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Abstract: Parvalbumin is considered a major fish allergen. Here, we report the molecular evolution
of the parvalbumin genes in bony fishes based on 19 whole genomes and 70 transcriptomes. We
found unexpectedly high parvalbumin diversity in teleosts; three main gene types (pvalb-α, pvalb-β1,
and pvalb-β2, including oncomodulins) originated at the onset of vertebrates. Teleosts have further
multiplied the parvalbumin gene repertoire up to nine ancestral copies—two copies of pvalb-α, two
copies of pvalb-β1, and five copies of pvalb-β2. This gene diversity is a result of teleost-specific whole-
genome duplication. Two conserved parvalbumin genomic clusters carry pvalb-β1 and β2 copies,
whereas pvalb-α genes are located separately in different linkage groups. Further, we investigated
parvalbumin gene expression in 17 tissues of the common carp (Cyprinus carpio), a species with
21 parvalbumin genes in its genome. Two pvalb-α and eight pvalb-β2 copies are highly expressed in
the muscle, while two alternative pvalb-α copies show expression in the brain and the testes, and
pvalb-β1 is dominant in the retina and the kidney. The recent pairs of muscular pvalb-β2 genes show
differential expression in this species. We provide robust genomic evidence of the complex evolution
of the parvalbumin genes in fishes.

Keywords: parvalbumin; fish; molecular evolution; allergenicity; fish allergy; genome duplication;
gene expression; isoform; oncomodulin; pvalb gene

1. Introduction

Parvalbumins are proteins from the calmodulin family, found mostly in the muscular
tissues in vertebrates, and they are also considered to be major fish allergens, which cause
an IgE-mediated food hypersensitivity reaction in sensitive consumers [1]. As an example
of the diversified gene family, parvalbumin genes (referred to as pvalb) also carry traces of
the ancient genomic duplications in eukaryotes, vertebrates, and teleost fishes [2–4]. At the
same time, the parvalbumin gene (including its intron) is an interesting marker that is used
to identify fish species, or for phylogenetic studies [5–8].

Parvalbumins are small acidic proteins (pI~3–5) with high Ca2+ binding affinity, spe-
cific to vertebrates, mostly comprising 108–109 amino acids with a molecular mass of
12 kDa [9,10], and were first crystallized from the carp muscle by Henrotte in 1952 [11].
Parvalbumin plays an important role in the relaxation of fast-twitch skeletal muscle fibers,
and the protein is found in extreme abundance in fish muscles [12–14]. In a lower amount,
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parvalbumins are also found in other tissues, such as the central nervous system, retina,
kidney, testis, and several endocrine glands [15–21]. In bony fishes, the quantity of par-
valbumin protein in the muscle generally varies among species, and the overall amount
of parvalbumin protein also corresponds to variable allergenicity in fishes [22–24]. A
different amount of parvalbumin has also been detected in the dark and light muscles
of fishes [25,26].

General cross-reactivity in fish-allergic individuals is caused by the structural homol-
ogy of parvalbumins in various fish species [27], and many fish species have been reported
for multiple “β-parvalbumin isoforms” [28–31], or, in general, multiple parvalbumin genes
have been found, such as nine pvalb genes in zebrafish [9] or numerous “haplotypes” in
salmon [32]. The observed variability and somewhat confusing findings speak for more
complex evolutionary patterns based on multiple pvalb gene copies.

Parvalbumin belongs to the calmodulin protein family with four EF-hand domains
(calcium binding domains), and gene duplication events have led to the evolution of these
genes in eukaryotes [2,33,34]. Traditionally, two parvalbumin types (often referred to as
“isoforms”) were originally reported in vertebrates—alpha and beta, differing slightly in
amino acid sequence length, as well as in the pI of the protein [9,35]. Later, two beta types
(β1 and β2) were clearly identified [3,4], and both of them also include genes labelled as
oncomodulins in other vertebrates (thanks to their high activity in tumor cells [3]). The
origin of the three main pvalb types has been attributed to the vertebrate ancestor [2,4], and
one or two vertebrate-specific whole-genome duplication(s), possibly contributing to the
gene diversity of pvalb.

Whole-genome duplications provide a substrate for subsequent functional and mor-
phological innovation in evolution [36–38]. The ancestor of vertebrates experienced two
rounds of whole-genome duplication (1R and 2R), which led to quadruplication of the
genome content [39]. Later in evolution, the ancestor of bony fishes diverged to give rise to
lobe-finned fishes, from which mammals and other tetrapods evolved, and to ray-finned
fishes, from which teleosts later evolved [40]. The ancestor of teleosts then underwent
an additional teleost-specific whole-genome (3R or TSGD) duplication ~350 million years
ago [41], and its genome content was doubled once again. Traces of the whole-genome
duplications are still detectable in some conserved gene families, such as Hox genes; a
lancelet (a non-vertebrate representative diverged prior to the vertebrate-specific dupli-
cations) possesses one Hox gene cluster, while mammals (and other tetrapods) possess
four clusters, and teleosts (e.g., zebrafish, medaka, pufferfish, or eels) possess up to eight
Hox gene clusters in their genome [42–44]. Apart from the ancient gene duplications,
several lineages of teleosts have undergone additional gene duplications, such as in the
ancestor of Salmoniformes (~80 mya [45]), in Cyprinidae (8.2 mya [46]), or in sturgeons
(more than 180 mya [47]). Here, we aim to assign the parvalbumin diversity of teleosts to
teleost-specific whole-genome duplication, and to investigate whether a cluster duplication
pattern is still detectable in the teleost genomes.

The dynamics and fate of the genes after the whole-genome duplications have been
widely discussed, as most of the genes are lost and only a subset of the paralogous genes is
then later preserved [48,49]. After duplication, one of the two gene copies may be silenced,
pseudogenized, and eventually lost. Less commonly, both gene copies are maintained, and,
thanks to the subsequent mutations, one of them may later acquire a novel function, or its
original function may be modified. The evolution of opsin genes in teleosts [50–52], or the
antifreeze protein gene in Antarctic fishes, evolved from the protease gene, are examples of
such a case [53]. Genomic rearrangements can also alter the position and appearance of the
gene clusters in recent species when compared to the ancestral genomic architecture.

The parvalbumin gene repertoire in bony fishes is more diverse than in other verte-
brates. Here, we aim to provide an evolutionary reconstruction of the fish parvalbumins
using whole genomic and transcriptomic data. The main goal of this study is to provide
a comprehensive genomic reference for future studies on the parvalbumin gene. Further,
we also investigate the number of parvalbumin copies and specifically focus on species
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with additional whole-genome duplications, such as the common carp (Cyprinus carpio),
Atlantic salmon (Salmo salar), and sterlet (Acipenser ruthenus).

2. Materials and Methods
2.1. Genomic and Transcriptomic Data Set

In this study, we analyzed 19 genomes of vertebrates (13 of ray-fined fishes) to screen
for the parvalbumin gene repertoire (Table 1). We further analyzed parvalbumin gene
expression based on 70 transcriptomes of 17 different tissues from the common carp
(Table S1). For the phylogenetic analysis, we also used additional single parvalbumin
sequences available on the GenBank database. The data were downloaded from NCBI
database, the list of genomes with the accession numbers is available in Table 1, the list
of common carp transcriptomes, including the accession numbers and the details of the
expression results, is found in Supplementary Table S1, and the accession numbers of the
single parvalbumin sequences are provided directly in Figures 1 and 2. The details of all
analyses are described in the following sections.

Table 1. Selected genomes analyzed in this study with NCBI database accession numbers and the number of pvalb genes.

Scheme 1. GenBank Accession Number Total pvalb Genes pvalb-α pvalb-β1 pvalb-β2

other vertebrates:
Sea lamprey (Petromyzon marinus) GCA_010993605.1 1 + 6 1 0 0 0

Ghostshark (Callorhinchus milii) GCA_018977255.1 5 1 1 3
African clawed frog (Xenopus laevis) GCA_017654675.1 28 3 3 22

Chicken (Gallus gallus) GCA_016699485.1 4 1 1 2
Human (Homo sapiens) GCA_000001405.28 3 1 2 0
Mouse (Mus musculus) GCA_000001635.9 2 1 1 0

ray-fined non-teleost fishes:
Senegal bichir (Polypterus senegalus) GCA_016835505.1 8 1 1 6

Sterlet (Acipenser ruthenus) GCA_010645085.1 12 1 3 8
Spotted gar (Lepisosteus oculatus) GCA_000242695.1 7 2 0 5

teleost fishes:
European eel (Anguilla anguilla) GCA_013347855.1 9 2 2 5

Elephantfish (Paramormyrops kingsleyae) GCA_002872115.1 9 2 2 5
Common carp (Cyprinus carpio) GCA_018340385.1 21 4 4 13

Zebrafish (Danio rerio) GCA_000002035.4 9 2 2 5
Northern pike (Esox lucius) GCA_011004845.1 7 2 2 3

Atlantic salmon (Salmo salar) GCA_000233375.4 22 4 4 14
Atlantic cod (Gadus morhua) GCA_902167405.1 9 2 2 5

Pacific bluefin tuna (Thunnus orientalis) GCA_009176245.1 9 2 2 5
Gilthead seabream (Sparus aurata) GCA_900880675.1 9 2 2 5
Nile tilapia (Oreochromis niloticus) GCA_001858045.3 8 2 2 4

1 Sea lamprey has seven pvalb-like/calmodulin-like genes not shared with other vertebrates.

2.2. Parvalbumin Genomic Repertoire and Phylogenetic Reconstruction of the Parvalbumin Genes

We used a reference parvalbumin gene set, which was composed of zebrafish (Danio
rerio; nine parvalbumin genes; GCA_000002035.4), northern pike (Esox lucius; seven genes;
GCA_011004845.1), and Nile tilapia (Oreochromis niloticus; eight genes; GCA_001858045.3.)
comprising 24 parvalbumin gene sequences in total. This reference set was used to extract
parvalbumin genes from the genomes and assemblies downloaded from the NCBI database
(Table 1). The downloaded genomes were mapped against the reference data set by
Geneious Prime software (V2021.1.1) with medium sensitivity settings. The mapped
scaffolds/chromosomes were then manually screened for the number, orientation and
physical position of the parvalbumin genes to illustrate the organization of the genes in
cluster(s). The parvalbumin gene sequences from each genome were then extracted for
the purpose of the phylogenetic analysis. After extraction, the sequences were aligned
using MAFFT alignment (MAFFT v7.450 [54,55]). Phylogenetic analyses of a total of
236 parvalbumin gene sequences were carried out using a Bayesian framework with the
parallel version of MrBayes 3.2.7 [56,57]. We applied a molecular clock analysis following
Modrell et al., 2017 [4], as implemented in the MrBayes plugin in Geneious, to infer the
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phylogeny. A ‘mixed’ substitution model with independent gamma rates was used for
20 million generations, sampling every 1000 generations and discarding the first 20% as
burn-in. The resulting annotated consensus tree was subsequently inspected in FigTree [58].
The number of generations was sufficient as the -lnL values reached the plateau shape. We
used human calmodulin genes as an outgroup for the molecular clock analysis (GenBank
acc. no.: M19311.1, NM_006888.6 and NM_005184.4).

2.3. Transcriptomic Analysis in the Common Carp Tissues

The genome of common carp (Cyprinus carpio) contains 21 parvalbumin genes, of
which 19 have a unique sequence (two pairs of genes show an identical sequence despite
their different locations in the genome). This set of genes has been used as a reference
for transcriptome analyses and the reconstruction of expression profiles. RNAseq data
used in this study were downloaded from public NCBI SRA archives [59], the accession
numbers are provided in Supplementary Table S1. All data were filtered for potential PhiX
contamination and subsequently subject to adapter and quality trimming using BBduk.sh
from the BBsuite (tbo tpe ktrim = r k = 21 mink = 9 hdist = 1 qtrim = rl trimq = 15 minlength
= 36 trimpolya = 5) [60]. To estimate expression levels of individual genes, we utilized the
Salmon tool [61]. To minimize spurious mappings and to obtain relevant TPM (transcripts
per million) estimates, we built its index using whole genomic reference (GCA_000951615.2)
in combination with slightly modified full transcriptomic reference (GCF_018340385.1). We
replaced all parvalbumin genes from the transcriptomic reference by a manually curated
set of 21 parvalbumin genes. Using such an index we obtained quantification of individual
transcripts (-l “IU” –validateMappings). To validate both the methodology and (and most
importantly) the quality of individual data samples, we also utilized four marker genes
with virtually stable and predictable behavior throughout individual tissues [62]. These
reference markers are 40S (acc. no. XM_042745936.1), RPL7 (XM_042742284.1), RPS5
(XM_042771625.1) and RPS18 (XM_042776097.1). Expression quantification data were
further processed and analyzed in the R environment [63]. We constructed a heatmap
using the palette from the R package “colorspace” [64].

3. Results and Discussion

We reconstructed the evolutionary history of parvalbumin genes based on the data
of 19 genomes of the teleost fish, ray-finned fish, and vertebrate representatives. We
found unexpected diversity of the parvalbumin genes in teleosts (up to 22 different pvalb
genes in Atlantic salmon), and we showed evidence of the role of the ancestral gene-
and whole-genome duplications on the parvalbumin gene repertoire. Finally, based on
70 transcriptomes of common carp tissues, we identified the tissue-specific expression of
21 different parvalbumin copies in carp.

3.1. Parvalbumin Gene Repertoire in Teleost Fishes

We report on the higher diversity of parvalbumin genes in teleost fishes compared
to other vertebrate groups (except for amphibians; Table 1, and Figures 1 and 2). In total,
the selected teleost fish species possess between seven (northern pike; Esox lucius) and
22 (Atlantic salmon; Salmo salar) parvalbumin genes in their genome (Figure 3). We
confirm the presence of three ancestral parvalbumin gene types (pvalb-α, pvalb-β1, and
pvalb-β2; named as per Modrell et al., 2017 [4]), which emerged at the onset of verte-
brates (Figures 1 and 2). Later in evolution, teleosts further duplicated their parvalbumin
gene repertoire up to nine (at least) ancestral copies; the teleost ancestor most likely
had two copies of pvalb-α, two copies of pvalb-β1, and five copies of pvalb-β2 genes
(Figures 1 and 2). Naturally, not all species of teleosts have preserved all the copies until
recently, and, on the other hand, some copies have been further multiplied by additional
gene duplications. The diversity of the genes within these three parvalbumin types among
non-fish vertebrates seems to also be variable (ghost shark: pvalb-α = 1, pvalb-β1 = 1,
pvalb-β2 = 3; chicken = 1, 1, 2; human = 1, 2, 0; mouse = 1, 1, 0; clawed frog = 3, 3, 22,
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respectively) and, interestingly, mammals (human + mouse) seem to have lost the pvalb-β2
gene completely (Figures 1 and 2). Contrarily, in teleost fishes, the pvalb-β2 gene is the most
diversified, with six ancestral copies, and the Atlantic salmon possesses up to 14 copies of
pvalb-β2 (Figures 3 and 4).

While the three ancestral parvalbumin gene types (pvalb-α, pvalb-β1, and pvalb-β2)
are well supported (Figure 1), and also include vertebrate oncomodulins (belonging to
both the pvalb-β1 and pvalb-β2 gene types), the mutual phylogenetic relationships among
these types remain uncertain. We observe a topology ((pvalb-α, [pvalb-β1 + pvalb-β2]), with
low support of 0.609), which is an alternative to that identified by Modrell et al., 2017 [4]
((pvalb-β1, [pvalb-α + pvalb-β2]), with low support of 0.52) or Climer et al., 2019 [3] (the
same topology as Modrell et al., 2017 [4]; bootstrap support of only 17). Based on the
current data, it is, therefore, not possible to tell which type of parvalbumin gene is the most
ancestral and which of the genes are more recent sister copies.

3.2. Whole-Genome Duplications Have Boosted Parvalbumin Gene Diversity

Whole-genome duplication doubles the genetic content and, as such, it gives a sub-
strate for evolution and selection to act on [36]. The vertebrate ancestor has undergone
two rounds of whole-genome duplication in the past, and these events are sometimes
considered to be responsible for vertebrate evolutionary success [39]. Teleost fishes, on
top of this, have experienced an additional whole-genome duplication [41], resulting in
up to eight ancestral paralogous (=ohnologous) genes/clusters in the genome, a pattern
that is still noticeable on some very conserved gene families (such as developmental Hox
genes [44] and hemoglobins [65]), or detected in single genes for the olfactory marker
protein (OMP) [66] or melanoma cell adhesion molecule (mcam) [67]. Accordingly, we
detect conservation of the two main parvalbumin clusters throughout teleosts, which we
conclude causes the teleost-specific whole-genome duplication (Figure 3). The genomic
organization of the parvalbumin genes shows a conserved pattern across most of the
11 studied teleost species, while it is not found in three non-teleost fishes (Figure 3). In
fact, six species have the exact same number of parvalbumin genes and the same position
in the genome (two pvalb-α, two pvalb-β1, and five pvalb-β2 genes). In these species, the
parvalbumin genes are organized in four genomic regions (Figure 3). All the pvalb-β genes
are organized in the two main pvalb-beta clusters (each with one pvalb-β1 and multiple
pvalb-β2 genes), whereas the two pvalb-α genes are always located separately, although
one of them is often on the same chromosome as, but not in close proximity to, the beta
cluster (Figure 3). Only species that experienced a recent genomic duplication, such as
the common carp or Atlantic salmon, have more genomic clusters with parvalbumins
in their genomes, and we found traces of the ancestral teleost-specific duplication, as
well as the more recent lineage-specific duplication, in both species. The northern pike
(Esox lucius), on the other hand, reduced the number of pvalb genes in its genome and
lost two pvalb-β2 genes, and the Nile tilapia (Oreochromis niloticus) lost one pvalb-β2 gene.
Finally, the sterlet (Acipenser ruthenus), a non-teleost fish species, has experienced sturgeon-
specific duplications, and, therefore, it carries two genomic pvalb clusters, which have
evolved independently of the teleost-specific duplication (Figure 3).

Here, we also focus, in more detail, on the species with one of the highest number of
parvalbumin genes among teleosts, which is the common carp, with 21 parvalbumin genes
in its genome (four pvalb-α genes, four pvalb-β1 genes, and 13 pvalb-β2 genes). The common
carp experienced an additional lineage-specific whole-genome duplication 8.2 million years
ago [46], and most of its parvalbumin duplicates have still been preserved in the genome
and can be observed in the phylogenetic tree as sister sequences (Figures 1 and 2). We have
described ten genomic regions where parvalbumin genes can be found and we have detected
the sister duplicates, which have resulted from this carp genome duplication (Figure 3).
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Figure 1. Parvalbumin phylogenetic gene tree reconstructed by the molecular clock analysis in MrBayes. Three main types
of parvalbumin genes, parvalbumin alpha (pvalb-α; highlighted by purple), parvalbumin beta1 (pvalb-β1; highlighted by
green) and parvalbumin beta2 (pvalb-β2; highlighted by blue), have existed in the vertebrate ancestor and possibly have
emerged by the vertebrate-specific whole-genome duplication (most likely 2R after the split of lampreys) and a subsequent
tandem gene duplication. The pvalb genes have further diversified in the teleost fishes. Teleosts have multiple ancestral
duplicates of the following genes: two different copies of pvalb-α, two different copies of pvalb-β1 and five copies of pvalb-β2
(for details on pvalb-β2 see Figure 2).
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Figure 2. Parvalbumin phylogenetic gene tree—part of the pvalb-β2 gene type (continued from Figure 1). Pvalb-β2 is the
most diversified parvalbumin gene type in teleosts with five ancestral copies present in the teleost ancestor (two of them
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most likely even earlier, in the vertebrate ancestor). One of the copies (copy 5) duplicated later in the evolution of euteleost
fishes. Some species show multiple duplicates of some copy types either as a result of the species/lineage-specific gene
duplication, or as an outcome of an additional whole-genome duplication (such as the common carp, Atlantic salmon
or sterlet). Confirmed allergen copies in carp and salmon are highlighted, allergenicity confirmed by # Swoboda et al.,
2002 [1], Lindstrom et al., 1996 [30], and Van Do et al., 2005 [28] and $ = the official www.allergen.org database (accessed
on 15 October 2021) as per Kuehn et al., 2014 [23]. Non-ray-finned fish species names are shown in grey, ray-finned fish in
black or in color, red = common carp (Cyprinus carpio), green = Nile tilapia (Oreochromis niloticus), orange = zebrafish (Danio
rerio), purple = northern pike (Esox lucius), dark blue = European eel (Anguilla anguilla) and light blue = gilthead seabream
(Sparus aurata).

3.3. Gene Expression of Parvalbumin Genes in the Common Carp (Cyprinus carpio)

New gene copies that emerged after gene duplication may serve as a “substrate” for
gene subfunctionalization or neofunctionalization, i.e., acquisition of a new function, that
is, after the genes accumulate enough mutations, they may be differentially involved in
its function, and are, therefore, often differentially expressed. The main role of parvalbu-
min is to reversibly bind cations, and, hence, to cause muscle relaxation [12], although
it has different functions in other tissues as well [3,15–19]. The involvement of different
parvalbumins has been detected in relation to sensory systems; for example, two differ-
ent beta parvalbumins show signs of subfunctionalization in the ampullary organs and
neuromasts of paddlefish (Polyodon spathula [4]). Similarly, two parvalbumins are differen-
tially expressed in the Corti organ in rats [16]. Generally, differential gene expression of
parvalbumin is also found in the electric organ of mormyrids fishes [68], in the muscles of
the grass carp (Ctenopharyngodon idella; [69]), with a different growth rate, or it is linked to
the pathophysiology of cognitive functions [70]. Its differential regulation has even been
associated with very unrelated features, such as autism spectrum disorders in humans [71],
or vocal learning in birds and humans [72].

We selected the common carp as a species with multiple parvalbumin genes, resulting
from both ancient (vertebrate- and teleost-specific) and more recent (8.2 million years
ago [46]) whole-genome duplications, and we have specifically checked the expression
of the duplicates in 17 different tissues (Figure 4, Table S1). We took advantage of the
available gene expression data in the GenBank database (data previously sequenced by
ourselves, or other researchers; Table S1 with accession numbers and results). As expected,
the highest parvalbumin gene expression is found in muscles (and skin), where two gene
copies of pvalb-α and eight copies of pvalb-β2 are highly abundant. Two different copies of
pvalb-α are then dominantly expressed in the testes, and one copy of the pvalb-β1 gene is
dominant for retina and kidney expression (Figure 4). The pvalb-α gene is also dominantly
expressed in the brain, including all four copies (i.e., the two copies found in the muscle,
as well as the two copies found in the testes). Interestingly, the thymus seems to have the
highest pvalb gene diversity, and the brain, testes, kidney, and retina seem to rely mostly, or
partially, on different parvalbumin proteins than muscles (Figure 4). The youngest pvalb
copies resulting from recent evolutionary whole-genome duplication generally keep the
expression levels similar within the gene pairs, with minor differences in expression. Out
of four pairs of pvalb-β2 genes, we noticed differential expression between the members
of two pairs in the muscle and skin (PARV03-07 and PARV10-16; Figure 4). To conclude,
our study aims to report on the details of the subfunctionalization of pvalb genes after
teleost-specific whole-genome duplication (as found between the two pvalb-α copies and
two pvalb-β1 copies, and also within multiple pvalb-β2 copies), as well as on the differential
expression of the more recent pvalb-β2 copies in the muscle and skin.

www.allergen.org
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Figure 3. Synteny groups in selected species of the teleost fishes and a non-teleost outgroup. Parvalbumin genes found in
the selected fish genomes are shown in their syntenic groups and colored by the parvalbumin gene type, i.e., parvalbumin
alpha (pvalb-α) in purple, parvalbumin beta 1/oncomodulin (pvalb-β1) in green, and parvalbumin beta 2/oncomodulin
(pvalb-β2) in blue. The gene labels correspond to the names as presented in the phylogenetic tree (Figures 1 and 2). Orange
arrow and the TSGD label mark the cluster originated from teleost-specific whole-genome duplication. Red arrow marks
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the syntenic groups or genes resulting from the recent whole genomic duplication (WGD) in carp (8.2 mya [46]), or older
lineage-specific duplications in salmon (~80 mya [45]) and sterlet (>180 mya [47]).
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Figure 4. Heatmap of the parvalbumin gene expression in different tissues of the common carp (Cyprinus carpio). The
teleost-specific whole-genome duplication provided genetic substrate for the subsequent subfunctionalization (or neofunc-
tionalization) of the gene function as clearly observed in the pvalb-α copies (testes vs. muscle/skin expression) and pvalb-β1
copies (thymus/gills vs. kidney/retina expression). The pattern within pvalb-β2 is more complex, yet only a subset of the
copies shows expression in muscle and skin. The reference genes and total level of expression (all parvalbumins) are shown
on the left. The expression of particular parvalbumin gene copies is shown in the main heatmap panel (framed). The tissues
are ordered by the level of total expression of all parvalbumins. The highest parvalbumin gene expression is found in
muscles and skin, where two gene copies of pvalb-α and eight copies of pvalb-β2 are highly abundant. Two different copies
of pvalb-α are expressed in testes, and one copy of pvalb-β1 gene is dominant in retina and kidney. The pvalb-α gene is also
dominantly expressed in the brain including all four copies (i.e., the two found in muscles as well as the two found in
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testes). Orange star symbol marks the teleost-specific whole-genome duplication (~350 million year ago; [41]) and the red
star symbol marks the whole-genome duplication event within Cyprinidae (8.2 million year ago; [46]), which resulted
in the enriched parvalbumin gene diversity in this species. Most gene duplicates have persisted in the genome after the
duplication. Two of the gene copies (one within the pvalb-β1 and one within the pvalb-β2 gene type; marked by black star
symbol) are identical to their sister copy and could not be distinguished in the gene expression analysis.

3.4. Fish Allergenicity and the Muscle Parvalbumins

We have specifically focused on the allergenic copies of the parvalbumin gene, and
they all belong to the pvalb-β2 type. Specifically, we have highlighted the reported aller-
genic copies known from the common carp (Cyprinus carpio), the Atlantic salmon (Salmo
salar), and the Atlantic cod (Gadus morhua) (Figure 2). This allergenic muscular parval-
bumin pvalb-β2 type has proliferated in teleosts and has at least three ancestral copies
(copy 3–5 in Figure 2), whereas it has been completely lost in mammals. Fish allergenicity
is often studied with notion on the existence of multiple parvalbumins. While some studies
focus on just a fraction of the detected dominant parvalbumins (e.g., two types in the
common carp [24]), later studies often notice higher complexity of the parvalbumin in fish
and refer to multiple “isoforms”, such as eight isoforms in the common carp [73], or “high
isoform complexity” in cod and mackerel [74]. Here, we conclude that the diversity of par-
valbumin is technically not caused by the isoforms of the same gene (i.e., different products
of alternative splicing or post-translational modifications), but rather by the presence of
multiple gene copies of the parvalbumin genes in the genome (i.e., with different physical
location), encoding for multiple parvalbumin protein types (Figure 3). The main goal of
this study is, therefore, to provide genomic evidence and to help consider parvalbumin
genetic complexity as a whole, which will subsequently facilitate more specific targeting of
protein analyses in future studies.

4. Conclusions

The main goal of this study is to describe the parvalbumin gene complexity in ray-
finned fishes based on genomic and transcriptomic evidence. Our study aims to serve as a
comprehensive genomic overview, which will allow future studies to target and focus on
the functional aspects of parvalbumin, including, for example, allergenicity, and its possible
identification and diagnosis. We report on the high diversity of parvalbumin genes based
on genomic data. We reconstructed the complex evolutionary history of the pvalb genes in
vertebrates, with the main focus on teleost fishes. We used genomic evidence to identify the
three main parvalbumin types in vertebrates (pvalb-α, pvalb-β1, and pvalb-β2), and at least
nine ancestral copies of these types in teleost fishes (2x pvalb-α, 2x pvalb-β1, and 5x pvalb-β2).
In most species, the genomic organization suggests the conserved presence of two main
genomic clusters (with pvalb-β1 and pvalb-β2 types), resulting from teleost-specific whole-
genome duplication, plus two single-copy pvalb-α types located in different linkage groups.
We have further investigated parvalbumin gene expression in the common carp, a species
with 21 (19 unique) parvalbumin genes in its genome, and we have identified two pvalb-α
and eight pvalb-β2 copies abundantly expressed in the muscles, while the alternative copies
dominate pvalb expression in other tissues (brain, testes, kidney, retina, and thymus). We
have also noticed signs of differential expression of the muscular pvalb-β2 copies from the
recent whole-genome duplication in this species. We aim to provide robust genomic and
transcriptomic evidence of the complex evolution of parvalbumin, which can serve for
future studies focused on parvalbumin research.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/10
.3390/fishes6040070/s1: Table S1: parvalbumin gene expression in the 17 tissues of the common carp
(Cyprinus carpio), including the accession numbers for the 70 transcriptomes used; Supplementary
Material S2: alignment of 242 sequences used for the phylogenetic tree reconstruction.
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