with Trypsin. Genetica 1972, 43, 190–194. [CrossRef] [PubMed]
28. Sumner, A.T. A Simple Technique for Demonstrating Centromeric Heterochromatin. Exp. Cell Res. 1972, 75, 304–306. [CrossRef]
29. Howell, W.M.; Black, D.A. Controlled Silver Staining of Nucleolus Organizer Regions with a Protective Colloidal Developer: A

1-Step Method. Experientia 1980, 36, 1014–1015. [CrossRef] [PubMed]
30. Schweizer, D.; Ambros, P.F. Chromosome Banding. Stain Combinations for Specific Regions. Methods Mol. Biol. 1994, 29, 97–112.
31. Sharakhov, I.V. (Ed.) Protocols for Cytogenetic Mapping of Arthropod Genomes; CRC Press: Boca Raton, FL, USA, 2015; p. 470.
32. Liehr, T. (Ed.) Fluorescence in Situ Hybridization (FISH): Application Guide; Springer: Berlin/Heidelberg, Germany, 2017; p. 606.
33. Speicher, M.R.; Carter, N.P. The New Cytogenetics: Blurring the Boundaries with Molecular Biology. Nature Rev. Genet. 2005, 6,

782–792. [CrossRef]
34. Burry, R.W. Immunocytochemistry. A Practical Guide for Biomedical Research; Springer: New York, NY, USA, 2010; p. 223.
35. White, M.J.D. Animal Cytology and Evolution; Cambridge Univ. Press: Cambridge, UK, 1973; p. 961.
36. Gokhman, V.E.; Kuznetsova, V.G. Parthenogenesis in Hexapoda: Holometabolous Insects. J. Zool. Syst. Evol. Res. 2018, 56, 23–34.

[CrossRef]

http://doi.org/10.1111/nph.12745
http://www.ncbi.nlm.nih.gov/pubmed/24716516
http://doi.org/10.1186/s12898-018-0176-x
http://www.ncbi.nlm.nih.gov/pubmed/30001194
http://doi.org/10.1134/S0013873818070059
http://doi.org/10.1007/BF01487212
http://doi.org/10.1093/aesa/68.3.391
http://doi.org/10.1139/g75-055
http://www.ncbi.nlm.nih.gov/pubmed/1203764
http://doi.org/10.1093/aesa/83.4.834
http://doi.org/10.3109/10520296809115063
http://www.ncbi.nlm.nih.gov/pubmed/4172937
http://doi.org/10.1266/jjg.63.159
http://www.ncbi.nlm.nih.gov/pubmed/3273765
http://doi.org/10.1163/187631298X00249
http://doi.org/10.1139/g93-088
http://www.ncbi.nlm.nih.gov/pubmed/18470016
http://doi.org/10.1111/j.1601-5223.1964.tb01953.x
http://doi.org/10.12705/653.9
http://doi.org/10.3409/fb.56_3-4.209-212
http://doi.org/10.3897/compcytogen.v5i3.1435
http://doi.org/10.3897/CompCytogen.v11i1.10872
http://doi.org/10.3897/CompCytogen.v14i3.56535
http://doi.org/10.1007/BF00123624
http://www.ncbi.nlm.nih.gov/pubmed/4557185
http://doi.org/10.1016/0014-4827(72)90558-7
http://doi.org/10.1007/BF01953855
http://www.ncbi.nlm.nih.gov/pubmed/6160049
http://doi.org/10.1038/nrg1692
http://doi.org/10.1111/jzs.12183


Genes 2022, 13, 751 11 of 12

37. Harpur, B.A.; Sobhani, M.; Zayed, A. A Review of the Consequences of Complementary Sex Determination and Diploid Male
Production on Mating Failures in the Hymenoptera. Entomol. Exp. Appl. 2013, 146, 156–164. [CrossRef]

38. Gokhman, V.E. Parallel Pathways of Karyotype Evolution in the Superfamily Chalcidoidea (Hymenoptera). Russ. Entomol. J.
2013, 22, 177–179.

39. Gokhman, V.E. Morphotypes of Chromosome Sets and Pathways of Karyotype Evolution of Parasitic Hymenoptera. Russ.
Entomol. J. 2011, 20, 265–271. [CrossRef]

40. Sanderson, A.R. Cytological Investigation of Parthenogenesis in Gall Wasps (Cynipidae, Hymenoptera). Genetica 1988, 77,
189–216. [CrossRef]

41. Gokhman, V.E.; Yefremova, Z.A.; Yegorenkova, E.N. Karyotypes of Parasitic Wasps of the Family Eulophidae (Hymenoptera)
Attacking Leaf-Mining Lepidoptera (Gracillariidae, Gelechiidae). Comp. Cytogenet. 2014, 8, 31–41. [CrossRef] [PubMed]

42. Gebiola, M.; Giorgini, M.; Navone, P.; Bernardo, U. A Karyological Study of the Genus Pnigalio Schrank (Hymenoptera:
Eulophidae): Assessing the Taxonomic Utility of Chromosomes at the Species Level. Bull. Entomol. Res. 2012, 102, 43–50.
[CrossRef] [PubMed]

43. Nur, U.; Werren, J.H.; Eickbush, D.G.; Burke, W.D.; Eickbush, T.H. A “Selfish” B Chromosome that Enhances Its Transmission by
Eliminating the Paternal Genome. Science 1988, 240, 512–514. [CrossRef] [PubMed]

44. Van Vugt, J.J.F.A.; de Nooijer, S.; Stouthamer, R.; de Jong, H. NOR Activity and Repeat Sequences of the Paternal Sex Ratio
Chromosome of the Parasitoid Wasp Trichogramma kaykai. Chromosoma 2005, 114, 410–419. [CrossRef]

45. Van Vugt, J.J.F.A.; de Jong, H.; Stouthamer, R. The Origin of a Selfish B Chromosome Triggering Paternal Sex Ratio in the
Parasitoid Wasp Trichogramma kaykai. Proc. R. Soc. B 2009, 276, 4149–4154. [CrossRef]

46. Gokhman, V.E.; Westendorff, M. Chromosomes of Aphidius ervi Haliday, 1834 (Hymenoptera, Braconidae). Beitr. Entomol. 2003,
53, 161–165. [CrossRef]

47. Gregory, T.R. Animal Genome Size Database. Available online: http://www.genomesize.com (accessed on 15 December 2021).
48. Baldanza, F.; Gaudio, L.; Viggiani, G. Cytotaxonomic Studies of Encarsia Foerster (Hymenoptera: Aphelinidae). Bull. Entomol. Res.

1999, 89, 209–215. [CrossRef]
49. Gokhman, V.E. Differential Chromosome Staining in Parasitic Wasps of the Genus Dirophanes (Hymenoptera, Ichneumonidae).

Entomol. Rev. 1997, 77, 263–266.
50. Carabajal Paladino, L.; Papeschi, A.; Lanzavecchia, S.; Cladera, J.; Bressa, M.J. Cytogenetic Characterization of Diachasmimorpha

longicaudata (Hymenoptera: Braconidae), a Parasitoid Wasp Used as a Biological Control Agent. Eur. J. Entomol. 2013, 110,
401–409. [CrossRef]

51. Gokhman, V.E.; Anokhin, B.A.; Kuznetsova, V.G. Distribution of 18S rDNA Sites and Absence of the Canonical TTAGG Insect
Telomeric Repeat in Parasitoid Hymenoptera. Genetica 2014, 142, 317–322. [CrossRef]

52. Gokhman, V.E.; Bolsheva, N.L.; Govind, S.; Muravenko, O.V. A Comparative Cytogenetic Study of Drosophila Parasitoids
(Hymenoptera, Figitidae) Using DNA-Binding Fluorochromes and FISH with 45S RDNA Probe. Genetica 2016, 144, 335–339.
[CrossRef] [PubMed]

53. Baldanza, F.; Giorgini, M. Karyotype and NOR Localization Differences between Encarsia formosa Gahan and Encarsia luteola
Howard (Hymenoptera: Aphelinidae). Boll. Lab. Entomol. Agrar. “Filippo Silvestri” 2001, 56, 33–41.

54. Giorgini, M.; Baldanza, F. Species Status of Two Populations of Encarsia sophia (Girault & Dodd) (Hymenoptera: Aphelinidae)
Native to Different Geographic Areas. Biol. Control 2004, 30, 25–35.

55. Bolsheva, N.L.; Gokhman, V.E.; Muravenko, O.V.; Gumovsky, A.V.; Zelenin, A.V. Comparative Cytogenetic Study on Two
Species of the Genus Entedon Dalman, 1820 (Hymenoptera, Eulophidae) Using DNA-Binding Fluorochromes and Molecular and
Immunofluorescent Markers. Comp. Cytogenet. 2012, 6, 79–92.

56. Gokhman, V.E. Chromosomes of Three Gall Wasps of the Tribe Aylacini (Hymenoptera, Cynipidae). Comp. Cytogenet. 2021, 15,
171–178. [CrossRef] [PubMed]

57. Gokhman, V.E.; Pereira, F.F.; Costa, M.A. A Cytogenetic Study of Three Parasitic Wasp Species (Hymenoptera, Chalcidoidea,
Eulophidae, Trichogrammatidae) from Brazil Using Chromosome Morphometrics and Base-Specific Fluorochrome Staining.
Comp. Cytogenet. 2017, 11, 179–188. [CrossRef]

58. Rütten, K.B.; Pietsch, C.; Olek, K.; Neusser, M.; Beukeboom, L.W.; Gadau, J. Chromosomal Anchoring of Linkage Groups
and Identification of Wing Size QTL Using Markers and FISH Probes Derived from Microdissected Chromosomes in Nasonia
(Pteromalidae: Hymenoptera). Cytogenet. Genome Res. 2004, 105, 126–133. [CrossRef] [PubMed]

59. Li, Y.; Jing, X.A.; Aldrich, J.C.; Clifford, C.; Chen, J.; Akbari, O.S.; Ferree, P.M. Unique sequence organization and small RNA
expression of a “selfish” B chromosome. Chromosoma 2017, 126, 753–768. [CrossRef] [PubMed]

60. Belle, E.; Beckage, N.E.; Rousselet, J.; Poirié, M.; Lemeunier, F.; Drezen, J.-M. Visualization of Polydnavirus Sequences in a
Parasitoid Wasp Chromosome. J. Virol. 2002, 76, 5793–5796. [CrossRef] [PubMed]

61. Gokhman, V.E.; Kuznetsova, V.G. Presence of the Canonical TTAGG Insect Telomeric Repeat in the Tenthredinidae (Symphyta)
Suggests Its Ancestral Nature in the Order Hymenoptera. Genetica 2018, 146, 341–344. [CrossRef] [PubMed]

62. Menezes, R.S.T.; Bardella, V.B.; Cabral-de-Mello, D.C.; Lucena, D.A.A.; Almeida, E.A.B. Are the TTAGG and TTAGGG Telomeric
Repeats Phylogenetically Conserved in Aculeate Hymenoptera? Sci. Nat. 2017, 104, 85. [CrossRef] [PubMed]

63. Dalla Benetta, E.; Antoshechkin, I.; Yang, T.; Nguyen, H.Q.M.; Ferree, P.M.; Akbari, O.S. Genome Elimination Mediated by Gene
Expression from a Selfish Chromosome. Sci. Adv. 2020, 6, eaaz9808. [CrossRef] [PubMed]

http://doi.org/10.1111/j.1570-7458.2012.01306.x
http://doi.org/10.15298/rusentj.20.3.09
http://doi.org/10.1007/BF00122389
http://doi.org/10.3897/compcytogen.v8i1.6537
http://www.ncbi.nlm.nih.gov/pubmed/24744832
http://doi.org/10.1017/S0007485311000356
http://www.ncbi.nlm.nih.gov/pubmed/21736855
http://doi.org/10.1126/science.3358129
http://www.ncbi.nlm.nih.gov/pubmed/3358129
http://doi.org/10.1007/s00412-005-0026-4
http://doi.org/10.1098/rspb.2009.1238
http://doi.org/10.21248/contrib.entomol.53.1.161-165
http://www.genomesize.com
http://doi.org/10.1017/S0007485399000322
http://doi.org/10.14411/eje.2013.054
http://doi.org/10.1007/s10709-014-9776-3
http://doi.org/10.1007/s10709-016-9902-5
http://www.ncbi.nlm.nih.gov/pubmed/27150102
http://doi.org/10.3897/compcytogen.v15.i2.66781
http://www.ncbi.nlm.nih.gov/pubmed/34131479
http://doi.org/10.3897/CompCytogen.v11i1.11706
http://doi.org/10.1159/000078019
http://www.ncbi.nlm.nih.gov/pubmed/15218268
http://doi.org/10.1007/s00412-017-0641-x
http://www.ncbi.nlm.nih.gov/pubmed/28780664
http://doi.org/10.1128/JVI.76.11.5793-5796.2002
http://www.ncbi.nlm.nih.gov/pubmed/11992007
http://doi.org/10.1007/s10709-018-0019-x
http://www.ncbi.nlm.nih.gov/pubmed/29730744
http://doi.org/10.1007/s00114-017-1507-z
http://www.ncbi.nlm.nih.gov/pubmed/28956077
http://doi.org/10.1126/sciadv.aaz9808
http://www.ncbi.nlm.nih.gov/pubmed/32284986


Genes 2022, 13, 751 12 of 12

64. Zhou, Y.; Wang, Y.; Xiong, X.; Appel, A.G.; Zhang, C.; Wang, X. Profiles of Telomeric Repeats in Insecta Reveal Diverse Forms of
Telomeric Motifs in Hymenopterans. Life Sci. Alliance 2022, 5, e202101163. [CrossRef] [PubMed]

65. Lukhtanov, V.A. Diversity and Evolution of Telomere and Subtelomere DNA Sequences in Insects. BioRxiv 2022. [CrossRef]
66. Gokhman, V.E. Chromosomes of Parasitic Wasps of the Genus Metaphycus (Hymenoptera: Chalcidoidea: Encyrtidae). Comp.

Cytogenet. 2010, 4, 21–25. [CrossRef]
67. Gokhman, V.E. New Species of Ichneumoninae of the Tribe Phaeogenini from the European Part of the USSR. Zool. Zh. 1991, 70,

73–80. (In Russian)
68. König, C.; Paschke, S.; Pollmann, M.; Reinisch, R.; Gantert, C.; Weber, J.; Krogmann, L.; Steidle, J.L.M.; Gokhman, V.E. Molecular

and Cytogenetic Differentiation within the Lariophagus distinguendus (Förster, 1841) Species Complex (Hymenoptera, Pteromali-
dae). Comp. Cytogenet. 2019, 13, 133–145. [CrossRef]

69. Gokhman, V.E.; Cioffi, M.B.; König, C.; Pollmann, M.; Gantert, C.; Krogmann, L.; Steidle, J.L.M.; Kosyakova, N.; Liehr, T.;
Al-Rikabi, A. Microdissection and Whole Chromosome Painting Confirm Karyotype Transformation in Cryptic Species of the
Lariophagus distinguendus (Förster, 1841) Complex (Hymenoptera: Pteromalidae). PLoS ONE 2019, 14, e0225257. [CrossRef]
[PubMed]

70. Thompson, M.J.; Jiggins, C.D. Supergenes and Their Role in Evolution. Heredity 2014, 113, 1–8. [CrossRef]
71. Wang, J.; Wurm, Y.; Nipitwattanaphon, M.; Riba-Grognuz, O.; Huang, Y.-C.; Shoemaker, D.; Keller, L. A Y-like Social Chromosome

Causes Alternative Colony Organization in Fire Ants. Nature 2013, 493, 664–668. [CrossRef] [PubMed]
72. Leung, K.; van de Zande, L.; Beukeboom, L.W. Life-history Traits of the Whiting Polyploid Line of the Parasitoid Nasonia

vitripennis. Entomol. Exp. Appl. 2019, 167, 655–669. [CrossRef] [PubMed]
73. Peters, R.S.; Krogmann, R.; Mayer, C.; Donath, A.; Gunkel, S.; Meusemann, K.; Kozlov, A.; Podsiadlowski, L.; Petersen, M.;

Lanfear, R.; et al. Evolutionary History of the Hymenoptera. Curr. Biol. 2017, 27, 1013–1018. [CrossRef] [PubMed]
74. Gokhman, V.E.; Timokhov, A.V.; Fedina, T.Y. First Evidence for Sibling Species in Anisopteromalus calandrae (Hymenoptera:

Pteromalidae). Russ. Entomol. J. 1998, 7, 157–162.
75. Gokhman, V.E.; Fedina, T.Y.; Timokhov, A.V. Life-history Strategies in Parasitic Wasps of the Anisopteromalus calandrae Complex

(Hymenoptera: Pteromalidae). Russ. Entomol. J. 1999, 8, 201–211.
76. Timokhov, A.V.; Gokhman, V.E. Host Preferences of Parasitic Wasps of the Anisopteromalus calandrae Species Complex (Hy-

menoptera: Pteromalidae). Acta Soc. Zool. Bohem. 2003, 67, 35–39.
77. Baur, H.; Kranz-Baltensperger, Y.; Cruaud, A.; Rasplus, J.-Y.; Timokhov, A.V.; Gokhman, V.E. Morphometric Analysis and

Taxonomic Revision of Anisopteromalus Ruschka (Hymenoptera: Chalcidoidea: Pteromalidae)—An Integrative Approach. Syst.
Entomol. 2014, 39, 691–709. [CrossRef] [PubMed]

78. Fusu, L. An Integrative Taxonomic Study of European Eupelmus (Macroneura) (Hymenoptera: Chalcidoidea: Eupelmidae), with a
Molecular and Cytogenetic Analysis of Eupelmus (Macroneura) vesicularis: Several Species Hiding under One Name for 240 Years.
Zool. J. Linn. Soc. 2017, 181, 519–603. [CrossRef]
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