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Here the role of molecular cytogenetics in the context of yet available all other cytogenomic
approaches is discussed. A short introduction how cytogenetics and molecular
cytogenetics were established is followed by technical aspects of fluorescence in situ
hybridization (FISH). The latter contains the methodology itself, the types of probe- and
target-DNA, as well as probe sets. The main part deals with examples of modern FISH-
applications, highlighting unique possibilities of the approach, like the possibility to study
individual cells and even individual chromosomes. Different variants of FISH can be used to
retrieve information on genomes from (almost) base pair to whole genomic level, as
besides only second and third generation sequencing approaches can do. Here especially
highlighted variations of FISH are molecular combing, chromosome orientation-FISH (CO-
FISH), telomere-FISH, parental origin determination FISH (POD-FISH), FISH to resolve the
nuclear architecture, multicolor-FISH (mFISH) approaches, among other applied in
chromoanagenesis studies, Comet-FISH, and CRISPR-mediated FISH-applications.
Overall, molecular cytogenetics is far from being outdated and actively involved in up-
to-date diagnostics and research.
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INTRODUCTION

This review is about “molecular cytogenetics” including 1) the historical perspective of its
development from cytogenetics, 2) technical aspects, 3) available probe sets, and 4) variants and
applications of the basic fluorescence in situ hybridization (FISH) approach. According to present
zeitgeist, it is trendy to replace the word cytogenetics and/or the application of whole genome
oriented molecular genetic approaches, by the designation “cytogenomics”. Thus, first a few
comments on this point are necessary to understand why a change from the designation
“molecular cytogenetics” to “molecular cytogenomics” is not justified by any means, even
though “molecular cytogenetics” is clearly a “cytogenomic approach”.

Cytogenomics and Chromosomics
In literature, the neologism “cytogenomics” reflects normally only “the changes in technology under
its purview” (McGowan-Jordan et al., 2020), which is overall an a bit weak argument to replace the
long standing, clearly defined word “cytogenetics” by a new one. Strikingly, a definition for this word
coined already in 1999 (Bernheim, 1999) is hard to find in the literature; in 2019, it was referred to as
“a general term that encompasses conventional, as well as molecular cytogenetics (FISH,
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microarrays) and molecular-based techniques” (Siva et al., 2019).
It is here suggested that the word “cytogenomics” should rather
be used with the goal to paraphrase a new field of research in
genomics and diagnostics in human genetics, with an integrative
and comprehensive view. Cytogenomics is, under this definition,
nothing else than an equivalent wording for “chromosomics”, a
designation introduced in 2005 by Prof. Uwe Claussen (Jena,
Germany) (Claussen, 2005; Liehr, 2019). He suggested to
introduce the term chromosomics being equal to cytogenomics
to bring the three-dimensional morphologically of chromosomes
into the focus of research, as this is essential for gene regulation.
Under this generic term, all chromosome-related studies should
be summarized to introduce novel ideas and concepts in biology
and medicine, thus having an integrative effect on the field. The
latter is an extraordinary thinking approach, as in most other
cases a new “omics”-field was introduced to separate the
corresponding field from all the others (Bernheim, 1999;
Claussen, 2005).

CYTOGENETICS—HISTORICAL ASPECTS

Cytogenetics is the study of chromosomes, which were seen first
in 1879; Walter Flemming was at that time the one to introduce
the designations “chromatin” and “mitosis” (Flemming, 1879).
“Molecular cytogenetics” developed from cytogenetics field, later.
In 1888, Heinrich W. Waldeyer introduced the name “stained
body” as “chromosome” (Waldeyer, 1888) for what Gregor
Mendel already postulated as “Kopplungsgruppen”, which
refers to “linked up groups” in German (Mendel, 1866).
Walter Sutton and Theodor Boveri were then the first to
suggest in 1902/03 the chromosome-theory of inheritance
(Boveri, 1902; Sutton, 1903).

Human cytogenetic discipline, in particular, underwent
different developmental steps—each providing more and better
possibilities for the characterization of acquired and
constitutional chromosomal aberrations. Reliable identification
of such alterations started with banding cytogenetics technique,
introduced by Dr. Lore Zech (Uppsala, Sweden) by 1970
(Schlegelberger, 2013). Further approaches, as C-banding
(Arrighi and Hsu, 1971) and silver staining of nucleolus
organizing (Goodpasture and Bloom, 1975), complemented the
cytogenetic method-set by mid to end of the 1970s. GTG-banding
(G-bands by Trypsin using Giemsa) (Seabright, 1971) is still
considered as the gold standard of chromosomal diagnostics
(Schlegelberger, 2013). Even though, without any proof of
evidence, cytogenetics is called dead for decades (Salman et al.,
2004), it is imperative to remember that each single available
“cytogenomic approach” provides unique and complementary
possibilities to obtain information from a genome; the latter can
be retrieved at single cell-, or millions of cell-level and at different
resolutions (Hochstenbach et al., 2019). Cytogenetics has a low
resolution of 5–10 mega base pairs, but enables a whole genomic
view; it is cost-efficient and single cell oriented; i.e., it is able to
pick up small mosaics. Retrospectively one can state that
molecular cytogenetics was developed with the following goals:
1) to take still advantage of possibilities of banding cytogenetics,

but 2) to overcome the limitation of its low resolution, and 3) to
include the possibility to analyze interphase cells, too (Zhang
et al., 2018). Between 1969 and 1986, in situ hybridization (ISH)

FIGURE 1 | Principle of FISH is given here schematically. First probe-
and target DNA are denatured. Probe-DNA is either labeled (commercial
probes), or needs to be labeled, e.g., by PCR-approaches. Probe-DNA is pre-
hybridized with unlabeled repetitive DNA and then hybridized to the
target DNA, being fixed on a glass-slide. After hybridization, postwashing is
done to get rid of superfluous probe and blocking DNA. In case a non-
fluorescent hapten was used to label the probe-DNA, this has to be detected
by an anti-hapten with a fluorochrome. Finally, after washing of the detection-
solution, slides can be sealed with antifade and DNA-staining dye (like DAPI �
Dipehnylaminoindol), and evaluated under a suited microscope.
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could exclusively be performed as a radioactive variant.
Nonradioactive probe labeling using biotin as nonradioactive
hapten (detectable by fluorochrome-coupled avidin) was
developed in 1981, and thus, not earlier than in 1986, the first
fluorescence ISH (FISH) on human chromosomes was reported.
Besides FISH, also the primed in situ hybridization (PRINS)
technique was an important molecular cytogenetic approach
between 1989 and 2010 (Koch et al., 1995).

MOLECULAR CYTOGENETICS—FISH

FISH, the only remaining approach of molecular cytogenetics,
was first available as single (Pinkel et al., 1986) and dual color
approach (Hopman et al., 1986); since 1998, it could also be
applied in multicolor FISH (Nederlof et al., 1998). The first mile
stone in multicolor-FISH was the simultaneous use of all 24
human whole chromosome paints in one experiment (Speicher
et al., 1996; Schröck et al., 1996). Besides many other multicolor-
FISH (mFISH), probe sets were developed and are summarized
elsewhere (Liehr, 2021). FISH is used in multiple ways in
diagnostics and research—one of the latest and most
interesting developments for both fields maybe at present the
molecular combing approach (Florian et al., 2019).

The principle of FISH is simple (Pinkel et al., 1986), and
nowadays, it is a well-established approach with hundreds of
commercially available and applicable probes and probe sets
(Liehr, 2017; 2021) (Figure 1). Nonetheless, to find the right
laboratory protocols needed initially 1 decade.

Molecular cytogenetics can be performed on different kinds of
samples. While in banding cytogenetics it is imperative to have a
chromosomal preparation, FISH can be done also on tissue
sections and in interphase nuclei. Necessary are always a
target-DNA (metaphases or interphases, or for molecular
combing (see below) DNA-fibers) and a probe-DNA. The
latter has to be labelled with an under a fluorescence
microscope detectable hapten (see below). The following steps
have to be performed (see also Figure 1):

• Denaturation of target- and probe-DNA;
• Incubation of target- and probe-DNA in a hybridization
solution at 37°C for several hours (with or without
blocking of repetitive DNA-sequences to avoid possible
background);

• Washing off superfluous probe-DNA with suited buffers;
• If necessary, detection of the hapten bound to probe-DNA
with a fluorophore-labelled antibody; otherwise—if probe-
DNA is already fluorescence labelled—addition of antifade-
solution and coverslip;

• Evaluation under the fluorescence microscope.
• More technical details can be found elsewhere (Liehr, 2017;
2021).

Types of Target-DNA/Samples in FISH
For FISH experiments, samples need to contain intact, non-
degraded high molecular weight target-DNA. All tissues of any

species fulfilling this prerequisite can be applied in FISH (Liehr,
2017)—even bacteria can be accessed (Bottari et al., 2006).
Accordingly, in multicellular organisms, native cells, extracted
nuclei, tissue sections, metaphase chromosomes, or pure DNA
can be used as target-DNA. In human, most often used are easily
accessible tissues, or such acquired during surgeries, e.g.,
peripheral blood lymphocytes, bone marrow cells, skin
fibroblasts, buccal mucosa, hair root cells, urine derived cells,
amniotic fluid, chorion biopsy derived cells, gametes (sperm and
oocytes), or tumor cells (including formalin-fixed paraffin-
embedded tissues). More details can be found elsewhere
(Liehr, 2017; 2021).

Types of Probe-DNA Suited for FISH
On the one hand, there are commercially available probes,
especially for molecular cytogenetics based chromosomic
research and diagnostics in humans. These probes are usually
ready to use and labeled with corresponding fluorophores or non-
fluorescent haptens (for review on commercial probes for cancer
cytogenetics (Liehr et al., 2015)). The second type of probe-DNA
for FISH are in house probes, which need to be labeled, either by
PCR-based approaches, Nick-translation, or the so-called
Universal Linkage System (ULS) (Liehr, 2017; 2021). In the
following, five basic types of probe-DNA applied for FISH are
listed.

Locus Specific Probes
Locus-specific probes (LSPs) are normally derived from
molecular cloning experiments. Accordingly, genetic vectors,
including all kinds of plasmids, bacterial and yeast artificial
chromosomes, or others are suited if they contain the wanted
insert of species-specific DNA to be targeted by FISH, with inserts
of a minimal size of 12 kb (Liehr, 2017; 2021). Alternatively, also
contiguous probes may be used (Smith et al., 1997), or for
mapping purposes, even smaller single copy probes (Nguyen
et al., 2019).

Repetitive Probes
Repetitive DNA can be easily visualized in FISH experiments.
Thus, repetitive probes, targeting centromeres, telomeres, or
other repetitive, e.g., interspersed satellite-DNAs, result in
strong and easily evaluable signals. Interestingly, at least one
repetitive DNA (D4Z4) localized in 4q24 has some meaning in
human genetic diagnostics and can be traced by molecular
combing (Nguyen et al., 2019).

Partial Chromosome Paints
Partial chromosome paints (pcps) can be established by glass
needle-based chromosome microdissection (midi) (Al-Rikabi
et al., 2019). Pcps simultaneously stain at least 1 or 2
euchromatic chromosomal subbands and are normally not
larger than a chromosome arm.

Whole Chromosome Paints
A whole chromosome paint (wcp), staining an entire
chromosome can either be established by midi (Ferguson-
Smith et al., 2005) or by chromosome flow sorting (Sabile
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et al., 1997). Besides, interspecies hybrids (e.g., mouse/human
somatic cell hybrid) have been used as sources of species-specific
wcp probes (Sabile et al., 1997).

Whole Genome Probes
Even whole genomic DNA can be applied in FISH. This only is
informative when using a trick: in a comparative genomic
hybridization (CGH) setting (Kallioniemi et al., 1992), two
whole genomes labelled in two different colors are co-
hybridized to normal human blood-derived metaphases. This
approach can be used as CGH in comparative cytogenomics in
evolution-research (Majka et al., 2017), or as molecular
karyotyping or array-CGH (aCGH) in human genetic
diagnostics (Pinkel et al., 1998).

Molecular Cytogenetic Probe Sets
It is possible to combine the just listed different FISH-probes in
two-to multicolor-FISH probe sets (Liehr, 2017; 2021). As it is
impossible to list all of yet done combinations, in the following
sections, only some probe sets together with their applications in
the concert of cytogenomic approaches are included. Their
impact on chromosomic research and human genetic
diagnostics is discussed, too.

MOLECULAR CYTOGENETICS IN ROUTINE
DIAGNOSTICS

Even though there are (elsewhere (Liehr, 2020) in more detail
discussed) problems of getting sufficient reimbursement for
routine FISH-diagnostics, molecular cytogenetic is and
remains of constant, and even growing importance in
many fields of genetics. Fields of applications include pre-
and postnatal as well as tumor diagnostics on cytogenetically
worked up cells, with interphase-, as well as metaphase-FISH
being performed. Also, FISH is routinely done in FFPE
(formalin fixed, paraffin embedded) material for solid
tumor diagnostics in pathology (Liehr, 2017).

All aforementioned probes combined in two-to multi-color-
FISH approaches are applied in molecular cytogenetic routine
diagnostics. While in metaphase-FISH there is no restriction in
number and types of probes, in interphase-FISH preferentially
less than six LSPs and/or centromeric probes are applied.
Especially during last decade, probe sets were developed not
only to detect loss or gain of copy numbers, reciprocal
translocations/gene fusions or gene splitting, but also such to
distinguish different fusion partners and/or detect even
inversions in interphase nuclei (Liehr, 2017).

Diagnostic applications of molecular cytogenetics are already
summarized elsewhere, and thus not further treated here;
corresponding literature is listed in Table 1.

MOLECULAR CYTOGENETIC
APPLICATIONS FOR CHROMOSOMIC
RESEARCH IN THE CONCERT OF
CYTOGENOMICS APPROACHES

Some of the approaches listed below are able to help in
characterization of DNA-stretches of several to hundreds
of base pair in length, while others are directed towards
chromosomal subregions, bands, or whole chromosomes;
some even give information on whole genome level. It
must be admitted that here a subjective selection of
research and diagnostic fields has been put together. This
is necessary due to the sheer amount of the possible FISH-
applications, and influenced by the focus of the author in
human genetics field. Completely not covered are, e.g.,
molecular cytogenetic applications in plant-research
(Lavania, 1998; Liehr, 2017) or microorganisms (Bensimon
et al., 1994; Liehr, 2017). In the given examples, it will be
highlighted that molecular cytogenetics (like next-generation
sequencing approaches; Figure 2) is one of two cytogenomic
approaches being able to analyze whole genomes from base
pair to chromosomal levels.

TABLE 1 | Literature and reviews on molecular cytogenetics in routine diagnostics for the major fields of application in human genetic diagnostics.

Routine diagnostics References

Prenatal FISH Weise and Liehr (2008), Pellestor et al. (2011), Liehr (2017), chapter “Commercial FISH-probes” Sala et al. (2019)
Postnatal FISH Liehr (2017), chapter “Commercial FISH-probes” Liehr and Hamid Al-Rikabi (2018)
Tumor cytogenetic FISH in leukemia and lymphoma Liehr et al. (2015), Liehr (2017), chapter “Commercial FISH-probes” Cui et al. (2016)
FISH in solid tumors Cheng et al. (2017), Liehr (2017), chapter “Commercial FISH-probes” Liehr (2017), “interphase FISH in diagnostics”

FIGURE 2 | Schematic depiction of resolutions achievable by variants of
different cytogenomic approaches. Cytogenetics provides low resolution, but
accesses the single cell level; PCR- and Sanger sequencing enable unique
high resolution of genomes, while “classical”molecular genetic tests (like
Southern-blot and restriction fragment length polymorphism analyses) aCGH
(array-comparative genomic hybridization) have low to intermediate
resolution. Molecular cytogenetics, together with its variant molecular
combing, and all variants of next-generation sequencing approaches are the
only two general techniques which can access the whole genome, from low to
high resolution.
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For limitations of FISH in general, there are to mention, that 1)
the resolution in standard FISH is limited to kilo-to megabasepair
(except for molecular combing approach), and thus exact
mapping of chromosomal breakpoints needs combined
approaches like, e.g., applied in Jancuskova et al. (2013) or
Moysés-Oliveira et al. (2019), 2) disease causing gene
mutations at base pair level normally cannot be accessed by
FISH—one exception was recently published (Molecular
Combing Section) (Nguyen et al., 2019), 3) as in cytogenetics
and next-generation sequencing (NGS) for qualified evaluation
and interpretation of FISH-results experienced specialists are
needed, 4) corresponding to question to be studied costs of
consumables may be relatively high, and 5) number of probes
being applied simultaneously is limited by number of
fluorochromes and software; however, recent developments
proved also solutions for this (Su et al., 2020).

Molecular Combing
The approach molecular combing refers to the physical
combing of high molecular weight DNA on a glass surface.
This approach was already suggested in 1994 and was
deduced from what others published as fiber-FISH (Heng
et al., 1992). However, molecular combing got a boost during
last few years, as then molecular combing became also
commercially available (Florian et al., 2019). This approach
enables research on most stretched DNA-fibers; FISH probes
can be hybridized and basic studies on DNA-replication,
replication kinetics, but also for copy number variations of
satellite sequences down to single nucleotide polymorphisms
(SNPs) are possible and can be visualized (Florian et al., 2019).
Besides, diagnostics for facio scapulohumeral muscular
dystrophy (FSHD) became much more feasible, as by
molecular combing the D4Z4 sequence in 4q35 and 10q26
can be clearly distinguished from each other (Nguyen et al.,
2019). Much more breakthroughs from this high resolution
FISH-approach are to be expected.

Chromosome Orientation-FISH (CO-FISH)
Chromosome orientation-FISH (CO-FISH) enables to selectively
mark exactly one of the two homologous DNA strands of a
chromosome. This is done by incorporation of 5-
bromodeoxyuridine (BrdU) in one DNA strand and
destroying it by UV-light and EXOIII enzyme treatment (the
latter detects UV-induced gaps and starts degradation of DNA
strand there) (Goodwin and Meyne, 1993). CO-FISH has been
successfully applied to study orientation of repeated sequences or
long unique DNA sequences by now (Liehr, 2017). The unique
possibilities and advantages of this specialized FISH-approach
have not been explored in full by scientific community, yet.

Telomeres Accessed by Q-FISH
Telomeres are important objects of research, as they are on the
one hand known to be important for chromosome stability and
also suggested to play a role in aging, cancer development but also
apoptosis and senescence (Smith et al., 2019). Telomeres are low-
copy repetitive elements, which are hard to access by molecular
genetic approaches like sequencing. Telomere length can only be

measured by few approaches. Available assays include 1)
quantitative polymerase chain reaction, 2) terminal restriction
fragment analysis, 3) telomere dysfunctional induced foci
analysis, 4) single telomere length analysis, 5) telomere
shortest length assay, and 6) quantitative FISH (Q-FISH). The
latter is the only available in situ approach (Lai et al., 2018). It is
even principally possible to do chromosome-specific telomere
length studies by that technique.

Parental Origin Determination FISH
(POD-FISH)
In 2001, the now well-known copy number variations (CNVs)
were reported first for the human genome (Redon et al., 2006).
Their detection was due to the, during that time in large scale
studies applied approach aCGH—nowadays mostly referred to
as CMA (chromosomal micro-array). CNVs, these previously
undetectable structural variations of the human genome
comprise losses, gains, insertions, and inversions in kilo-to
mega-base-pair-range. CNVs of that size are accessible by
FISH. Thus, it was logical to develop the following idea:
these CNVs have an individual pattern along each
chromosome and it is possible to use them, as before
microsatellite markers, as markers to distinguish individual
homologous chromosomes. When studying a trio (father,
mother, and child) by microsatellite analyses, it is possible
to follow up inheritance of chromosomes. Taking advantage of
CNVs, the same can be done in trio-analyses of chromosome-
preparations. Apart from uniparental disomy testing, by this
approach (called parental origin determination FISH - POD-
FISH) also the inheritance of individual chromosomes can be
visualized. In microsatellite analyses, this is not possible as no
individual chromosomes can be distinguished (Liehr, 2017;
Weise et al., 2015).

Inter- and Intrachromosomal Interactions
The spatial organization of chromosomes in interphase nuclei,
as well as the organization of metaphase chromosomes—which
turned out to be not that different—is, as we know now, key to
understand gene regulation (Daban, 2020). Inter- and
intrachromosomal interactions can be studied in two ways:
On the one hand, there are the high-throughput chromosome
conformation capture (also abbreviated as high 3C or Hi-C)
approaches, used for genome architecture mapping providing a
multi-cell based genomic view. Such high-throughput,
sequencing-based approaches have provided tremendously to
our knowledge of genomic architecture, by giving contact
information chromatin loci pairs. However, real 3D position
information of individual alleles and/or loci cannot be deduced
from this kind of data (Su et al., 2020). On the other hand, the
three-dimensional genome organization can be studied on
single cell level either by single-cell Hi-C or by imaging-
based approaches. The latter enable spatial positioning of
several chromatin loci at a time in single cells. Specifically, it
is the FISH approach, which provides such characterizations in
fixed cells. Living cells can since recently accessed by the
clustered regularly interspaced short palindromic repeats

Frontiers in Genetics | www.frontiersin.org October 2021 | Volume 12 | Article 7205075

Liehr FISH in Cytogenomic Era

https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles


(CRISPR) system (Su et al., 2020). Topologically associating
domains (TADs) (Dixon et al., 2015) and related intra- and
inter-chromosomal interactions (Maas et al., 2019) were
recently identified by combining both complementing
approaches. Especially here molecular cytogenetics is an
indispensable research tool.

Multicolor-FISH in Research
Multicolor-FISH (mFISH) approaches and probe sets are
applied—if reimbursed by the health systems somehow (Liehr,
2020) —in routine diagnostics and often independent of such
issues in research; for review, see (Liehr, 2017; 2021). As
mentioned under point 3, mFISH routine application in
human genetics was initiated in 1996 by simultaneous painting
of all 24 human chromosomes by whole chromosome probes
applied in multiplex-FISH (M-FISH) and spectral karyotyping
(SKY). Afterwards, countless mFISH assays have been established
(Liehr, 2017; 2021). While most mFISH-probe sets for the
characterization of the human genome were implemented
primarily to study acquired or inherited chromosomal
aberrations in diagnostics (see also point 4.7. below; Figure 3),
others are pure research oriented. Specifically of interest are here
the FISH-based chromosome-banding approaches (FISH-
banding), like multicolor banding. Murine multicolor banding
(mcb), for example, is used in studies in murine chromosome
evolution or to characterize murine tumor cell lines (Liehr, 2021).

Research on Small Supernumerary Marker
Chromosomes
Small supernumerary marker chromosomes (sSMCs) are a rare
condition in human, resembling B-chromosomes in many other

species. They can be found in ∼3.3 million carriers worldwide,
with ∼2.2 million of them being asymptomatic. The remainders
constitute a pool of patients with dozens of rare diseases. As also
clinically normal sSMC carriers can have partial tri- or
tetrasomies of euchromatic centromere–near regions they are
as well in focus of research [for review (Liehr, 2021)]. As recently
shown, molecular cytogenetics is the most straightforward
approach to characterize sSMCs for their origin and genetic
content, as sSMCs tend to be missed by molecular karyotyping
or sequencing approaches due to their (low) mosaic and/or
heterochromatic state (Liehr, 2021). The best suited approach
to characterize sSMC’s origin is the so-called centromere-specific
multicolor-FISH (cenM-FISH) (Liehr, 2021)—an example for an
sSMC derived from chromosome 5 characterized by cenM-FISH
is shown in Figure 4.

Chromoanagenesis—Research
Complex chromosomal rearrangements and how they form has
been studied for decades, applying cytogenetics and molecular
cytogenetics (Heng et al., 2020). Besides, (molecular) cytogenetic
studies already reported phenomena like single cells with
extremely rearranged chromosomes and/or chromosome
pulverization (Stephens et al., 2011). However, those results
were widely ignored until they were “newly discovered” as
chromothripsis in 2011 based on NGS studies (Stephens et al.,
2011). Since then phenomena like chromothripsis,
chromoanasynthesis and chromoplexy were subsumed under
the term chromoanagenesis (for review see (Hattori and
Fukami, 2020)). Meanwhile, there are more and more
chromoanagenesis studies combining advantages of NGS and
molecular cytogenetics (e.g., (Gu et al., 2016)).

FIGURE 3 | Approximate timeline of important steps towards multicolor
FISH (mFISH) is shown in the upper 4 boxes; the lower boxes give four further
years when important mFISH-applications were kicked-off and/or became
more and more available to research and diagnostics. Abbreviations:
ISH � in situ hybridization; POD-FISH � parental origin determination FISH (see
4.4.); wcps � whole chromosome paints.

FIGURE 4 | Centromere-specific multicolor-FISH (cenM-FISH) was
established to characterize small supernumerary marker chromosomes
(sSMCs) for their chromosomal origin. As majority of sSMCs is derived from
pericentric regions, an mFISH probe set consisting of probes specific for
centromeres of chromosomes 1, 1/5/19, 2, 3, 4, 5/6, 7, 8, 9, 10, 11, 12, 13/
21, 14/22, 15, 16, 17, 18, 20, 22, X, and Y is suited to characterize the here
shown sSMC as a being derived from a chromosome 5.
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Chromosomal Heteromorphisms and
Repetitive DNA-Elements
Chromosomal heteromorphisms (CHMs), like length variants of
acrocentric’s short arms, are still exclusively accessible by
cytogenetics and can be characterized in more detail only by
molecular cytogenetics. These CHMs, consisting mainly of
repetitive DNA-elements, like satellite DNAs, are definitely
understudied. These genomic regions are widely ignored, and
this is maybe best underlined by the fact that all in the 1980s
characterized satellite DNAs known to be localized in the
pericentric and/or heterochromatic regions of the human
chromosomes are yet not included in any genomic browser.
Their localizations and sizes are published, the probes like
DXZ1 and DYZ3 are commercially available centromere-
specific probes for chromosomes X and Y, and however, they
remain unmentioned in the human genome browsers (Liehr,
2021).

FISH and Microdissection
Another underrated cytogenomic possibility is the application of
glass-needle based chromosome microdissection (midi) for
research (Maslova et al., 2015). Here, picogram of DNA can
be taken directly from chromosomes and studied in multiple
ways afterwards, including NGS approaches and others. Also
prior FISH-labelled metaphases can be applied in midi, which can
help to extract the correct (part of a) chromosome (Kosyakova
et al., 2013).

Comet-FISH
Comet-assay is also a longstanding approach, leading to a bunch
of new research possibilities if combined with molecular
cytogenetics. “The comet assay is a rapid and very sensitive
fluorescent microscopy-based method for measuring DNA
damage, protection, and repair at the level of individual cells.
In this assay, cells are embedded in agarose, lysed, and then
electrophoresed. Negatively charged broken DNA strands exit
from the lysed cell under the electric field and form a comet with
“head” and “tail”. The amount of DNA in the tail, relative to the
head, is proportional to the amount of strand breaks. Results from
the comet assay alone reflect only the level of overall DNA
damage in single cells. The introduction of FISH in comet has

allowed adding new abilities and to enhance resolution and
validity of these two methods. FISH permitted to supplement
potential of the comet assay with an opportunity to recognize
genome regions of interest on comet images. The use of Comet-
FISH will enable to achieve a higher sensitivity for the adequate
hazard assessment of mutagens and will lead to a better
understanding of the biological mechanisms involved”
(Hovhannisyan, 201).

CRISPR-Mediated FISH-Applications
As already seen, molecular cytogenetics can be combined with
multiple other approaches, which can lead to new possibilities to
decipher multiple biological questions. The most recent advance
is to combine FISHwith the CRISPR/Cas9 system (Carroll, 2012);
this can be done to get FISH-results in dead cells (Němečková
et al., 2019), as well as to perform CRISPR-mediated live imaging,
the latter allowing insights into living cells (Anton et al., 2014).
Which new chromosomic research will become possible by these
approaches has to be waited for.

CONCLUSION

Overall, it is still valid what Serakinci and Koelvraa, 2009 stated in
2009: “FISH techniques were originally developed as extra tools in
attempts to map genes and a number of advances were achieved
with this new technique. However, it soon became apparent that
the FISH concept offered promising possibilities also in a number
of other areas in biology and its use spread into new areas of
research and also into the area of clinical diagnosis. In very
general terms the virtues of FISH are in two areas of biology,
namely genome characterization and cellular organization,
function and diversity. To what extend FISH technology will
be further developed and applied in new areas of research in the
future remains to be seen” (Serakinci and Koelvraa, 2009).

AUTHOR CONTRIBUTIONS

The author confirms being the sole contributor of this work and
has approved it for publication.

REFERENCES

Al-Rikabi, A. B. H., Cioffi, M. B., and Liehr, T. (2019). Chromosome
Microdissection on Semi-archived Material. Cytometry A 95, 1285–1288.
doi:10.1002/cyto.a.23896

Anton, T., Bultmann, S., Leonhardt, H., and Markaki, Y. (2014). Visualization of
Specific DNA Sequences in Living Mouse Embryonic Stem Cells with a
Programmable Fluorescent CRISPR/Cas System. Nucleus 5, 163–172.
doi:10.4161/nucl.28488

Arrighi, F. E., and Hsu, T. C. (1971). Localization of Heterochromatin in Human
Chromosomes. Cytogenet. Genome Res. 10, 81–86. doi:10.1159/000130130

Bensimon, A., Simon, A., Chiffaudel, A., Croquette, V., Heslot, F., and Bensimon,
D. (1994). Alignment and Sensitive Detection of DNA by a Moving Interface.
Science 265, 2096–2098. doi:10.1126/science.7522347

Bernheim, A. (1999). Exploration du génome dans les proliférations malignes: de la
cytogénétique à la cytogénomique. Ann. Pathol. 19, S1–S3.

Bottari, B., Ercolini, D., Gatti, M., and Neviani, E. (2006). Application of FISH
Technology for Microbiological Analysis: Current State and Prospects. Appl.
Microbiol. Biotechnol. 73, 485–494. doi:10.1007/s00253-006-0615-z

Boveri, T. (1902). Über mehrpolige Mitosen als Mittel zur Analys des Zellkerns.
Verhandlungen der physikalisch-medizinischen Gesellschaft Würzburg 35,
67–90.

Carroll, D. (2012). A CRISPR Approach to Gene Targeting. Mol. Ther. 20,
1658–1660. doi:10.1038/mt.2012.171

Cheng, L., Zhang, S., Wang, L., MacLennan, G. T., and Davidson, D. D. (2017).
Fluorescencein Situhybridization in Surgical Pathology: Principles and
Applications. J. Path: Clin. Res. 3, 73–99. doi:10.1002/cjp2.64

Claussen, U. (2005). Chromosomics. Cytogenet. Genome Res. 111, 101–106.
doi:10.1159/000086377

Frontiers in Genetics | www.frontiersin.org October 2021 | Volume 12 | Article 7205077

Liehr FISH in Cytogenomic Era

https://doi.org/10.1002/cyto.a.23896
https://doi.org/10.4161/nucl.28488
https://doi.org/10.1159/000130130
https://doi.org/10.1126/science.7522347
https://doi.org/10.1007/s00253-006-0615-z
https://doi.org/10.1038/mt.2012.171
https://doi.org/10.1002/cjp2.64
https://doi.org/10.1159/000086377
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles


Cui, C., Shu, W., and Li, P. (2016). Fluorescence In Situ Hybridization: Cell-Based
Genetic Diagnostic and Research Applications. Front. Cel Dev. Biol. 4, 89.
doi:10.3389/fcell.2016.00089

Daban, J. R. (2020). Supramolecular Multilayer Organization of Chromosomes:
Possible Functional Roles of Planar Chromatin in Gene Expression and DNA
Replication and Repair. FEBS Lett. 594, 395–411. doi:10.1002/1873-3468.13724

Dixon, J. R., Jung, I., Selvaraj, S., Shen, Y., Antosiewicz-Bourget, J. E., Lee, A. Y.,
et al. (2015). Chromatin Architecture Reorganization during Stem Cell
Differentiation. Nature 518, 331–336. doi:10.1038/nature14222

Ferguson-Smith, M. A., Yang, F., Rens, W., and O’Brien, P. C. M. (2005). The
Impact of Chromosome Sorting and Painting on the Comparative Analysis of
Primate Genomes. Cytogenet. Genome Res. 108, 112–121. doi:10.1159/
000080809

Flemming, W. (1878). Beiträge zur Kenntniss der Zelle und ihrer
Lebenserscheinungen. Arch. Mikroskop. Anat. 16, 302–436.

Florian, R. T., Kraft, F., Kraft, F., Leitão, E., Kaya, S., Klebe, S., et al. (2019). Unstable
TTTTA/TTTCA Expansions in MARCH6 Are Associated with Familial Adult
Myoclonic Epilepsy Type 3. Nat. Commun. 10, 4919. doi:10.1038/s41467-019-
12763-9

Goodpasture, C., and Bloom, S. E. (1975). Visualization of Nucleolar Organizer
Regions in Mammalian Chromosomes Using Silver Staining. Chromosoma 53,
37–50. doi:10.1007/bf00329389

Goodwin, E., and Meyne, J. (1993). Strand-specific FISH Reveals Orientation of
Chromosome 18 Alphoid DNA. Cytogenet. Cel Genet. 63, 126–127.
doi:10.1159/000133516

Gu, S., Szafranski, P., Akdemir, Z. C., Yuan, B., Cooper, M. L., Magriñá, M. A., et al.
(2016). Mechanisms for Complex Chromosomal Insertions. Plos Genet. 12,
e1006446. doi:10.1371/journal.pgen.1006446

Hattori, A., and Fukami, M. (2020). Established and Novel Mechanisms Leading to
De Novo Genomic Rearrangements in the Human Germline. Cytogenet.
Genome Res. 160, 167–176. doi:10.1159/000507837

Heng, H. H. Q., Regan, S. M., Liu, G., and Ye, C. J. (2016). Why it Is Crucial to
Analyze Non Clonal Chromosome Aberrations or NCCAs?. Mol. Cytogenet. 9,
15. doi:10.1186/s13039-016-0223-2

Heng, H. H., Squire, J., and Tsui, L. C. (1992). High-resolution Mapping of
Mammalian Genes by In Situ Hybridization to Free Chromatin. Proc. Natl.
Acad. Sci. 89, 9509–9513. doi:10.1073/pnas.89.20.9509

Hochstenbach, R., van Binsbergen, E., Schuring-Blom, H., Buijs, A., and Ploos van
Amstel, H. K. (2019). A Survey of Undetected, Clinically Relevant Chromosome
Abnormalities when Replacing Postnatal Karyotyping by Whole Genome
Sequencing. Eur. J. Med. Genet. 62, 103543. doi:10.1016/j.ejmg.2018.09.010

Hopman, A. H. N., Wiegant, J., Raap, A. K., Landegent, J. E., van der Ploeg, M., and
van Duijn, P. (1986). Bi-color Detection of Two Target DNAs by Non-
radioactive In Situ Hybridization. Histochemistry 85, 1–4. doi:10.1007/
bf00508646

Hovhannisyan, G. G. (2010). Fluorescence In Situ Hybridization in Combination
with the Comet Assay and Micronucleus Test in Genetic Toxicology. Mol.
Cytogenet. 3, 17. doi:10.1186/1755-8166-3-17

Jancuskova, T., Plachy, R., Stika, J., Zemankova, L., Hardekopf, D. W., Liehr, T.,
et al. (2013). A Method to Identify New Molecular Markers for Assessing
Minimal Residual Disease in Acute Leukemia Patients. Leuk. Res. 37,
1363–1373. doi:10.1016/j.leukres.2013.06.009

Kallioniemi, A., Kallioniemi, O., Sudar, D., Rutovitz, D., Gray, J., Waldman, F.,
et al. (1992). Comparative Genomic Hybridization for Molecular Cytogenetic
Analysis of Solid Tumors. Science 258, 818–821. doi:10.1126/science.1359641

Koch, J., Hindkjær, J., Kølvraa, S., and Bolund, L. (1995). Construction of a Panel of
Chromosome-specific Oligonucleotide Probes (PRINS-Primers) Useful for the
Identification of Individual Human Chromosomes In Situ. Cytogenet. Cel Genet
71, 142–147. doi:10.1159/000134094

Kosyakova, N., Hamid, A. B., Chaveerach, A., Pinthong, K., Siripiyasing, P.,
Supiwong, W., et al. (2013). Generation of Multicolor Banding Probes for
Chromosomes of Different Species. Mol. Cytogenet. 6, 6. doi:10.1186/1755-
8166-6-6

Lai, T.-P., Wright, W. E., and Shay, J. W. (2018). Comparison of Telomere Length
Measurement Methods. Phil. Trans. R. Soc. B 373, 20160451. doi:10.1098/
rstb.2016.0451

Lavania, U. C. (1998). Fluorescence In Situ Hybridization in genome.,
Chromosome and Gene Identification in Plants. Curr. Sci. India. 74, 126–133.

Liehr, T. (2021)Chromosomic Databases. Available at: http://cs-tl.de/DB.html
(Accessed 05 20, 2021).

Liehr, T. (2017). Fluorescence in Situ Hybridization (FISH) – Application Guide.
2nd ed. Berlin., Germany: Springer.

Liehr, T. (2019). From Human Cytogenetics to Human Chromosomics. Ijms 20,
826. doi:10.3390/ijms20040826

Liehr, T., and Hamid Al-Rikabi, A. B. (2018). Impaired Spermatogenesis Due to
Small Supernumerary Marker Chromosomes: The Reason for Infertility Is Only
Reliably Ascertainable by Cytogenetics. Sex. Dev. 12, 281–287. doi:10.1159/
000491870

Liehr, T. (2020). Is Molecular Cytogenetic Diagnostics of Rare Diseases in Europe
Close to Extinction. J. Genet. Genomics 4, 2.

Liehr, T., Othman, M. A., Rittscher, K., and Alhourani, E. (2015). The Current State
of Molecular Cytogenetics in Cancer Diagnosis. Expert Rev. Mol. Diagn. 15,
517–526. doi:10.1586/14737159.2015.1013032

Maass, P. G., Barutcu, A. R., and Rinn, J. L. (2019). Interchromosomal Interactions:
A Genomic Love story of Kissing Chromosomes. J. Cel. Biol. 218, 27–38.
doi:10.1083/jcb.201806052

Majka, J., Majka, M., Kwiatek, M., and Wiśniewska, H. (2017). Similarities and
Differences in the Nuclear Genome Organization within Pooideae Species
Revealed by Comparative Genomic In Situ Hybridization (GISH). J. Appl.
Genet. 58, 151–161. doi:10.1007/s13353-016-0369-y

Maslova, A., Zlotina, A., Kosyakova, N., Sidorova, M., and Krasikova, A. (2015).
Three-dimensional Architecture of Tandem Repeats in Chicken Interphase
Nucleus. Chromosome Res. 23, 625–639. doi:10.1007/s10577-015-9485-5

McGowan-Jordan, J., Hastings, R., and Moore, S. (2020). ISCN 2020 - an
International System for Human Cytogenomic Nomenclature. Basel.,
Switzerland: Karger, 6.

Mendel, G. (1866). Versuche über Pflanzen-Hybriden. Verhandlungen des
naturforschenden Vereines in Brünn 4, 3–47. doi:10.5962/bhl.title.61004

Moysés-Oliveira, M., Di-Battista, A., Zamariolli, M., Meloni, V. A., Bragagnolo, S.,
Christofolini, D.M., et al. (2019). Breakpoint Mapping at Nucleotide Resolution
in X-Autosome Balanced Translocations Associated with Clinical Phenotypes.
Eur. J. Hum. Genet. 27, 760–771. doi:10.1038/s41431-019-0341-5

Nederlof, P. M., Robinson, D., Abuknesha, R., Wiegant, J., Hopman, A. H., Tanke,
H. J., et al. (1998). Three-color Fluorescence In Situ Hybridization for the
Simultaneous Detection of Multiple Nucleic Acid Sequences. Cytometry 10,
20–27. doi:10.1002/cyto.990100105

Nguyen, K., Broucqsault, N., Chaix, C., Roche, S., Robin, J. D., Vovan, C., et al.
(2019). Deciphering the Complexity of the 4q and 10q Subtelomeres by
Molecular Combing in Healthy Individuals and Patients with
Facioscapulohumeral Dystrophy. J. Med. Genet. 56, 590–601. doi:10.1136/
jmedgenet-2018-105949

Nguyen, K., Walrafen, P., Bernard, R., Attarian, S., Chaix, C., Vovan, C., et al.
(2011). Molecular Combing Reveals Allelic Combinations in
Facioscapulohumeral Dystrophy. Ann. Neurol. 70, 627–633. doi:10.1002/
ana.22513

Němečková, A., Wäsch, C., Schubert, V., Ishii, T., Hřibová, E., and Houben, A.
(2019). CRISPR/Cas9-based RGEN-ISL Allows the Simultaneous and Specific
Visualization of Proteins, DNA Repeats, and Sites of DNA Replication.
Cytogenet. Genome Res. 159, 48–53.

Pellestor, F., Anahory, T., Lefort, G., Puechberty, J., Liehr, T., Hédon, B., et al.
(2011). Complex Chromosomal Rearrangements: Origin and Meiotic Behavior.
Hum. Reprod. Update 17, 476–494. doi:10.1093/humupd/dmr010

Pinkel, D., Gray, J. W., Trask, B., van den Engh, G., Fuscoe, J., and van Dekken, H.
(1986) Cytogenetic Analysis by In Situ Hybridization with Fluorescently
Labeled Nucleic Acid Probes. Cold Spring Harb. Symp. Quant. Biol., 51 Pt 1
Pt 1, 151–157. doi:10.1101/sqb.1986.051.01.018

Pinkel, D., Segraves, R., Sudar, D., Clark, S., Poole, I., Kowbel, D., et al. (1998). High
Resolution Analysis of DNA Copy Number Variation Using Comparative
Genomic Hybridization to Microarrays. Nat. Genet. 20, 207–211.
doi:10.1038/2524

Redon, R., Ishikawa, S., Fitch, K. R., Feuk, L., Perry, G. H., Andrews, T. D., et al.
(2006). Global Variation in Copy Number in the Human Genome. Nature 444,
444–454. doi:10.1038/nature05329

Sabile, A., Poras, I., Cherif, D., Goodfellow, P., and Avner, P. (1997) Isolation of
monochromosomal hybrids for mouse chromosomes 3, 6, 10, 12, 14, and 18.
Mamm. Genome., 8, 81–85. doi:10.1007/s003359900362

Frontiers in Genetics | www.frontiersin.org October 2021 | Volume 12 | Article 7205078

Liehr FISH in Cytogenomic Era

https://doi.org/10.3389/fcell.2016.00089
https://doi.org/10.1002/1873-3468.13724
https://doi.org/10.1038/nature14222
https://doi.org/10.1159/000080809
https://doi.org/10.1159/000080809
https://doi.org/10.1038/s41467-019-12763-9
https://doi.org/10.1038/s41467-019-12763-9
https://doi.org/10.1007/bf00329389
https://doi.org/10.1159/000133516
https://doi.org/10.1371/journal.pgen.1006446
https://doi.org/10.1159/000507837
https://doi.org/10.1186/s13039-016-0223-2
https://doi.org/10.1073/pnas.89.20.9509
https://doi.org/10.1016/j.ejmg.2018.09.010
https://doi.org/10.1007/bf00508646
https://doi.org/10.1007/bf00508646
https://doi.org/10.1186/1755-8166-3-17
https://doi.org/10.1016/j.leukres.2013.06.009
https://doi.org/10.1126/science.1359641
https://doi.org/10.1159/000134094
https://doi.org/10.1186/1755-8166-6-6
https://doi.org/10.1186/1755-8166-6-6
https://doi.org/10.1098/rstb.2016.0451
https://doi.org/10.1098/rstb.2016.0451
http://cs-tl.de/DB.html
https://doi.org/10.3390/ijms20040826
https://doi.org/10.1159/000491870
https://doi.org/10.1159/000491870
https://doi.org/10.1586/14737159.2015.1013032
https://doi.org/10.1083/jcb.201806052
https://doi.org/10.1007/s13353-016-0369-y
https://doi.org/10.1007/s10577-015-9485-5
https://doi.org/10.5962/bhl.title.61004
https://doi.org/10.1038/s41431-019-0341-5
https://doi.org/10.1002/cyto.990100105
https://doi.org/10.1136/jmedgenet-2018-105949
https://doi.org/10.1136/jmedgenet-2018-105949
https://doi.org/10.1002/ana.22513
https://doi.org/10.1002/ana.22513
https://doi.org/10.1093/humupd/dmr010
https://doi.org/10.1101/sqb.1986.051.01.018
https://doi.org/10.1038/2524
https://doi.org/10.1038/nature05329
https://doi.org/10.1007/s003359900362
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles


Sala, E., Conconi, D., Crosti, F., Villa, N., Redaelli, S., and Roversi, G. (2019).
Interphase FISH: A Helpful Assay in Prenatal Cytogenetics Diagnosis. OBM
Genet. 3, 1901063. doi:10.21926/obm.genet.1901063

Salman, M., Jhanwar, S., and Ostrer, H. (2004). Will the New Cytogenetics Replace
the Old Cytogenetics?. Clin. Genet. 66, 265–275. doi:10.1111/j.1399-
0004.2004.00316.x

Schlegelberger, B. (2013), In Memoriam: Prof. Dr. Rer. Nat. Dr. Med. h.C. Lore
Zech; 24.9.1923 - 13.3.2013: Honorary Member of the European Society of
Human Genetics, Honorary Member of the German Society of Human
Genetics, Doctor Laureate, the University of Kiel, Germany. Mol. Cytogenet.,
6, 20. doi:10.1186/1755-8166-6-20

Schröck, E., du Manoir, S., Veldman, T., Schoell, B., Wienberg, J., Ferguson-Smith,
M. A., et al. (1996). Multicolor Spectral Karyotyping of Human Chromosomes.
Science 273, 494–497. doi:10.1126/science.273.5274.494

Seabright, M. (1971). A Rapid Banding Technique for Human Chromosomes. The
Lancet 298, 971–972. doi:10.1016/s0140-6736(71)90287-x

Serakinci, N., and Koelvraa, S. (2009). “Molecular Cytogenetic Applications in
Diagnostics and Research – an Overview,” in Fluorescence in SituHybridization
(FISH) – Application Guide. Editor T. Liehr (Berlin: Springer), 3–21.

Silva, M., de Leeuw, N., Mann, K., Schuring-Blom, H., Morgan, S., Giardino, D.,
et al. (2919). European Guidelines for Constitutional Cytogenomic Analysis.
Eur. J. Hum. Genet. 27, 1–16. doi:10.1038/s41431-018-0244-x

Smith, C. M., Ma, N. S., Nowak, N. J., Shows, T. B., and Gerhard, D. S. (1997). A 3-
Mb Contig fromD11S987toMLK3,a Gene-Rich Region in 11q13: Figure 1.
Genome Res. 7, 835–842. doi:10.1101/gr.7.8.835

Smith, L., Luchini, C., Demurtas, J., Soysal, P., Stubbs, B., Hamer, M., et al. (2019).
Telomere Length and Health Outcomes: An Umbrella Review of Systematic
Reviews andMeta-Analyses of Observational Studies. Ageing Res. Rev. 51, 1–10.
doi:10.1016/j.arr.2019.02.003

Speicher, M. R., Ballard, S. G., and Ward, D. C. (1996). Karyotyping Human
Chromosomes by Combinatorial Multi-Fluor FISH. Nat. Genet. 12, 368–375.
doi:10.1038/ng0496-368

Stephens, P. J., Greenman, C. D., Fu, B., Yang, F., Bignell, G. R., Mudie, L. J., et al.
(2011). Massive Genomic Rearrangement Acquired in a Single Catastrophic
Event during Cancer Development. Cell 144, 27–40. doi:10.1016/
j.cell.2010.11.055

Su, J.-H., Zheng, P., Kinrot, S. S., Bintu, B., and Zhuang, X. (2020). Genome-scale
Imaging of the 3D Organization and Transcriptional Activity of Chromatin.
Cell 182, 1641–1659. e26. doi:10.1016/j.cell.2020.07.032

Sutton, W. S. (1903). The Chromosomes in Heredity. Biol. Bull. 4, 231–250.
doi:10.2307/1535741

Waldeyer, W. (1888). Ueber Karyokinese und ihre Beziehungen zu den
Befruchtungsvorgängen. Archiv F. Mikrosk. Anatomie 32, 1–122.
doi:10.1007/bf02956988

Weise, A., and Liehr, T. (2008). Fluorescencein Situhybridization for Prenatal
Screening of Chromosomal Aneuploidies. Expert Rev. Mol. Diagn. 8, 355–357.
doi:10.1586/14737159.8.4.355

Weise, A., Othman, M. A. K., Bhatt, S., Löhmer, S., and Liehr, T. (2015).
Application of BAC-Probes to Visualize Copy Number Variants
(CNVs). Methods Mol. Biol. 1227, 299–307. doi:10.1007/978-1-4939-
1652-8_16

Zhang, C., Cerveira, E., Rens, W., Yang, F., and Lee, C. (2018). Multicolor
Fluorescence In Situ Hybridization (FISH) Approaches for Simultaneous
Analysis of the Entire Human Genome. Curr. Protoc. Hum. Genet. 99, e70.
doi:10.1002/cphg.70

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2021 Liehr. This is an open-access article distributed under the terms of
the Creative Commons Attribution License (CC BY). The use, distribution or
reproduction in other forums is permitted, provided the original author(s) and
the copyright owner(s) are credited and that the original publication in this journal is
cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.

Frontiers in Genetics | www.frontiersin.org October 2021 | Volume 12 | Article 7205079

Liehr FISH in Cytogenomic Era

https://doi.org/10.21926/obm.genet.1901063
https://doi.org/10.1111/j.1399-0004.2004.00316.x
https://doi.org/10.1111/j.1399-0004.2004.00316.x
https://doi.org/10.1186/1755-8166-6-20
https://doi.org/10.1126/science.273.5274.494
https://doi.org/10.1016/s0140-6736(71)90287-x
https://doi.org/10.1038/s41431-018-0244-x
https://doi.org/10.1101/gr.7.8.835
https://doi.org/10.1016/j.arr.2019.02.003
https://doi.org/10.1038/ng0496-368
https://doi.org/10.1016/j.cell.2010.11.055
https://doi.org/10.1016/j.cell.2010.11.055
https://doi.org/10.1016/j.cell.2020.07.032
https://doi.org/10.2307/1535741
https://doi.org/10.1007/bf02956988
https://doi.org/10.1586/14737159.8.4.355
https://doi.org/10.1007/978-1-4939-1652-8_16
https://doi.org/10.1007/978-1-4939-1652-8_16
https://doi.org/10.1002/cphg.70
https://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles

	Molecular Cytogenetics in the Era of Chromosomics and Cytogenomic Approaches
	Introduction
	Cytogenomics and Chromosomics

	Cytogenetics—Historical Aspects
	Molecular Cytogenetics—FISH
	Types of Target-DNA/Samples in FISH
	Types of Probe-DNA Suited for FISH
	Locus Specific Probes
	Repetitive Probes
	Partial Chromosome Paints
	Whole Chromosome Paints
	Whole Genome Probes
	Molecular Cytogenetic Probe Sets


	Molecular Cytogenetics in Routine Diagnostics
	Molecular Cytogenetic Applications for Chromosomic Research in the Concert of Cytogenomics Approaches
	Molecular Combing
	Chromosome Orientation-FISH (CO-FISH)
	Telomeres Accessed by Q-FISH
	Parental Origin Determination FISH (POD-FISH)
	Inter- and Intrachromosomal Interactions
	Multicolor-FISH in Research
	Research on Small Supernumerary Marker Chromosomes
	Chromoanagenesis—Research
	Chromosomal Heteromorphisms and Repetitive DNA-Elements
	FISH and Microdissection
	Comet-FISH
	CRISPR-Mediated FISH-Applications

	Conclusion
	Author Contributions
	References


