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A B S T R A C T

Fish skin mucus serves as a first line of defense against pathogens and external stressors. In this study the
proteomic profile of lumpsucker skin mucus was characterized using 2D gels coupled with tandem mass
spectrometry. Mucosal proteins were identified by homology searches across the databases SwissProt, NCBInr
and vertebrate EST. The identified proteins were clustered into ten groups based on their gene ontology
biological process in PANTHER (www.patherdb.org). Calmodulin, cystatin-B, histone H2B, peroxiredoxin1,
apolipoprotein A1, natterin-2, 14-3-3 protein, alfa enolase, pentraxin, warm temperature acclimation 65 kDa
(WAP65kDa) and heat shock proteins were identified. Several of the proteins are known to be involved in
immune and/or stress responses. Proteomic profile established in this study could be a benchmark for
differential proteomics studies.

1. Introduction

Cyclopterus lumpus L., commonly known as lumpsucker/lumpfish,
is a semi-pelagic fish distributed throughout the North Atlantic Ocean.
This fish has been valued for its roe in fish food industry for decades [1].
Recently, use of this species as a delousing agent in salmon farms has
gained interest. Lumpsucker is found to be a suitable candidate for
delousing in waters even at lower temperatures where other cleaner
fish might not thrive well [2]. Despite of the advantages of using
lumpsucker as a cleaner fish there is a risk of transmission of diseases
to the farmed salmon from infected lumpsuckers, needing further
studies. Equally important is the understanding and management of
the health and welfare of the lumpsucker itself. Bacterial infection is
one major constraint in lumpsucker farming. There are several patho-
gens causing diseases in lumpsucker such as Pasteurella sp., atypical
Aeromonas salmonicida, Vibrio anguillarum, V. ordalii, Vibrio sp.,
Tenacibaculum sp., Paramoeba perurans, Gyrodactylus sp. Infections
were found to be more prevalent when fishes were stressed either by
transport, vaccination and/or introduction to new environment [3].
Relatively little is known about lumsucker's biology and immune
system, especially at the molecular level.

In fish, skin is one of the major sites for pathogen entry as it is a
mucosal surface with living cells throughout. The skin mucus has a very
important role in maintaining fish health, especially in intensive
farming where level of stress and infections could be high. Skin mucus
of fish contains a variety of immune relevant factors including lectins,
lysozymes, calmodulin, immunoglobulins, complement, C-reactive

proteins, proteolytic enzymes, anti-microbial peptides and proteins
[4]. These factors form a biochemical barrier that serves as first line of
defense against a wide range of pathogens. Characterization of skin
mucus has been approached from different aspects focusing either on a
particular protein of interest or a group of proteins. Recent studies use
high throughput techniques for skin mucus characterization in fish.
These include characterization of the i) proteome reference map of
naïve Atlantic cod (Gadus morhua) skin mucus [5], ii) differential skin
mucus proteome of Atlantic cod upon natural infection with V.
anguillarum [6], iii) proteomic profile of discus fish (Symphysodon
aequifasciata) skin mucus showing parental care [7], iv) proteomic
profile of gilthead seabream (Sparus aurata) skin mucus [8,9], v)
proteomics profile of European sea bass (Dicentrarchus labrax) [10],
v) changes in protein composition of Atlantic salmon (Salmo salar)
skin mucus followed by sea lice (Lepeoptheirus salmonis) infection
[11], vi) skin mucus and sting venom of marine catfish (Cathorops
spixii) revealing functional diversification of toxins [12].

Here we describe the skin mucus proteome of lumpsucker by using
2D gels coupled with mass spectrometry. We found immune relevant as
well as stress physiology relevant proteins. These results could be
useful for implementation of health and stress management strategies
for production of a more robust fish.
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2. Materials and methods

2.1. Fish and skin mucus sampling

Lumpsucker used in this study were provided by Arctic Cleanerfish,
Stamsund, Norway. They were transported as newly hatched larvae,
further held at Mørkvedbukta Research Station, Bodø, Norway, where
they were start-fed with Gemma Micro and later fed with Amber
Neptun of increasing sizes (1–4 mm). Both commercial feeds were
from Skretting, Stavanger, Norway. The juveniles were raised on
filtered seawater from 250 m depth, at 10–12 °C for the first 60 days
and then the temperature was lowered to 7 °C until sampling. One-
year-old fishes weighing approximately 700 g of varying length were
anesthetized with MS-222 (70 mg/l) and killed by a blow to the head.
For sampling of skin mucus the fish was kept on a plastic bag and
massaged gently for a few seconds, discarding samples contaminated
with feces. The mucus was transferred into tubes with the help of a
spatula. The tubes were immediately frozen and stored at −80 °C until
further analysis. All animal handling procedures were performed under
to the regulations set by National Animal Research Authority in
Norway.

2.2. Sample preparation for 2-DE

Protein samples from skin mucus of eight fishes were extracted
individually. For sample preparation the protocol of Wang et al. [13]
was followed with few modifications. In brief, the skin mucus was
thawed on ice and diluted with one volume of PBS containing 0.1%
protease inhibitor (GE Healthcare, USA). The samples were sonicated
(2×5 s) using an ultrasonic processor (SONICS Vibracell VCX750,
USA). Next, the sonicated skin mucus was centrifuged at 15,000g for
30 min, 4 °C to pellet the tissue debris and the supernatant was
collected. A mixture of TCA (trichloroacetic acid), 10% w/v and 0.1%
DTT (DL-Dithiothreitol, Sigma, USA) was added to the supernatant
and incubated on ice for 30 min. The sample containing TCA and DTT
was centrifuged at 10000g for 30 min, 4 °C. The pellet was resus-
pended in cold acetone containing 0.1% DTT and incubated at −20 °C
for 45 min. The sample was centrifuged again at 10,000g for 30 min,
4 °C, the pellet obtained was air dried for 2–3 min and dissolved in
rehydration buffer (9.8 M urea, 2% CHAPS (3-[(3-Cholamidopropyl)
dimethylammonio]-1-propanesulfonate), 20 mM DTT, 0.5% Biolyte
(3–10), and 0.001% bromophenol blue, all from Sigma, except
Biolyte from Bio-rad). The protein sample in rehydration buffer was
used for two dimensional gel electrophoresis.

2.3. Two-dimensional gel electrophoresis

The protein content was estimated using Qubit® Protein Assay Kit
and Qubit™ fluorometer (Life Technologies, USA) following the
manufacturer's protocol. 17 cm (pH-3–10), IPG strips (immobilized
pH gradient, Bio-Rad, USA) were rehydrated for 15 h using 80 µg of
protein per strip. The rehydrated strips were subjected to iso-electric
focusing in Bio-Rad Protean IEF cell to a total volt hours of 60,000 at a
maximum of 10,000 V using three steps of slow ramping at a constant
temperature of 20 °C [5]. The focused IPG strips were reduced with
0.2% DTT and alkylated with 0.3% iodoacetamide for 15 min each in
equilibration buffer (6 M urea, VWR; 0.375 M tris-HCl (pH 8.8), Bio-
Rad; 2% SDS, 20% glycerol, Sigma). The equilibrated gel strips were
loaded on 12.5% polyacrylamide gels in the Bio-Rad Protean IIxii
system (USA). Initially, the gels were run at constant current of 20 mA/
gel for 15 min and then 6 mA/gel overnight (approx. 16 h). The
following day, current was increased to 15 mA/gel to complete the
run. The voltage was limited to 250 V throughout the run. The gels
were stained with Sypro® Ruby Protein gel stain, Life technologies,
USA, following the manufacturers protocol and images were documen-
ted using ChemiDoc™ XRS system (Bio-Rad). The documented gel

images were analyzed in PDQuest™ Advanced 2D analysis software
(Bio-Rad) to identify consistent spots over 6 gels. Fifty spots with high
expression levels in the skin mucus of lumpsucker were selected for
analysis.

2.4. LC-MS/MS

A preparative gel was run with a protein content of 300 µg and
stained with Sypro® Ruby as described by Kulkarni et al. [14]. The
selected spots from the PDQuest analysis were excised manually on a
blue light transilluminator (Safe Imager™ 2.0 Blue- Light
Transilluminator, Life technologies, USA). The excised spots were
trypsinized, reduced in gel, alkylated and subjected to LC-MS/MS
analysis [15]. The analysis was performed with nanoAcquity ultra-
performance liquid chromatography and Q-TOF Ultima global mass
spectrometer (Micromass/Waters, MA, USA) at University Proteomics
Platform, University of Tromsø, Norway.

2.5. Protein identification using bioinformatics tools

The LC-MS/MS analysis generated pkl (powered keylogger) files by
using the Protein Lynx Global server software (version 2.1, Micromass/
Waters, MA, USA). The pkl files obtained were analyzed using
MASCOT MS/MS Ions search (version 2.4.01) against SwissProt
protein database (10 Jul 2015, 548872 sequences) and NCBI non-
redundant database (10 Jul 2015, 69146588 sequences). In places
where SwissProt or NCBInr could not identify the protein, search was
carried out against vertebrate EST database (10 Jul 2015, 54205008
sequences). The parameters set for protein identification were enzyme
trypsin with one missed cleavage, fixed modification carbamidomethyl
of cysteine and variable modification oxidation of methionine, peptide
charge 2+ and 3+, peptide tolerance 100 ppm and MS/MS ion
tolerance 0.1 Da. The search was performed for the taxonomic class,
actinopterygii (ray finned fishes). All searches were carried out using
the decoy search and the false discovery rate (FDR) were kept below 1%
for both peptide matches above identity and homology threshold.
Protein hits above significant threshold score and having at least one
unique peptide sequence were identified.

2.6. Gene ontology (GO) enrichment analysis

For GO enrichment analysis UniProt IDs of identified proteins were
retrived from UniProt knowledgebase (UniProtKB). The UniProt IDs
were submitted to PANTHER (www.pantherdb.org) to cluster the
proteins into different groups relating to their biological process
according to gene ontology annotation (GO terms). Only results with
p < 0.05 were accepted. A protein-protein interaction network with a
medium confidence score was created using string v9.05.

3. Results and discussion

At present, there are various techniques for mapping the proteome,
however classical 2D gels still have their place in the field of protein
and molecular biology. Benefits of using 2D gels include direct
visualization of proteins giving a scope for assessment of the sample
quality, ability to separate proteins even with small changes in pI and
molecular weight, hence possibilities for identification of modifications
in protein isoforms such as post translational changes or differences
resulting from alternatively spliced mRNAs. It also serves as a powerful
tool for identification of proteins from organisms with a non-sequenced
genome by the help of de novo sequencing and homology searches [16].

In this study, proteins from naïve lumpsucker skin mucus were
identified using 2D gels coupled with LC-MS/MS. Skin mucus proteins
(100 μg/strip) from eight fishes were electro focused and ran on 12.5%
polyacrylamide gels. A representative gel image is shown in Fig. 1. Out
of ≈900 spots detected by PDQuest, only fifty highly expressed spots
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were excised for LC-MS/MS analysis but 40 spots were possible to
identify using database searches. To our knowledge this is the first
report on the skin mucus proteome of lumpsucker, C. lumpus.
Lumpsucker's genome has not been sequenced and very little informa-
tion on the species is available in the databases. Thus, the proteins were
identified adapting homology searches restricting the BLAST searches
to the class Actinopterygii (ray finned fishes). Details of individual
proteins are listed in Table 1.

3.1. Immune and stress related proteins in skin mucus of lumpsucker

In this study spot 19 was identified as peroxiredoxin 1 (PRDX1). It
has also been reported in skin mucus of naïve gilthead seabream (S.
aurata) [8] and European seabass (Dicentrarchus labrax) [10].
Peroxiredoxins, also known as thioredoxin peroxidase are cysteine-
based peroxidases grouped as 1-cys or 2-cys according to the number
of their cysteine-conserved residues [17]. These are antioxidant
proteins that protect the organism from toxic reactive oxygen species
(ROS) during oxidative stress (Fig. 2). It also participates in various
biological processes such as molecular chaperoning, hydrogen peroxide
mediated cell signaling and mitochondrial functions. PRDX1 is also
called natural killer enhancing factor A, has been implicated in immune
responses of many organisms. In fish the relatively high expression
level of PRDX1 in immune related tissues like spleen and kidney of
golden pompano (Trachinotus ovatus) suggests its role in immunity of
this species [18]. In infection studies, the expression of PRDX1 was
downregulated in Neoparamoeba perurans infected S. salar [19] and
Enteromyxum leei infected S. aurata [20]. Phagocytic cell produces
ROS to eliminate pathogens. Hence, downregulation of the PRDX1
gene may facilitate phagocytosis for removal of pathogens. Further, it
has been reported that extracellular peroxiredoxin 1 could act as
endogenous danger signal by binding to cell membrane sensors or

receptors [21].
Lectins are specific carbohydrate binding proteins involved in a

variety of biological roles. Here we identified two lectins namely
natterin (spot 22) and pentraxin (spot 46). Natterin was first isolated
from venom gland of Thalassophryne natteri [22] Natterin like
proteinaceous toxins (I and II) were purified from skin secretions of
oriental catfish (Plotosus lineatus) [23]. Natterin has a pore forming
toxin like domain with kinogenase activity [22]. The lectin like domain
in natterin is homologous to Jacalin domain identified in jack fruit.
Little work has been done on natterin in fish but jacalin, the plant
homologue, is reported to be involved in activation of human T-
lymphocytes [24] and apoptosis of B-lymphocytes [25] suggesting a
role in the immune system of fish. In mucus the lectin domain could
give direct interaction with pathogens and the pore forming toxin
domain could potentially result in lysis (Fig. 2).

Pentraxins, spot 46, are evolutionarily conserved proteins with a
variety of roles in host defense. As acute phase proteins, their role in
inflammatory responses and pathogen recognition make them impor-
tant markers of infection and inflammation (Fig. 2) [26]. Pentraxin is
found in skin mucus of common skate [27], surprisingly the skin gene
expression was not changed after in vivo challenge with E.coli. This
might suggest that the skin and mucus levels of pentraxin are constant,
or that this particular pathogen does not stimulate pentraxin produc-
tion in skin, but it does not exclude that proteins synthesis in liver
where human pentraxins are produced could change. Further studies
are needed to investigate mucus pentraxin function.

Spot 2 was identified as calmodulin. Previously calmodulin was
identified in skin mucus of sea lice infected Atlantic salmon [11] and
Vibrio anguillarum infected Atlantic cod [6]. This protein was also
purified from skin mucus of tilapia (Sarotherodon mossambicus), and
identified in mucus from European sea bass (Dicentrarchus labrax)
[10]. Calmodulin is calcium binding multifunctional protein highly

Fig. 1. Cyclopterus lumpus skin mucus was sonicated, acid precipitated and dissolved in rehydration buffer (Section 2.2) then 80 µg were loaded unto 17 cm, 3–10 non-linear IPG
strips. 12.5% polyacrylamide vertical gels were used as the second dimension. The image shows a representative gel with the spots analyzed with mass spectrometry circled. Yellow rings
represent identified spots, red rings; not identified spots.
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Table 1
MASCOT analysis details, gene symbols and physical parameters of identified protein spots from lumpsucker skin mucus.

(continued on next page)
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conserved in all eukaryotes. It is involved in cell signaling, stress and
immune responses. Calmodulin is an important calcium binding
protein found to be highly expressed in Antarctic notothenioid fishes
when compared to warm water fish, this could indicate a protective role
against cold stress [28]. Further, studies reported that over expression
of the Antarctic notothenioid calmodulin gene in transgenic tobacco
plants showed an increase in cold tolerance when grown at 4 °C for two
weeks [29]. In chinese mitten crab (Eriocheir sinensis) [30] and blue
mussel [31] the calmodulin gene was significantly upregulated in gills
and hepatopancreas under salinity and pH stress. This indicates that
calmodulin might help to combat stress. Calmodulin could also have
role in immune responses against pathogens. Silencing of calmodulin
gene in Penaeus monodon made it susceptible to Vibrio harveyi
infection resulting in increased mortality. This could be that silencing
of calmodulin gene decreases the transcription of other immune related
proteins required for the initiation of immune cascade [32].
Upregulation of this gene was reported in gills of chinese mitten crab

challenged with Edwardsiella tarda and V. anguillarum [30], and in
hemocytes of Pacific white shrimp infected by V. parahemolyticus [33].
Thus calmodulin in lumpsucker skin mucus might be involved in
transduction of signals for downstream immune responses.

We also identified histone proteins, histone H2B (Spot 3) and
histone H3 (Spot 13). Histones are major component of the nucleo-
somes and well known for their role in gene transcription regulation in
eukaryotic cells. Studies have shown that there are also extranuclear
histones present in mitochondria and on cell surfaces, with many
physiologically important roles [34]. Histones released to the extra-
cellular space serve as danger associated molecular patterns. Histones
also serve as antimicrobial peptides that could either kill the pathogens
directly or indirectly by blocking the DNA/RNA/protein synthesis
(Fig. 2) [35,36]. H2B like protein isolated from skin mucus of
Atlantic cod showed antimicrobial activity against E. coli[ [37].
Similarly H2B like protein in skin of Channel catfish (Ictalurus
punctatus) showed antimicrobial activities against Aeromonas hydro-

Table 1 (continued)
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phila and Seprolegnia spp. [38]. Further studies indicated that the
level of histone like proteins were suppressed in channel catfish
exposed to stress [39]. Histones are also identified in skin mucus of
naïve European seabass [10].

Cystatin-B, also known as stefin-B, is a protease inhibitor, which
regulates the activities of cysteine proteases. This protein is involved in
both physiological and pathological conditions such as inflammatory
responses (Fig. 2), protein homeostasis, antigen processing and
metastasis. Spot 11 was identified as cystatin-B like protein. The
presence of cystatin B in mucus might give protection against invading
pathogen by inhibiting the cysteine proteases released from pathogens
to promote their growth and proliferation. A protease inhibitor from
epidermis of Japanese eel (Anguilla japonica) has been found to
inhibit the proteolytic activity of cysteine proteases of
Porphyromonas gingivalis [40]. Significant changes in cystatin-B level
was observed in Atlantic salmon infected by Neoparamoeba perurans
[41], and in turbot (Scopthalmus maximus) infected by Ectalurus
tarda [42]. In S. maximus cystatin-B were also involved in bacterial
invasion of head kidney macrophages [42]. This protein has also been
identified in skin mucus of Atlantic cod [5].

Apolipoprotein A1 (spot 20) is a major component of high-density
lipoprotein in plasma mainly involved in lipid metabolism [43]. It also
plays anti-inflammatory role in both acute and chronic inflammation
[44]. This protein was upregulated in skin mucus of sea lice infected
Atlantic salmon [11], Vibrio anguillarum infected Atlantic cod [6].
Furthermore, in channel catfish this protein also showed lytic activities
against Gram positive Micrococcus lysodeikticus and Gram negative
Aeromonas hydrophila [45]. The carboxyl end of this protein is
responsible for antimicrobial activities that might give protection
against pathogens in skin mucus of teleost fish (Fig. 2) [46].
Apolipoprotein A1 has also been identified in skin mucus of naïve
European sea bass [5] and Atlantic cod [10].

Warm temperature acclimation protein 65 kDa (WAP65) is homo-
logous to mammalian hemopexin, a glycoprotein involved in transpor-
tation of heme from site of hemolysis. It could protect the skin against
bacterial invasion by limiting available iron essential for bacterial
proliferation and establishment. In this study spot 64 was identified as
WAP65. Upregulation of WAP65 was observed in copper treated
swordtail fish, Xiphophorus helleri [47] and upregulation of hemopex-
in like protein mRNA found in hypoxia induced longjaw mudsucker,
Gillichthys mirabilis [48]. Differential expression of WAP65 was also
observed due to warm temperature and bacterial infections in channel
catfish [49]. Goldfish WAP65 contains a cytokine response element,
suggesting a role in self-defense [50]. In naïve European sea bass
WAP65 is present in skin mucus [10].

Heat shock proteins are highly conserved proteins involved in
various stress responses including heat, heavy metal exposure, tissue
damage, and pathogen infections (Fig. 2). These are molecular
chaperones that helps the organism to repair the protein damage
occurred due to adverse stress conditions. Spot 60 and 61 were
identified as a heat shock 70 kDa protein and heat shock cognate
71 kDa protein respectively. Heat shock proteins exists both intracel-
lularly and extracellularly. Extracellular HSPs have been reported to act
as immune modulators, that could be immunostimulatory or immu-
nosuppressive depending on how they are encountered by the immune
response network [51]. Heat shock protein 70 has been found in skin
mucus of European sea bass [10] and gilthead seabream [8].

Enolases are a glycolytic enzyme, which also acts as plasminogen
receptor, transcriptional regulator and cell associated stress protein
(Fig. 2) [52]. Spot L34 was identified as alfa enolase in lumpsucker skin
mucus. Alfa enolase serves as a stress marker in fish showing
upregulation during hypoxic conditions in longjaw mudsucker
(Gillicthys mirabilis) [48]. Studies also showed upregulation of alfa
enolase in Sparus aurata after in vivo LPS challenge [52].

Fig. 2. Possible interactions of some of the identified proteins from lumpsucker skin mucus are shown. Proteins in the figure are indicated by their abbreviations. Arrows indicates their
involvement in different process. Question mark “?” indicates proposed actions of the proteins. Biological roles of the proteins are explained in text in results and discussion section.
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The protein 14-3-3 was identified from four spots (26, 28, 32, 59)
with varying pI and molecular weight suggesting several isoforms in
skin mucus of lumpsucker. These are highly conserved proteins found
ubiquitously in animal tissues. They are signaling proteins associated
with osmoregulatory signal transduction in Fundulus heteroclitus gill
epithelium [53]. This protein has also been involved in phagocytosis
and microbial resistance in zebrafish. Knock down of this gene in
zebrafish infected with Staphyloccocus aureus showed decrease in
survival rate than control fish indicates its role in bacterial resistance
[54].

3.2. Other identified proteins

We also identified cytoskeletal proteins such as actin (spots 45, 57
and 58), Septin-2 (Spot 58), keratin (spots 33 and 24), F-actin capping
protein (spot 25), myosin (spot 5). Actin is a dynamic protein that plays
several roles in the cell. It is found to be involved in cell movement,
phagocytosis (Fig. 2), cytokinesis and cytoplasmic streaming.
Previously actin fragments have been identified in skin mucus of sea
lice (Lepeophtheirus salmonis) infected Atlantic salmon (Salmo salar).
Some of the proteins identified in lumpsucker skin mucus are enzymes
involved in various metabolic pathways i.e. nucleoside diphosphate
kinase B (spots 12 and 40), triosephosphate isomerase B (spot 23),
glyceraldehyde 3-phosphate dehydrogenase (spot 30), malate dehy-
drogenase (spot 56) and ATP synthase (spot 42).

Identification of the proteins in skin mucus indicates a role in the
extracellular space. Several delivery routes could be used to reach the
outside of the cell [61]. That might be i) secreted through the ER- Golgi
classical pathway, ii) released to the extracellular space by exosomes,
iii) released by necrotic cells, iv) released from the endolysosomal
pathway or v) by some unknown pathway yet to be discovered. Table 2
gives an overview of the identified proteins and of their previously
known presence in extracellular space and/or skin mucus of fish.

3.3. Gene ontology analysis

The gene IDs for the 40 identified spots were obtained from
UniProtKB for GO analysis. Gene IDs for all identified proteins could
not be obtained for the fish model organism, zebrafish. Hence, the IDs
used here were the human orthologs of the respective proteins
identified in lumpsucker skin mucus except natterin-2, which do not
have a human ortholog in UniProtKB. The GO biological process
clustered the proteins into ten groups (Table 2) such as apoptotic
process (GO:0006915), biological regulation (GO:0065007), cellular
component organization or biogenesis (GO:0071840), cellular process
(GO:0009987), developmental process (GO:0032502), immune system
process (GO:0002376), localization (GO:0051179), metabolic process
(GO:0008152), multicellular organismal process (GO:0032501) and
response to stimulus (GO:0050896). The GO biological process in-
dicated the involvement of individual proteins in several processes,

Table 2
GO biological process of identified proteins.

Spot ID Protein name Biological process Reported in skin
mucus

Present extracellularly

B1 B2 B3 B4 B5 B6 B7 B8 B9 B10

L2 Calmodulin ✓ Y [6] Y [55]
L3 Histone H2B 1/2 ✓ ✓ ✓ Y Y [56]
L4 Predicted: Lipocalin-like ✓ ✓ ✓ – Y [57]
L5 Myosin, light polypeptide 9, like 1 ✓ ✓ – –

L6 Growth/differentiation factor 6-A ✓ ✓ ✓ ✓ ✓ ✓ – Y
L10, L17,L18 Glial fibrillary acidic protein ✓ ✓ ✓ – –

L11 Predicted: Cystatin-B-like ✓ ✓ Y [5] –

L12, L40 Nucleoside diphosphate kinase B ✓ ✓ ✓ ✓ Y [5,8,9] Y
L13 Histone H3.2 ✓ ✓ – Y [56]
L15 60 S ribosomal protein L11 ✓ Y [8] Y
L19 Peroxiredoxin 1 ✓ ✓ Y [8] Y [58]
L20 Predicted: apolipoprotein A-I-like ✓ ✓ ✓ ✓ ✓ ✓ ✓ Y [8,9] Y
L22 Natterin-2 – Y
L23 Triosephosphate isomerase B ✓ Y [5,8,9] Y
L24, L33 Keratin, type I cytoskeletal 13 ✓ ✓ ✓ Y [8] Y
L25 Predicted: F-actin-capping protein subunit beta isoforms

1 and 2-like isoform X1
✓ ✓ ✓ ✓ ✓ – –

L26, L28, L32,
L59

14-3-3 protein beta/alpha ✓ Y [5,8] Y [59]

L29 Guanine nucleotide-binding protein subunit beta-2-like
1

✓ ✓ – –

L30 Glyceraldehyde 3-phosphate dehydrogenase isoform 2 ✓ Y [5,8,9] –

L31 Charged multivesicular body protein 4c ✓ – Y
L34 Alpha-enolase ✓ Y [5,8] Y
L42 ATP synthase subunit beta, mitochondrial ✓ ✓ Y [8,9] Y
L44 Warm-temperature-acclimation-related 65 kDa protein ✓ Y [8,9] Y
L45 Actin, cytoplasmic ✓ ✓ ✓ Y [5,9] Y
L46 Predicted: pentraxin fusion protein-like ✓ ✓ Y [27] Y [27]
L47 Glutathione-S-transferase Y [5,9] Y
L52 Coactosin-like protein ✓ ✓ Y [8,9] Y
L55 DNA-binding protein RFX2 ✓ ✓ ✓ – –

L56 Malate dehydrogenase 2-2, NAD ✓ Y [9] Y
L58 Predicted: septin-2 ✓ ✓ – –

L60 Heat shock 70 kDa protein 8b1 ✓ ✓ ✓ ✓ Y [7,9] Y [60]
L61 Heat shock cognate 71 kDa ✓ ✓ ✓ ✓ Y [9] Y [60]

B1; apoptotic process (GO:0006915), B2; biological regulation (GO:0065007), B3; cellular component organization or biogenesis (GO:0071840), B4; cellular process (GO:0009987), B5;
developmental process (GO:0032502), B6; immune system process (GO:0002376), B7; locali
zation (GO:0051179), B8; metabolic process (GO:0008152), B9; multicellular organismal process (GO:0032501), B10; response to stimulus (GO:0050896).
“Y” means yes, the protein has been identified in skin mucus of fish or its extracellular presence has been observed. Information is based on UNiProtKB in places where references are
not cited.
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which are listed in Table 2. A confidence view (medium confidence
score) protein-protein interaction network was created using String
v9.05 employing the human UniProt IDs (Fig. 3). The interaction
results need to be studied in an extracellular setting such as mucus, to
establish if functional protein interaction network exist in mucus alone
or in mucus interacting with skin cells and/or pathogens.

4. Conclusion

This study revealed the presence of several proteins that are
involved in immune and stress responses in skin mucus of lumpsucker.
Some of these proteins could be potential biomarkers for fish welfare.
Thus, the proteome reference map of lumpsucker skin mucus could
serve as a benchmark for future studies on lumpsucker, although this
needs to be verified by additional research.

Acknowledgements

The authors would like to acknowledge VRI Nordland (granted
application number 2014-0476) for funding this study, which was a
part of the project "Forebyggende helsearbeid hos rognkjeks som
lusespiser—Karakterisering av immunkomponenter i hudslim
(Preventive healthcare of sea lice-eating lumpsucker—characterization
of immune components in skin mucus)". We also wish to acknowledge
the technical assistance of Dr. Jack-Ansgar Brunn, University of
Tromsø for generating the LC-MS/MS data. Dr. Amod Kulkarni is
thanked for training DP on the electrophoresis methods.

Appendix A. Transparency document

Transparency document associated with this article can be found in
the online version at http://dx.doi.org/10.1016/j.bbrep.2016.12.016.

References

[1] G.E. Bledsoe, C.D. Bledsoe, B. Rasco, Caviars and fish roe products, Crit. Rev. Food
Sci. Nutr. 43 (2003) 317–356.

[2] A.K. Imsland, P. Reynolds, G. Eliassen, T.A. Hangstad, A.V. Nytrø, A. Foss, et al.,
Assessment of growth and sea lice infection levels in Atlantic salmon stocked in
small-scale cages with lumpfish, Aquaculture 433 (2014) 137–142.

[3] The Health Situation in Norwegian Aquaculture 2014, Fish Health Report Oslo,
Norway: National Veterinary Institute Available from, 〈http://www.vetinst.no/eng/
Publications/Fish-Health-Report/Fish-Health-Report-2014〉. 2015.

[4] M.Á. Esteban, An overview of the immunological defenses in fish skin, ISRN
Immunol. 2012 (2012) 1–29.

[5] B. Rajan, J.M.O. Fernandes, C.M.A. Caipang, V. Kiron, J.H.W.M. Rombout,
M.F. Brinchmann, Proteome reference map of the skin mucus of Atlantic cod
(Gadus morhua) revealing immune competent molecules, Fish. Shellfish Immunol.
31 (2011) 224–231.

[6] B. Rajan, J. Lokesh, V. Kiron, M.F. Brinchmann, Differentially expressed proteins
in the skin mucus of Atlantic cod (Gadus morhua) upon natural infection with
Vibrio anguillarum, BMC Vet. Res. 9 (2013) 103.

[7] K. Chong, S. Joshi, L.T. Jin, A.C. Shu-Chien, Proteomics profiling of epidermal
mucus secretion of a cichlid (Symphysodon aequifasciata) demonstrating parental
care behavior, Proteomics 6 (2006) 2251–2258.

[8] J. Jurado, C.A. Fuentes-Almagro, F.A. Guardiola, A. Cuesta, M.Á. Esteban,
M.J. Prieto-Álamo, Proteomic profile of the skin mucus of farmed gilthead
seabream (Sparus aurata), J. Proteom. 120 (2015) 21–34.

[9] I. Sanahuja, A. Ibarz, Skin mucus proteome of gilthead sea bream: a non-invasive
method to screen for welfare indicators, Fish. Shellfish Immunol. 46 (2015)
426–435.

[10] H. Cordero, M.F. Brinchmann, A. Cuesta, J. Meseguer, M.A. Esteban, Skin mucus
proteome map of European sea bass (Dicentrarchus labrax), Proteomics (2015).
http://dx.doi.org/10.1002/pmic.201500120.

Fig. 3. Confidence view of protein-protein interaction network of identified proteins created by string v9.05. Bolder lines mean higher confidence.

D.M. Patel, M.F. Brinchmann Biochemistry and Biophysics Reports 9 (2017) 217–225

224

http://dx.doi.org/10.1016/j.bbrep.2016.12.016
http://refhub.elsevier.com/S2405-17)30009-sbref1
http://refhub.elsevier.com/S2405-17)30009-sbref1
http://refhub.elsevier.com/S2405-17)30009-sbref2
http://refhub.elsevier.com/S2405-17)30009-sbref2
http://refhub.elsevier.com/S2405-17)30009-sbref2
http://www.vetinst.no/eng/Publications/Fish-Health-Report/Fish-Health-Report-2014
http://www.vetinst.no/eng/Publications/Fish-Health-Report/Fish-Health-Report-2014
http://refhub.elsevier.com/S2405-17)30009-sbref3
http://refhub.elsevier.com/S2405-17)30009-sbref3
http://refhub.elsevier.com/S2405-17)30009-sbref4
http://refhub.elsevier.com/S2405-17)30009-sbref4
http://refhub.elsevier.com/S2405-17)30009-sbref4
http://refhub.elsevier.com/S2405-17)30009-sbref4
http://refhub.elsevier.com/S2405-17)30009-sbref5
http://refhub.elsevier.com/S2405-17)30009-sbref5
http://refhub.elsevier.com/S2405-17)30009-sbref5
http://refhub.elsevier.com/S2405-17)30009-sbref6
http://refhub.elsevier.com/S2405-17)30009-sbref6
http://refhub.elsevier.com/S2405-17)30009-sbref6
http://refhub.elsevier.com/S2405-17)30009-sbref7
http://refhub.elsevier.com/S2405-17)30009-sbref7
http://refhub.elsevier.com/S2405-17)30009-sbref7
http://refhub.elsevier.com/S2405-17)30009-sbref8
http://refhub.elsevier.com/S2405-17)30009-sbref8
http://refhub.elsevier.com/S2405-17)30009-sbref8
http://dx.doi.org/10.1002/pmic.201500120


[11] R.H. Easy, N.W. Ross, Changes in Atlantic salmon (Salmo salar) epidermal mucus
protein composition profiles following infection with sea lice (Lepeophtheirus
salmonis), Comp. Biochem Physiol. D 4 (2009) 159–167.

[12] A.D. Ramos, K. Conceição, P.I. Silva Jr, M. Richardson, C. Lima, M. Lopes-Ferreira,
Specialization of the sting venom and skin mucus of Cathorops spixii reveals
functional diversification of the toxins, Toxicon 59 (2012) 651–665.

[13] H.C. Wang, H.C. Wang, J.H. Leu, G.H. Kou, A.H.J. Wang, C.F. Lo, Protein
expression profiling of the shrimp cellular response to white spot syndrome virus
infection, Dev. Comp. Immunol. 31 (2007) 672–686.

[14] A.D. Kulkarni, V. Kiron, J.H.W.M. Rombout, M.F. Brinchmann, J.M.O. Fernandes,
N.S. Sudheer, et al., Protein profiling in the gut of Penaeus monodon gavaged with
oral WSSV-vaccines and live white spot syndrome virus, Proteomics 14 (2014)
1660–1673.

[15] A. Øverbye, M.F. Brinchmann, P.O. Seglen, Proteomic analysis of membrane-
associated proteins from rat liver autophagosomes, Autophagy 3 (2007) 300–322.

[16] A. Rogowska-Wrzesinska, M.C. Le Bihan, M. Thaysen-Andersen, P. Roepstorff, 2D
gels still have a niche in proteomics, J. Proteom. 88 (2013) 4–13.

[17] S.G. Rhee, H.Z. Chae, K. Kim, Peroxiredoxins: a historical overview and speculative
preview of novel mechanisms and emerging concepts in cell signaling, Free Radic.
Biol. Med. 38 (2005) 1543–1552.

[18] L. Wang, H. Guo, N. Zhang, Z. Ma, S. Jiang, D. Zhang, Molecular characterization
and functional analysis of a peroxiredoxin 1 cDNA from golden pompano
(Trachinotus ovatus), Dev. Comp. Immunol. 51 (2015) 261–270.

[19] G.H. Loo, D.L. Sutton, K.A. Schuller, Cloning and functional characterisation of a
peroxiredoxin 1 (NKEF A) cDNA from Atlantic salmon (Salmo salar) and its
expression in fish infected with Neoparamoeba perurans, Fish. Shellfish Immunol.
32 (2012) 1074–1082.

[20] J. Perez-Sanchez, A. Bermejo-Nogales, J.A. Calduch-Giner, S. Kaushik, A. Sitja-
Bobadilla, Molecular characterization and expression analysis of six peroxiredoxin
paralogous genes in gilthead sea bream (Sparus aurata): insights from fish exposed
to dietary, pathogen and confinement stressors, Fish. Shellfish Immunol. 31 (2011)
294–302.

[21] J.R. Riddell, X.Y. Wang, H. Minderman, S.O. Gollnick, Peroxiredoxin 1 stimulates
secretion of pro-inflammatory cytokines by binding to Toll-like receptor 4, J.
Immunol. 184 (2010) 1022–1030.

[22] G.S. Magalhães, M. Lopes-Ferreira, I.L.M. Junqueira-de-Azevedo, P.J. Spencer,
M.S. Araújo, F.C.V. Portaro, et al., Natterins, a new class of proteins with
kininogenase activity characterized from Thalassophryne nattereri fish venom,
Biochimie 87 (2005) 687–699.

[23] S. Tamura, M. Yamakawa, K. Shiomi, Purification, characterization and cDNA
cloning of two natterin-like toxins from the skin secretion of oriental catfish
Plotosus lineatus, Toxicon 58 (2011) 430–438.

[24] M. Baba, B. Yong Ma, M. Nonaka, Y. Matsuishi, M. Hirano, N. Nakamura, et al.,
Glycosylation-dependent interaction of Jacalin with CD45 induces T lymphocyte
activation and Th1/Th2 cytokine secretion, J. Leukoc. Biol. 81 (2007) 1002–1011.

[25] B.Y. Ma, K. Yoshida, M. Baba, M. Nonaka, S. Matsumoto, N. Kawasaki, et al., The
lectin Jacalin induces human B-lymphocyte apoptosis through glycosylation-
dependent interaction with CD45, Immunology 127 (2009) 477–488.

[26] T.W. Du Clos, Pentraxins: structure, function, and role in inflammation, ISRN
Inflamm. 2013 (2013) 22.

[27] S. Tsutsui, M. Yamaguchi, A. Hirasawa, O. Nakamura, T. Watanabe, Common skate
(Raja kenojei) secretes pentraxin into the cutaneous secretion: the first skin mucus
lectin in cartilaginous fish, J. Biochem. 146 (2009) 295–306.

[28] Z. Chen, C.H.C. Cheng, J. Zhang, L. Cao, L. Chen, L. Zhou, et al., Transcriptomic
and genomic evolution under constant cold in Antarctic notothenioid fish, Proc.
Natl. Acad. Sci. USA 105 (2008) 12944–12949.

[29] N. Yang, C. Peng, D. Cheng, Q. Huang, G. Xu, F. Gao, et al., The over-expression of
calmodulin from Antarctic notothenioid fish increases cold tolerance in tobacco,
Gene 521 (2013) 32–37.

[30] S. Li, Z. Jia, X. Li, X. Geng, J. Sun, Calmodulin is a stress and immune response
gene in Chinese mitten crab Eriocheir sinensis, Fish. Shellfish Immunol. 40 (2014)
120–128.

[31] B.L. Lockwood, G.N. Somero, Transcriptomic responses to salinity stress in
invasive and native blue mussels (genus Mytilus), Mol. Ecol. 20 (2011) 517–529.

[32] P. Sengprasert, P. Amparyup, A. Tassanakajorn, R. Wongpanya, Characterization
and identification of calmodulin and calmodulin binding proteins in hemocyte of
the black tiger shrimp (Penaeus monodon), Dev. Comp. Immunol. 50 (2015)
87–97.

[33] P.F. Ji, C.L. Yao, Z.Y. Wang, Two types of calmodulin play different roles in Pacific
white shrimp (Litopenaeus vannamei) defenses against Vibrio parahaemolyticus
and WSSV infection, Fish. Shellfish Immunol. 31 (2011) 260–268.

[34] M.H. Parseghian, K.A. Luhrs, Beyond the walls of the nucleus: the role of histones
in cellular signaling and innate immunity, Biochem Cell Biol. 84 (2006) 589–595.

[35] S. Rakers, L. Niklasson, D. Steinhagen, C. Kruse, J. Schauber, K. Sundell, et al.,
Antimicrobial peptides (AMPs) from fish epidermis: perspectives for investigative
dermatology, J. Invest Dermatol. 133 (2013) 1140–1149.

[36] R. Chen, R. Kang, X.G. Fan, D. Tang, Release and activity of histone in diseases,
Cell Death Dis. 5 (2014) e1370.

[37] G. Bergsson, B. Agerberth, H. Jörnvall, G.H. Gudmundsson, Isolation and

identification of antimicrobial components from the epidermal mucus of Atlantic
cod (Gadus morhua), FEBS J. 272 (2005) 4960–4969.

[38] D. Robinette, S. Wada, T. Arroll, M.G. Levy, W.L. Miller, E.J. Noga, Antimicrobial
activity in the skin of the channel catfish Ictalurus punctatus: characterization of
broad-spectrum histone-like antimicrobial proteins, Cell Mol. Life Sci. 54 (1998)
467–475.

[39] W.R. David, J.N. Edward, Histone-like protein: a novel method for measuring
stress in fish, Dis. Aquat. Organ. 44 (2001) 97–107.

[40] E. Saitoh, S. Isemura, A. Chiba, S. Oka, S. Odani, A novel cysteine protease inhibitor
with lectin activity from the epidermis of the Japanese eel Anguilla japonica,
Comp. Biochem Physiol. 141 (2005) 103–109.

[41] J. Wynne, M. O’Sullivan, M. Cook, G. Stone, B.F. Nowak, D. Lovell, et al.,
Transcriptome analyses of amoebic gill disease-affected Atlantic salmon (Salmo
salar) tissues teveal localized host gene suppression, Mar. Biotechnol. 10 (2008)
388–403.

[42] P.P. Xiao, Y.H. Hu, L. Sun, Scophthalmus maximus cystatin B enhances head
kidney macrophage-mediated bacterial killing, Dev. Comp. Immunol. 34 (2010)
1237–1241.

[43] J.L. Breslow, D. Ross, J. McPherson, H. Williams, D. Kurnit, A.L. Nussbaum, et al.,
Isolation and characterization of cDNA clones for human apolipoprotein A-I, Proc.
Natl. Acad. Sci. USA 79 (1982) 6861–6865.

[44] M. Kravitz, M. Pitashny, Y. Shoenfeld, Protective molecules-C-reactive protein
(CRP), serum amyloid P (SAP), pentraxin3 (PTX3), mannose-binding lectin (MBL),
and apolipoprotein A1 (Apo A1), and their autoantibodies: prevalence and clinical
significance in autoimmunity, J. Clin. Immunol. 25 (2005) 582–591.

[45] J.W. Pridgeon, P.H. Klesius, Apolipoprotein A1 in channel catfish: transcriptional
analysis, antimicrobial activity, and efficacy as plasmid DNA immunostimulant
against Aeromonas hydrophila infection, Fish. Shellfish Immunol. 35 (2013)
1129–1137.

[46] M.I. Concha, Sa Molina, C. Oyarzún, J. Villanueva, R. Amthauer, Local expression
of apolipoprotein A-I gene and a possible role for HDL in primary defence in the
carp skin, Fish. Shellfish Immunol. 14 (2003) 259–273.

[47] D. Aliza, I.S. Ismail, M.K. Kuah, A.C. Shu-Chien, T.S. Tengku Muhammad,
Identification of Wap65, a human homologue of hemopexin as a copper-inducible
gene in swordtail fish, Xiphophorus helleri, Fish. Physiol. Biochem. 34 (2008)
129–138.

[48] A.Y. Gracey, J.V. Troll, G.N. Somero, Hypoxia-induced gene expression profiling in
the euryoxic fish Gillichthys mirabilis, Proc. Natl. Acad. Sci. USA 98 (2001)
1993–1998.

[49] Z. Sha, P. Xu, T. Takano, H. Liu, J. Terhune, Z. Liu, The warm temperature
acclimation protein Wap65 as an immune response gene: its duplicates are
differentially regulated by temperature and bacterial infections, Mol. Immunol. 45
(2008) 1458–1469.

[50] K. Kikuchi, S. Watabe, K. Aida, The Wap65 gene expression of goldfish (Carassius
auratus) in association with warm water temperature as well as bacterial
lipopolysaccharide (LPS), Fish. Physiol. Biochem. 17 (1997) 423–432.

[51] A.G.Pockley, M.Muthana, S.K.Calderwood, The Dual Immunoregulatory Roles of
Stress Proteins, Trends Biochem. Sci. vol. 33. pp. 71–79

[52] L. Ribas, J.V. Planas, B. Barton, C. Monetti, G. Bernadini, M. Saroglia, et al., A
differentially expressed enolase gene isolated from the gilthead sea bream (Sparus
aurata) under high-density conditions is up-regulated in brain after in vivo
lipopolysaccharide challenge, Aquaculture 241 (2004) 195–206.

[53] D. Kültz, D. Chakravarty, T. Adilakshmi, A novel 14-3-3 gene is osmoregulated in
gill epithelium of the euryhaline teleost Fundulus heteroclitus, J. Exp. Biol. 204
(2001) 2975–2985.

[54] J. Ulvila, L.M. Vanha-aho, A. Kleino, M. Vähä-Mäkilä, M. Vuoksio, S. Eskelinen,
et al., Cofilin regulator 14-3-3ζ is an evolutionarily conserved protein required for
phagocytosis and microbial resistance, J. Leukoc. Biol. 89 (2011) 649–659.

[55] D.H. O’Day, R.J. Huber, A. Suarez, Extracellular calmodulin regulates growth and
cAMP-mediated chemotaxis in Dictyostelium discoideum, Biochem Biophys. Res.
Commun. 425 (2012) 750–754.

[56] J. Xu, X. Zhang, R. Pelayo, M. Monestier, C.T. Ammollo, F. Semeraro, et al.,
Extracellular histones are major mediators of death in sepsis, Nat. Med. 15 (2009)
1318–1321.

[57] F. Descalzi Cancedda, B. Dozin, B. Zerega, S. Cermelli, C. Gentili, R. Cancedda, Ex-
FABP, extracellular fatty acid binding protein, is a stress lipocalin expressed during
chicken embryo development, Mol. Cell Biochem. 239 (2002) 221–225.

[58] T. Shichita, E. Hasegawa, A. Kimura, R. Morita, R. Sakaguchi, I. Takada, et al.,
Peroxiredoxin family proteins are key initiators of post-ischemic inflammation in
the brain, Nat. Med. 18 (2012) 911–917.

[59] N. Asdaghi, R. Kilani, A. Hosseini Tabatabaei, S.O. Odemuyiwa, T.L. Hackett,
D. Knight, et al., Extracellular 14-3-3 from human lung epithelial cells enhances
MMP-1 expression, Mol. Cell Biochem. 360 (2012) 261–270.

[60] A. De Maio, Extracellular heat shock proteins, cellular export vesicles, and the
Stress Observation System: a form of communication during injury, infection, and
cell damage, Cell Stress Chaperon. 16 (2011) 235–249.

[61] M.F. Brinchmann, Immune relevant molecules identified in the skin mucus of fish
using-omics technologies, Mol. Biosyst. 12 (2016) 2056–2063.

D.M. Patel, M.F. Brinchmann Biochemistry and Biophysics Reports 9 (2017) 217–225

225

http://refhub.elsevier.com/S2405-17)30009-sbref10
http://refhub.elsevier.com/S2405-17)30009-sbref10
http://refhub.elsevier.com/S2405-17)30009-sbref10
http://refhub.elsevier.com/S2405-17)30009-sbref11
http://refhub.elsevier.com/S2405-17)30009-sbref11
http://refhub.elsevier.com/S2405-17)30009-sbref11
http://refhub.elsevier.com/S2405-17)30009-sbref12
http://refhub.elsevier.com/S2405-17)30009-sbref12
http://refhub.elsevier.com/S2405-17)30009-sbref12
http://refhub.elsevier.com/S2405-17)30009-sbref13
http://refhub.elsevier.com/S2405-17)30009-sbref13
http://refhub.elsevier.com/S2405-17)30009-sbref13
http://refhub.elsevier.com/S2405-17)30009-sbref13
http://refhub.elsevier.com/S2405-17)30009-sbref14
http://refhub.elsevier.com/S2405-17)30009-sbref14
http://refhub.elsevier.com/S2405-17)30009-sbref15
http://refhub.elsevier.com/S2405-17)30009-sbref15
http://refhub.elsevier.com/S2405-17)30009-sbref16
http://refhub.elsevier.com/S2405-17)30009-sbref16
http://refhub.elsevier.com/S2405-17)30009-sbref16
http://refhub.elsevier.com/S2405-17)30009-sbref17
http://refhub.elsevier.com/S2405-17)30009-sbref17
http://refhub.elsevier.com/S2405-17)30009-sbref17
http://refhub.elsevier.com/S2405-17)30009-sbref18
http://refhub.elsevier.com/S2405-17)30009-sbref18
http://refhub.elsevier.com/S2405-17)30009-sbref18
http://refhub.elsevier.com/S2405-17)30009-sbref18
http://refhub.elsevier.com/S2405-17)30009-sbref19
http://refhub.elsevier.com/S2405-17)30009-sbref19
http://refhub.elsevier.com/S2405-17)30009-sbref19
http://refhub.elsevier.com/S2405-17)30009-sbref19
http://refhub.elsevier.com/S2405-17)30009-sbref19
http://refhub.elsevier.com/S2405-17)30009-sbref20
http://refhub.elsevier.com/S2405-17)30009-sbref20
http://refhub.elsevier.com/S2405-17)30009-sbref20
http://refhub.elsevier.com/S2405-17)30009-sbref21
http://refhub.elsevier.com/S2405-17)30009-sbref21
http://refhub.elsevier.com/S2405-17)30009-sbref21
http://refhub.elsevier.com/S2405-17)30009-sbref21
http://refhub.elsevier.com/S2405-17)30009-sbref22
http://refhub.elsevier.com/S2405-17)30009-sbref22
http://refhub.elsevier.com/S2405-17)30009-sbref22
http://refhub.elsevier.com/S2405-17)30009-sbref23
http://refhub.elsevier.com/S2405-17)30009-sbref23
http://refhub.elsevier.com/S2405-17)30009-sbref23
http://refhub.elsevier.com/S2405-17)30009-sbref24
http://refhub.elsevier.com/S2405-17)30009-sbref24
http://refhub.elsevier.com/S2405-17)30009-sbref24
http://refhub.elsevier.com/S2405-17)30009-sbref25
http://refhub.elsevier.com/S2405-17)30009-sbref25
http://refhub.elsevier.com/S2405-17)30009-sbref26
http://refhub.elsevier.com/S2405-17)30009-sbref26
http://refhub.elsevier.com/S2405-17)30009-sbref26
http://refhub.elsevier.com/S2405-17)30009-sbref27
http://refhub.elsevier.com/S2405-17)30009-sbref27
http://refhub.elsevier.com/S2405-17)30009-sbref27
http://refhub.elsevier.com/S2405-17)30009-sbref28
http://refhub.elsevier.com/S2405-17)30009-sbref28
http://refhub.elsevier.com/S2405-17)30009-sbref28
http://refhub.elsevier.com/S2405-17)30009-sbref29
http://refhub.elsevier.com/S2405-17)30009-sbref29
http://refhub.elsevier.com/S2405-17)30009-sbref29
http://refhub.elsevier.com/S2405-17)30009-sbref30
http://refhub.elsevier.com/S2405-17)30009-sbref30
http://refhub.elsevier.com/S2405-17)30009-sbref31
http://refhub.elsevier.com/S2405-17)30009-sbref31
http://refhub.elsevier.com/S2405-17)30009-sbref31
http://refhub.elsevier.com/S2405-17)30009-sbref31
http://refhub.elsevier.com/S2405-17)30009-sbref32
http://refhub.elsevier.com/S2405-17)30009-sbref32
http://refhub.elsevier.com/S2405-17)30009-sbref32
http://refhub.elsevier.com/S2405-17)30009-sbref33
http://refhub.elsevier.com/S2405-17)30009-sbref33
http://refhub.elsevier.com/S2405-17)30009-sbref34
http://refhub.elsevier.com/S2405-17)30009-sbref34
http://refhub.elsevier.com/S2405-17)30009-sbref34
http://refhub.elsevier.com/S2405-17)30009-sbref35
http://refhub.elsevier.com/S2405-17)30009-sbref35
http://refhub.elsevier.com/S2405-17)30009-sbref36
http://refhub.elsevier.com/S2405-17)30009-sbref36
http://refhub.elsevier.com/S2405-17)30009-sbref36
http://refhub.elsevier.com/S2405-17)30009-sbref37
http://refhub.elsevier.com/S2405-17)30009-sbref37
http://refhub.elsevier.com/S2405-17)30009-sbref37
http://refhub.elsevier.com/S2405-17)30009-sbref37
http://refhub.elsevier.com/S2405-17)30009-sbref38
http://refhub.elsevier.com/S2405-17)30009-sbref38
http://refhub.elsevier.com/S2405-17)30009-sbref39
http://refhub.elsevier.com/S2405-17)30009-sbref39
http://refhub.elsevier.com/S2405-17)30009-sbref39
http://refhub.elsevier.com/S2405-17)30009-sbref40
http://refhub.elsevier.com/S2405-17)30009-sbref40
http://refhub.elsevier.com/S2405-17)30009-sbref40
http://refhub.elsevier.com/S2405-17)30009-sbref40
http://refhub.elsevier.com/S2405-17)30009-sbref41
http://refhub.elsevier.com/S2405-17)30009-sbref41
http://refhub.elsevier.com/S2405-17)30009-sbref41
http://refhub.elsevier.com/S2405-17)30009-sbref42
http://refhub.elsevier.com/S2405-17)30009-sbref42
http://refhub.elsevier.com/S2405-17)30009-sbref42
http://refhub.elsevier.com/S2405-17)30009-sbref43
http://refhub.elsevier.com/S2405-17)30009-sbref43
http://refhub.elsevier.com/S2405-17)30009-sbref43
http://refhub.elsevier.com/S2405-17)30009-sbref43
http://refhub.elsevier.com/S2405-17)30009-sbref44
http://refhub.elsevier.com/S2405-17)30009-sbref44
http://refhub.elsevier.com/S2405-17)30009-sbref44
http://refhub.elsevier.com/S2405-17)30009-sbref44
http://refhub.elsevier.com/S2405-17)30009-sbref45
http://refhub.elsevier.com/S2405-17)30009-sbref45
http://refhub.elsevier.com/S2405-17)30009-sbref45
http://refhub.elsevier.com/S2405-17)30009-sbref46
http://refhub.elsevier.com/S2405-17)30009-sbref46
http://refhub.elsevier.com/S2405-17)30009-sbref46
http://refhub.elsevier.com/S2405-17)30009-sbref46
http://refhub.elsevier.com/S2405-17)30009-sbref47
http://refhub.elsevier.com/S2405-17)30009-sbref47
http://refhub.elsevier.com/S2405-17)30009-sbref47
http://refhub.elsevier.com/S2405-17)30009-sbref48
http://refhub.elsevier.com/S2405-17)30009-sbref48
http://refhub.elsevier.com/S2405-17)30009-sbref48
http://refhub.elsevier.com/S2405-17)30009-sbref48
http://refhub.elsevier.com/S2405-17)30009-sbref49
http://refhub.elsevier.com/S2405-17)30009-sbref49
http://refhub.elsevier.com/S2405-17)30009-sbref49
http://refhub.elsevier.com/S2405-17)30009-sbref50
http://refhub.elsevier.com/S2405-17)30009-sbref50
http://refhub.elsevier.com/S2405-17)30009-sbref50
http://refhub.elsevier.com/S2405-17)30009-sbref50
http://refhub.elsevier.com/S2405-17)30009-sbref51
http://refhub.elsevier.com/S2405-17)30009-sbref51
http://refhub.elsevier.com/S2405-17)30009-sbref51
http://refhub.elsevier.com/S2405-17)30009-sbref52
http://refhub.elsevier.com/S2405-17)30009-sbref52
http://refhub.elsevier.com/S2405-17)30009-sbref52
http://refhub.elsevier.com/S2405-17)30009-sbref53
http://refhub.elsevier.com/S2405-17)30009-sbref53
http://refhub.elsevier.com/S2405-17)30009-sbref53
http://refhub.elsevier.com/S2405-17)30009-sbref54
http://refhub.elsevier.com/S2405-17)30009-sbref54
http://refhub.elsevier.com/S2405-17)30009-sbref54
http://refhub.elsevier.com/S2405-17)30009-sbref55
http://refhub.elsevier.com/S2405-17)30009-sbref55
http://refhub.elsevier.com/S2405-17)30009-sbref55
http://refhub.elsevier.com/S2405-17)30009-sbref56
http://refhub.elsevier.com/S2405-17)30009-sbref56
http://refhub.elsevier.com/S2405-17)30009-sbref56
http://refhub.elsevier.com/S2405-17)30009-sbref57
http://refhub.elsevier.com/S2405-17)30009-sbref57
http://refhub.elsevier.com/S2405-17)30009-sbref57
http://refhub.elsevier.com/S2405-17)30009-sbref58
http://refhub.elsevier.com/S2405-17)30009-sbref58
http://refhub.elsevier.com/S2405-17)30009-sbref58
http://refhub.elsevier.com/S2405-17)30009-sbref59
http://refhub.elsevier.com/S2405-17)30009-sbref59

	Skin mucus proteins of lumpsucker (Cyclopterus lumpus)
	Introduction
	Materials and methods
	Fish and skin mucus sampling
	Sample preparation for 2-DE
	Two-dimensional gel electrophoresis
	LC-MS/MS
	Protein identification using bioinformatics tools
	Gene ontology (GO) enrichment analysis

	Results and discussion
	Immune and stress related proteins in skin mucus of lumpsucker
	Other identified proteins
	Gene ontology analysis

	Conclusion
	Acknowledgements
	Transparency document
	References




