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Abstract: Rainbow trout with gene editing-induced reductions in serum insulin-like growth factor
binding protein (IGFBP)-2b exhibit similar growth performance compared to fish without IGFBP-2b
gene disruption. The objective of this study is to determine how the components of the insulin-like
growth factor (IGF)/IGFBP system respond to a reduction in serum IGFBP-2b abundance. Editing the
IGFBP-2b genes in rainbow trout resulted in an 83% decrease in serum IGFBP-2b in mutants.
This resulted in a 35% reduction in serum IGF-I, which was offset by reduced expression of hepatic
igfbp-1a2 and increased muscle igfr-1a; these responses suggest that an increased IGF-I signaling
capacity offset reductions in serum IGF-I. During feed deprivation, the differential expression of igfbp
genes supports the attenuation of the growth inhibitory response, likely due to the further reduction
in serum IGF-I that alleviated the need for an IGF-inhibitory response. Unique igfbp expression
patterns occurred during refeeding, suggesting an enhanced IGF-I signaling capacity in controls.
Collectively, these findings support that the role of IGFBP-2b is to regulate serum IGF-I concentrations.
The compensatory regulation of IGF/IGFBP system genes indicates that adjustments in other IGFBP,
both circulating and at the local level, maintain IGF-I signaling at a level appropriate for the nutritional
state of the fish.

Keywords: gene editing; CRISPR/Cas9; IGF; IGFBP; rainbow trout; feed deprivation; insulin-like
growth factor

1. Introduction

Insulin-like growth factor (IGF) is recognized as a central regulator of anabolic growth in
vertebrates [1], largely due to its positive effects on growth-related mechanisms in muscle [2–4] and
bone [5,6]. Growth hormone (GH)-stimulated production of hepatic IGF-I is largely responsible
for regulating the circulating levels of IGF-I, although local production of IGF-I and IGF-II is also
acknowledged as a significant contributor to IGF signaling [7]. The majority of IGF-I is not free in
circulation; in humans and salmonids, approximately 99% of IGF-I is bound to IGF binding proteins
(IGFBP) [8,9]. In addition to extending the half-life of IGF-I in serum, IGFBPs function to sequester
IGF-I to peripheral tissues and can promote or inhibit ligand binding to surface receptors [10,11].
In vertebrates, there are six IGFBP members (IGFBP-1 through IGFBP-6) and, due to a lineage-specific
whole genome duplication, teleosts have two paralogs for each IGFBP member [12,13]. A second
whole genome duplication event in salmonids ultimately resulted in 19–22 IGFBP genes [14].
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In salmonids, the IGFBP subtypes IGFBP-1a, IGFBP-1b, and IGFBP-2b are detected in
serum [9,15,16], each encoded by duplicated genes (IGFBP-1a1/IGFBP-1a2, IGFBP-1b1/IGFBP-1b2,
and IGFBP-2b1/IGFBP-2b2). Of the three subtypes, IGFBP-2b is found in the greatest abundance and
binds an estimated 80% of the IGF-I in serum [9]. The regulation of these IGFBP during physiological
challenges such as feed deprivation and refeeding [17,18] or exposure to sex steroids [19] are often
more dramatic and precede the IGF-I response, suggesting that the regulation of IGFBP abundance is a
significant mechanism regulating IGF-I signaling in fish. In salmonids, IGFBP-1 subtypes are considered
as growth inhibitory, since increases in gene expression and serum abundance are reported during
catabolic conditions [20–22], while IGFBP-2b may promote IGF-I signaling by forming a stabilizing
complex with IGF-I [11]. In salmonids, the expression of igfbp-2b and igf1 is often directionally
coordinated [23,24], suggesting that maintaining an appropriate equilibrium between these proteins is
significant for regulating a physiological response.

Characterizing the functions of the IGFBP subtypes is essential to understand the role of these
proteins as regulators of IGF signaling. The application of gene editing technology, such as the
Clustered Regularly Interspaced Short Palindromic Repeats (CRISPR)/Cas9 system, is useful for
this initiative, as loss-of-function studies can be valuable for characterizing biological processes [25].
Previously, we described the application of CRISPR/Cas9 technology in rainbow trout; fish with
bi-allelic mutations in the IGFBP-2b1 and IGFBP-2b2 genes were produced with reductions in
circulating IGFBP-2b by up to 95% compared to wild-type controls [26]. Body weight and fork length
of the mutants was slightly reduced early in development but did not differ from the controls at
one year of age, indicating that the reduction in plasma IGFBP-2b did not cause sustained effects on
growth. However, it was expected that the mutants would exhibit a growth benefit due to elevated
free IGF-I and subsequent increased IGF-I signaling. It was hypothesized that compensatory responses
occurred within the somatotropic axis that maintained IGF-I signaling at a comparable level between
mutants and controls; this was evidenced in part by a reduction in circulating IGF-I in mutants.
However, it is unknown how other axis components, such as locally produced IGFBP, IGF receptors,
or IGFs, contribute to the compensatory response.

The objective of this study is to determine how components of the somatotropic axis are affected
by the disruption of a functional IGFBP-2b protein by gene editing in rainbow trout. We subject
controls and mutants to three feeding regimes (continuous feeding, feed deprivation, refeeding) that
induce the regulation of the somatotropic axis to determine if the mutant phenotype is affected by this
physiological perturbation. The findings reveal compensatory regulation of somatotropic components
in mutants that support the maintenance of IGF-I signaling at a level appropriate for nutritional status.

2. Materials and Methods

2.1. Microinjection and Early Rearing

All procedures involving live fish were reviewed and approved by the National Center for
Cool and Cold Water Aquaculture Institutional Animal Use and Care Committee (Protocols #115
and #153). Eggs and milt from two-year-old rainbow trout broodstock were collected and stored in
ziplock bags at 4 ◦C and used for microinjections within one day of collection. Eggs were fertilized,
rinsed, then stored in milt activator (102.8 mM NaCl, 10 mM Tris, 20 mM glycine, pH 9.0, 1 mM
reduced glutathione) in a 10 ◦C incubator and microinjected within 2–7 hours post fertilization.
Microinjections were performed using a previously described protocol [26]. Eggs were microinjected
with one of two ribonucleotide-protein (RNP) complexes composed of gene-specific crRNAs, tracrRNA,
and Cas9 protein (IDT Technologies, Coralville, IA). One RNP complex contained three crRNAs
to produce IGFBP-2b mutants; two crRNAs independently targeted IGFBP-2b1 and IGFBP-2b2,
and one crRNA targeted the TYR2 gene. The second RNP complex contained TYR2 crRNA and
was used to produce the microinjected control group. The sequences of the crRNAs are as follows:
TYR2: TGCTGCCCGGTGTGGGAGG (sense); IGFBP-2b1: ACACACCGAGGTGTTCCACA (sense);
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IGFBP-2b2: CTGCCGGTTCTATTGCTCGG (sense). The disruption of the TYR2 gene induced partial to
complete albinism due to the loss of melanin production, therefore albinism served as a phenotypic tracer
for gene disruption in both the control and mutant treatment groups [27]. Approximately 1350 eggs
were injected for each the control and mutant treatment groups. The same number of un-injected eggs
were retained to determine the effects of microinjection on the hatch rate. The average hatch rate of
un-injected eggs was 42%, while the hatch rate of the injected groups averaged 34%.

The egg groups were hatched individually and transferred to six L buckets for early rearing.
Just after first feeding, the mutants were combined with an equal number of controls to avoid tank effects
on growth. At approximately 5 months post hatch, the fish (15–20 g, N = 806) were anesthetized with
methane tricaine methanesulfonate (MS-222, 100 mg/L), tagged with passive integrated transponders
(PIT tag), and the adipose fin was removed and stored in ethanol for genomic DNA extraction.
Fish remained comingled until the start of the feeding study. Fish were hand fed during the fry
stage (Finfish Starter, Zeigler Bros Inc, Gardners, PA, USA) and transitioned to automatic feeders
that dispensed feed (Finfish G, Zeigler Bros., Inc) at a fixed percent of tank biomass that was just
below satiation.

2.2. Identifying IGFBP-2b Mutants via PCR and Ligand Blotting

Genomic DNA was isolated using an AutoGenprep 965 according to the manufacturer’s
recommended protocol. Gene mutagenesis was detected as previously described [26] by PCR
followed by the separation of amplicons using capillary gene electrophoresis on a GeXP Genetic
Analysis System (Beckman Coulter, Brea, CA, USA). Forward primers (Table S1) contained fluorescent
tags for amplicon detection. Intact genes were identified as single peaks at ~268 bp (TYR2), ~327 bp
(IGFBP-2b1), and ~428 bp (IGFBP-2b2). Gene mutagenesis was identified as multiple peaks (indels) in
place of a single amplicon at the expected length. Injected controls were characterized as having a
disrupted TYR2 but intact IGFBP-2b1 and IGFBP-2b2, while the mutants exhibited indels for each of
the three genes. The PCR analysis qualified 209 control fish (26% of total) with severe TYR2 disruption
and intact IGFBP-2b (Figure 1b) and 192 mutant fish (24% of total) with severe disruption of IGFBP-2b1,
IGFBP-2b2, and TYR2 genes (Figure 1c).
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Panel (d) shows a representative Western ligand blot indicating IGFBP abundance in serum from 
control and IGFBP-2b mutant rainbow trout. Arrows on the left indicate known IGFBP in normal 
human serum (NHS). The arrows on the right indicate IGFBP-2b and a 32 kDa IGFBP in rainbow 
trout. Chi: Chinook salmon. 
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Figure 1. Panels a through c represent examples of chromatograms, indicating amplicons from (a)
un-injected fish (a), injected controls (b), and high-rate IGFBP-2b mutants (c). Black asterisk indicates
intact TYR2, red asterisk indicates intact IGFBP-2b1, and green asterisk indicates intact IGFBP-2b2.
Panel (d) shows a representative Western ligand blot indicating IGFBP abundance in serum from
control and IGFBP-2b mutant rainbow trout. Arrows on the left indicate known IGFBP in normal
human serum (NHS). The arrows on the right indicate IGFBP-2b and a 32 kDa IGFBP in rainbow trout.
Chi: Chinook salmon.

Western ligand blotting with digoxigenin-labeled human IGF-I (DIG-hIGF-I) was performed
according to a previously described protocol [28]. Serum IGFBP levels were normalized to the
human IGFBP-4 band intensity and expressed as arbitrary density units (ADU). Example ligand
blots indicating IGFBP-2b protein abundance in controls and mutants are provided in Figure 1d.
Mutants that were defined by the near-complete or complete disruption of IGFBP-2b1, IGFBP-2b2,
and TYR2 and displayed the albino phenotype were selected for the study. Similarly, controls were
selected that displayed the albino phenotype. Mutants displayed an average 83% reduction in serum
IGFBP-2b abundance compared to controls.

2.3. Experimental Design and Sample Collection

2.3.1. Feeding Study

Eighty-four mutant and 84 control fish (approximate age: 7 months) were weighed and equally
divided between 6 tanks (150 L) per fish group (N = 12 tanks, n = 14 fish per tank). Fish were acclimated
to experimental tanks for one week and hand-fed 1% of tank biomass twice daily, followed by hand
feeding to satiation approximately one hour after the last feeding. At the beginning of the study,
all the fish were anesthetized (MS-222, 100 mg/L) and the body weights and lengths were recorded.
Three tanks per group continued satiation feeding for the entire four-week trial. The remaining six
tanks were feed-deprived for three weeks then fed to satiation during the fourth week. At the end of
week three and four, all the fish were analyzed for weight and length. In addition, six fish per tank
were euthanized with a lethal dose of anesthetic (MS-222, 300 mg/L) and blood was collected from
caudal vasculature and stored on ice until processing. Livers were excised and weighed. Liver and
white muscle samples were frozen in liquid nitrogen prior to storage at -80 ◦C. After the sampling was
complete, the serum was separated by centrifugation (2000 cpm, 10 min, 4 ◦C) and stored at −80 ◦C.

2.3.2. 15 Months Post-Hatch Analysis

A cohort of the control (n = 15) and mutant (n = 15) fish used for the experiment described above
were comingled in a single tank and reared in a similar manner as the continually fed treatment group
described above. At approximately 15 months post-hatch, the fish were anesthetized and the body
weights and fork lengths were recorded. Approximately 3 mL of blood was removed from caudal
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vasculature and stored on ice. Serum was separated by centrifugation (2000 cpm, 10 min, 4 ◦C) and
stored at −80 ◦C prior to the analysis of serum IGF-I (total and free) and IGFBPs.

2.4. Sample Analysis

2.4.1. Plasma IGF-I Analysis

Plasma IGF-I was quantified according to a previously published time-resolved
fluoroimmunoassay [29], with minor modifications, using recombinant trout IGF-I and anti-barramundi
IGF-I antiserum (GroPep, South Adelaide, Australia).

2.4.2. Free IGF-I

Serum-free IGF-I was separated from bound IGF-I using ultrafiltration by centrifugation,
as previously described [30]. Serum (200 µL) was applied to an anisotropic, hydrophilic ultrafiltration
membrane mounted in the Centrifree device (EMD Millipore, Billerica, MA, USA) and centrifuged at
1000× g at 15 ◦C for 30 min. One hundred microliters of the ultrafiltrate was lyophilized, reconstituted in
4 µL water, and subject to the acid-ethanol extraction to ensure recovery.

2.4.3. Gene Expression

Gene expression analysis was performed using conventional protocols that have been previously
described [31]. Briefly, RNA was isolated and cDNA was produced using random primers and
M-MLV reverse transcriptase. The PCR utilized SYBR Green with an ABI7900 Sequence Detection
System (Applied Biosystems, Foster City, CA, USA). A melt curve was performed for each reaction to
confirm a single peak. Gene expression was normalized to the geometric mean of two reference genes
(beta actin and elongation factor-1a) using Genorm software. Primers were designed to separately
amplify transcripts from duplicated genes, with the exception of gene duplicates with a high sequence
similarity (igf1, igfbp-2a, igfbp-4, igfbp-5a, igfr-1a). Primer sequences and amplification efficiencies are
provided in Table S1.

2.5. Statistical Analysis

Statistical analysis was performed using PC-SAS (Version 9.2) (SAS, Cary, NC, USA). An analysis
of variance (ANOVA) was used to detect the main effects. In the event of a significant effect, a Tukey’s
test was used for multiple means comparisons. To detect differences between the controls and mutants
during continuous feeding, a two-way ANOVA was performed to test for the main effects and
interactions between (1) the treatment group and (2) the experimental week. A one-way ANOVA was
used to detect gene regulation due to feeding treatment (feed deprivation or refeeding); each ANOVA
was performed separately for controls and mutants. In addition, differences in the magnitude of
regulation between controls and mutants that were either feed deprived or refed were detected using
one-way ANOVA. All fold changes in gene expression were log2-transformed prior to statistical
analysis. Regression and Pearson correlation analyses were performed using SigmaPlot software.
Free IGF-I levels were log transformed prior to Pearson correlation analysis.

3. Results

3.1. Growth Response

Average body weight did not differ between controls and mutants at the beginning of the
study or during feed deprivation and refeeding (Figure 2a). As expected, feed deprivation-induced
weight loss and recovery growth was observed during refeeding that was evidenced by greater SGR
compared to continuously fed fish (Figure 2a,b). The numerical difference in SGR between the controls
and mutants after refeeding was not statistically significant (p = 0.09). Feed intake, fork length,
and condition factor were similar between the control and mutant fish within the same feeding
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treatment (data not shown), supporting the concept that there is not a morphological phenotype
associated with IGFBP-2b disruption.
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3.2. Responses in Continuously Fed Fish

Genes that were differentially expressed between continuously fed controls and IGFBP-2b mutants
are shown in Figure 3. In liver, mutant fish exhibited a reduced expression of igfbp-1a2 and igfbp-5b1 and
a greater expression of igfbp-6a2 compared to the controls (Figure 3a). In white muscle, only igfbp-2a and
igfr-1a were differentially regulated between the control and mutant fish, in which mutants displayed
lower and higher expression, respectively (Figure 3b). Mutants also exhibited an approximately 35%
lower serum IGF-I concentration compared to the controls (Figure 3c).
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Figure 3. Differential regulation of somatotropic axis components. Panels indicate differentially
regulated genes in (a) liver and (b) white muscle and (c) serum IGF-I in continuously fed control
and mutant fish. Asterisks indicate significantly different means, p < 0.05 (gene expression: n = 21;
plasma IGF-I: n = 8). AU: arbitrary units.

3.3. Feed Deprivation and Refeeding Response

3.3.1. Serum IGF-I and IGFBP

During feed deprivation, the concentrations of serum IGF-I in controls and IGFBP-2b mutants were
reduced to approximately 0.3-fold of continuously fed fish (Figure 4a, Table S2). The concentrations
of IGF-I in feed-deprived mutants (66 ng/mL) were lower (p < 0.05) than in controls (155 ng/mL).
Serum IGF-I remained reduced after one week of feed deprivation and was lower (p < 0.05) in mutants
(94 ng/mL) compared to the controls (155 ng/mL). The abundance of serum IGFBP-2b is reported
in place of transcript abundance, since transcript stability can be affected by gene mutagenesis due
to nonsense-mediated mRNA decay mechanisms. Relative to continuously fed fish, the abundance
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of IGFBP-2b in serum was only numerically reduced in the controls by 38% (p = 0.065) during feed
deprivation and by 23% during refeeding (p = 0.15). The abundance of IGFBP-2b in mutants is
significantly lower (35–92%) than in controls within the same feeding treatment (p < 0.05) (Figure 4b).
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Figure 4. Abundance of serum (a) IGF-I, (b) IGFBP-2b, and (c) 32 kDa IGFBP during feed deprivation
(FD, Wk 3) and refeeding (Wk 4). The horizontal dotted line is a visual reference for the mean of
the continuously fed control fish at Wk 3. Asterisks indicate that the feed-deprived (dashed line) or
refed groups (solid line) differ from continually fed fish within the same treatment group and week.
The carrot (ˆ) in panel (b) represents p = 0.06. The black diamond indicates that the magnitude of
regulation from continually fed fish differs between the mutants and controls. Panels (d) through
(i) represent associations between plasma variables in control (d–f) and mutant (g–i) fish. Trendlines
indicate the regression of best fit; analysis data are provided when p < 0.05 (n = 8).

An IGFBP band at 32 kDa was detected in the plasma of controls and mutants, and its intensity
was reduced by feed deprivation. Refeeding restored the 32 kDa IGFBP in controls but not in mutants
(Figure 4c).

3.3.2. Correlations among IGF-I and IGFBPs

Control and mutant serum samples were pooled within feeding groups to characterize the
relationship between serum response variables. There was a positive linear relationship between
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serum IGFBP-2b abundance and IGF-I concentrations in the control fish (Figure 4d), while there
was no association between these variables in the mutants (Figure 4g). The IGF-I concentrations
were also positively correlated with serum 32-kDa IGFBP abundance in both controls (Figure 4e)
and mutants (Figure 4h), although the coefficient of determination was low in mutants. There was
a positive relationship between serum IGFBP-2b abundance and 32-kDa IGFBP abundance in both
groups (Figure 4f,i).

3.3.3. Expression of igf and igfr

In liver, the expression of both igf1 and igf2 decreased during feed deprivation to approximately
0.5-fold that of continuously fed levels and remained at approximately this level after one week
of refeeding; the pattern of regulation did not differ between the controls and IGFBP-2b mutants
(Figure 5a,b, Table S2). In white muscle, the expression of igf1 and igf2 in both the controls and mutants
was reduced to approximately 0.2-fold and 0.6-fold, respectively, that of the fed fish. During refeeding,
the expression of igf1 returned to baseline levels, as did igf2 in controls, while the igf2 expression in
mutants remained low (Figure 5c,d, Table S3). In white muscle, the expression of igfr-1a was increased
during feed deprivation (Figure 5e), which was up-regulated to a greater degree in the controls versus
mutants (Table S3) and demonstrated an overshoot response during feed deprivation.
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Figure 5. Expression of igf1, igf2, and igfr-1a in liver (a,b) and white muscle (c,d,e) during feed
deprivation and refeeding. The y-axis represents gene expression values in arbitrary units normalized
to the continuously fed control group from Wk 3 and expressed as log2 (fold change). The horizontal
dotted line is a visual reference for log2 (fold change) = 0. Asterisks indicate that the feed-deprived
(FD, Wk 3) or refed (Wk 4) groups (solid line) differ from continually fed fish (dashed line) within the
same treatment group and week (p < 0.05, n = 21). The black diamond indicates that the fold change
differs between the mutants and controls.

3.3.4. Expression of igfbp in Liver

The expression of igfbp genes in liver is shown in Figure 6; comparison of the magnitude
of regulation between control and mutant fish is provided in Table S2. During feed deprivation,
the abundance of all igfbp-1 transcripts increased by between 1.5–7.5-fold (Figure 6a–d), although
up-regulation of igfbp-1b2 (Figure 6d) was attenuated in mutants. During refeeding expression of
igfbp-1 genes either returned to that of continuously fed fish or demonstrated an overshoot response,
although the magnitude of reduction was diminished for igfbp-1a2 (Figure 6b) and igfbp-1b1 (Figure 6c)
in mutants. Expression of igfbp-2a was reduced to approximately 0.5-fold in both feed deprived
and refed fish and was not affected by IGFBP-2b mutagenesis (Figure 6e). The approximately 50%
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reduction in igfbp-4 during feed deprivation was sustained during refeeding, although down-regulation
was more dramatic during refeeding in controls (Figure 6f). In mutants expression of igfbp-5b1 was
reduced 25% during feed deprivation and remained low throughout refeeding while controls exhibited
reduced expression just during refeeding (Figure 6g). For igfbp-6a2, expression decreased during
feed deprivation in mutants (to 0.17-fold) and returned to fed levels upon refeeding; in controls
expression levels were not affected by feeding treatments (Figure 6h). For both igfbp-6b1 and igfbp-6b2,
expression decreased during refeeding only, but igfbp-6b2 exhibited the greatest reduction in controls
(90%) upon refeeding (Figure 6i,j).
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Figure 6. Hepatic expression of igfbp genes during feed deprivation (FD) and refeeding in controls
(blue lines) and mutants (red lines). Genes are indicated in the top left corner of each panel (a–j).
The y-axis represents gene expression values normalized to the continuously fed control group from
week 3 and expressed as log2 (fold change). The horizontal dashed line is a visual reference for log2

(fold change) = 0. Asterisks indicate that the feed-deprived (FD, Wk 3) or refed (Wk 4) groups (solid line)
differ from continually fed fish (dashed line) within the same treatment group and week (p < 0.05,
n = 21). The black diamond indicates that the fold change differs between mutants and controls.
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3.3.5. Expression of igfbp in White Muscle

The expression of igfbp genes in white muscle is shown in Figure 7; comparison of the magnitude
of regulation between control and mutant fish is provided in Table S3. The expression of igfbp-1a1 was
reduced during feed deprivation, but the magnitude of the reduction was greater in mutants (0.19-fold)
versus controls (0.24-fold) (Figure 7a). Reduced igfbp-1a1 expression in controls held steady throughout
refeeding, while the expression in mutants increased to a similar level compared to continuously fed
fish. The expression of igfbp-1a2 was reduced to approximately 0.50-fold throughout feed deprivation
and refeeding in IGFBP-2b mutants; expression in controls was not significantly different from fed
levels (Figure 7b). In feed deprived control fish, igfbp-2a was down-regulated to 0.43-fold of fed levels
and increased upon refeeding while in mutants expression remained similar to fed fish (Figure 7c).
During both feed deprivation and refeeding, expression of igfbp-3a1 was reduced to approximately
0.70-fold of fed fish and was not different between controls and mutants (Figure 7d). In contrast,
expression of igfbp-3a2 increased 1.8-fold in controls during feed deprivation before changes in feed
intake (Figure 7e). The abundance of igfbp-4 transcript decreased during feed deprivation, but to a
greater extent in mutants than in controls, before returning to levels similar to fed fish during refeeding
(Figure 7f). The expression of all igfbp-5 genes decreased during feed deprivation to similar magnitudes
in controls and mutants and approached fed levels during refeeding (Figure 7i). The only difference
between controls and mutants occurred for igfbp-5b1, in which controls returned to fed levels at a faster
rate than mutants (Figure 7h). Abundance of igfbp-6b transcripts responded similarly, with increases
during feed deprivation and either a return to baseline (igfbp-6b1) or an overshoot response (igfbp-6b2)
during refeeding (Figure 7j,k). Differential expression between controls and mutants occurred as an
attenuated up-regulation of igfbp-6b2 in mutants (Figure 7k).
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3.4. Fifteen-Month Post Hatch 

3.4.1. Free Versus Total Serum IGF-I, and Serum IGFBPs 

Older cohorts (~15 month post hatch) of fish from the previous study were used for the analysis 
of total versus free serum IGF-I. As in the younger fish, the body weight and fork length did not 
differ between controls and mutants, and mutants exhibited reduced concentrations of serum IGF-I 
(Table 1). However, the concentrations of free serum IGF-I were similar between groups (mean: 0.28 
ng/mL), as was the ratio of free to total IGF-I (0.16%) (Table 1). Serum IGFBP-2b levels in mutants 
were significantly lower than those in controls. Serum 32-kDa IGFBP levels were similar between 
groups.  

Table 1. Indices of growth performance and serum IGF-I in fed fish harvested at 15 months post hatch. 
Different superscript letters indicate that means differ between controls and mutants (p < 0.05, n = 15). 
ADU: arbitrary density units. 

Variable Controls Mutants PSEM p-Value 
body weight (g) 722.0 622.1 50.3 0.310 

fork length (mm) 355.5 341.7 8.2 0.361 
total serum IGF-I (ng/mL) 184.9 a 147.3 b 11.5 0.035 
free serum IGF-I (ng/mL) 0.26 0.31 0.08 0.867 

free/total IGF-I (%) 0.16 0.17 0.04 0.925 
serum IGFBP-2b (ADU) 1483 a 270 b 136 <0.001 

serum 32 kDa IGFBP (ADU) 964 1108 95 0.476 

3.4.2. Correlations among IGF and IGFBP 

Total and free IGF-I in serum showed no relationships with serum IGFBP-2b abundance in 
controls or mutants (Table 2). On the other hand, serum total and free IGF-I were negatively 
correlated with serum 32-kDa IGFBP abundance in mutants. In mutants, there was a positive 
relationship between total IGF-I and free IGF-I levels, although such a relationship was not seen in 
controls. In controls, there was a positive relationship between serum 32-kDa IGFBP and IGFBP-2b 
abundance. 
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Figure 7. White muscle expression of igfbp genes during fed deprivation (FD) and refeeding in controls
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week 3 and expressed as log2 (fold change). The horizontal dashed line is a visual reference for log2

(fold change) = 0. Asterisks indicate that the feed deprived (FD, Wk 3) or refed (Wk 4) groups (solid line)
differ from continually fed fish (dashed line) within the same treatment group and week (p < 0.05,
n = 21). The black diamond indicates the fold change differs between mutants and controls.

3.4. Fifteen-Month Post Hatch

3.4.1. Free Versus Total Serum IGF-I, and Serum IGFBPs

Older cohorts (~15 month post hatch) of fish from the previous study were used for the analysis
of total versus free serum IGF-I. As in the younger fish, the body weight and fork length did not differ
between controls and mutants, and mutants exhibited reduced concentrations of serum IGF-I (Table 1).
However, the concentrations of free serum IGF-I were similar between groups (mean: 0.28 ng/mL),
as was the ratio of free to total IGF-I (0.16%) (Table 1). Serum IGFBP-2b levels in mutants were
significantly lower than those in controls. Serum 32-kDa IGFBP levels were similar between groups.

Table 1. Indices of growth performance and serum IGF-I in fed fish harvested at 15 months post hatch.
Different superscript letters indicate that means differ between controls and mutants (p < 0.05, n = 15).
ADU: arbitrary density units.

Variable Controls Mutants PSEM p-Value

body weight (g) 722.0 622.1 50.3 0.310
fork length (mm) 355.5 341.7 8.2 0.361

total serum IGF-I (ng/mL) 184.9 a 147.3 b 11.5 0.035
free serum IGF-I (ng/mL) 0.26 0.31 0.08 0.867

free/total IGF-I (%) 0.16 0.17 0.04 0.925
serum IGFBP-2b (ADU) 1483 a 270 b 136 <0.001

serum 32 kDa IGFBP (ADU) 964 1108 95 0.476

3.4.2. Correlations among IGF and IGFBP

Total and free IGF-I in serum showed no relationships with serum IGFBP-2b abundance in controls
or mutants (Table 2). On the other hand, serum total and free IGF-I were negatively correlated with
serum 32-kDa IGFBP abundance in mutants. In mutants, there was a positive relationship between
total IGF-I and free IGF-I levels, although such a relationship was not seen in controls. In controls,
there was a positive relationship between serum 32-kDa IGFBP and IGFBP-2b abundance.



Genes 2020, 11, 1488 13 of 18

Table 2. Pearson correlations between the serum variables in controls and mutants at 15 months
post-hatch. The top value in each cell is the correlation coefficient; the bottom is the p-value (n = 15).
P-values < 0.05 are shown in bold.

Controls Mutants

Free IGF-I IGFBP-2b 32 kDa IGFBP Free IGF-I IGFBP-2b 32 kDa IGFBP

total IGF-I 0.037
0.897

0.127
0.651

0.171
0.542

0.861
<0.001

0.432
0.132

−0.803
<0.001

free IGF-I −0.078
0.780

−0.353
0.196

0.298
0.347

−0.752
0.005

IGFBP-2b 0.813
<0.001

−0.283
0.328

4. Discussion

In this study, gene editing was successful at reducing the abundance of IGFBP-2b in serum by
greater than 80% compared to pair-injected controls. This response is likely primarily a result of
disruption of the IGFB-2b1 gene, since igfbp-2b2 transcript was not present at detectable levels in either
liver or white muscle. Higher expression of the igfbp-2b1 gene relative to igfbp-2b2 is also reported in
Atlantic salmon [14]. Despite the considerable reduction in this IGFBP of greatest abundance in serum,
IGFBP-2b mutants did not exhibit a morphological response with respect to body weight, fork length,
or growth response. However, the components of the IGF/IGFBP system were uniquely regulated in
IGFBP-2b mutants during continuous feeding, feed deprivation, and refeeding. These findings suggest
that differential regulation of the IGF/IGFBP system in mutants maintains IGF-I signaling at a level
comparable to controls to support a similar growth potential. This discussion will primarily focus on
the unique regulation of the IGF/IGFBP system in mutants as a compensatory response to the loss of
IGFBP-2b, rather than address the regulation of IGFBP by changes in nutrient supply, which has been
previously characterized in salmonids [13,17,18,22,32–35].

During continuous feeding (i.e.: basal growth), IGFBP-2b mutants consistently exhibited 20–35%
less serum IGF-I compared to the controls, despite exhibiting similar levels of hepatic igf1 expression.
These responses provide strong support for the notion that reduction in serum IGF-I is primarily a
function of increased IGF-I degradation and/or secretion rather than reduced hepatic synthesis. In coho
salmon, the molar ratio between serum IGF-I and IGFBP-2b is estimated at 1:1.5~2.8 [24]. If this ratio
is applied to rainbow trout, the 83% reduction in IGFBP-2b in mutants would tilt this ratio in favor
of IGF-I (1:0.26~0.48). In teleost fish, IGFBP-2b is functionally homologous to IGFBP-3 in mammals,
both binding approximately 80% of total circulating IGF-I [9,36], although in mammals this occurs
as a ternary complex between IGF-I, IGFBP-3, and the acid labile subunit (ALS) [10]. In humans,
unbound IGF-I has an estimated half-life of less than 10 minutes; this increases to 25 minutes by binding
to an IGFBP and to approximately 16 hours in the ternary complex with IGFBP-3 and the ALS [11,37].
Deletion of the IGFBP-3 gene in mice decreased IGF-I half-life and reduced serum IGF-I concentrations
by 40–60% [38–40]. Therefore, the reduction in serum IGF-I appears to be a conserved response to
loss of the most abundant serum IGFBP, supporting that these proteins are central regulators of total
serum IGF-I levels in vertebrates, potentially by extending its half-life in circulation. In the current
study, a positive correlation between serum IGFBP-2b and IGF-I abundance in controls from the
feeding study further supports this mechanism, which appeared to be disrupted in IGFBP-2b mutants.
The consequence may be a direct flux of IGF-I from the protein-bound to the free form; this concept is
supported by the positive relationship between total and free IGF-I in mutants, as well as the reduction
in serum IGF-I. It is of note that free IGF-I levels and free/total IGF-I ratios were similar between the
controls and mutants, which emphasizes the importance of compensatory responses by other IGFBPs
and IGF-IRs to maintain the IGF-I signaling.
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An additional IGFBP band at 32 kDa detected in trout serum may play a role in carrying and
delivering circulating IGF-I to target tissues by cooperating with IGFBP-2b. The fact that serum
32-kDa IGFBP abundance correlated with serum total IGF-I in the feeding experiment suggests that it
participates in transporting total IGF-I. In addition, serum 32-kDa IGFBP abundance showed a positive
relationship with serum IGFBP-2b, which suggests their regulatory and/or functional interaction.
We hypothesize that IGFBP-2b is the major IGF-I carrier present in a molar excess to IGF-I, and 32-kDa
IGFBP is less abundant but capable of carrying IGF-I and limiting the availability of circulating IGF-I
to target tissues when released from IGFBP-2b. The hypothesis comes from findings that in mutants
of 15 month post hatch, the reduction in the serum total IGF-I was not as large as that of IGFBP-2b
and serum 32-kDa IGFBP abundance was negatively related to total and free IGF-I levels which were
tightly linked in such a situation. Although we are aware that it is speculative, our findings warrant
future study using the IGFBP-2b mutant trout to unravel the mechanisms of growth regulation by
IGF-I and IGFBPs in fish. The identity of the 32-kDa IGFBP is not known at present and thus another
subject of future study.

Comparable to the current findings, two studies in mice report that loss of IGFBP-3 does not affect
growth rate [38,40], although improved growth with IGFBP-3 knockout is also reported [39] and the
overexpression of IGFBP-2b in zebrafish reduced embryonic growth [41]. Compensatory responses in
rainbow trout with reduced IGFBP-2b include decreased expression of hepatic igfbp-1a2, although this
response was not detected by the ligand binding assay, and increased expression of muscle igfr-1a.
In fish and mammals, IGFBP-1 is recognized as growth-inhibitory, since it competitively binds
to the IGF receptor [42] to prevent ligand binding and increases during catabolic conditions [43].
In masu salmon, serum IGFBP-1a levels are negatively correlated with individual growth rate [21],
supporting that the down-regulation in mutants is beneficial for growth potential. In muscle, the only
IGFBP that was differentially regulated between continuously fed controls and mutants was igfbp-2a.
This protein is generally regarded as growth-inhibitory in fish, since body weight decreases in
zebrafish and mice over-expressing IGFBP-2a and IGFBP-2, respectively [41,44]. There is consensus in
mammals that IGFBP-2 bound to extracellular matrix proteins serves as an active reservoir for locally
produced IGFs [45], therefore down-regulation of igfbp-2a in mutants may represent a compensatory
mechanism to increase the capacity for interaction between IGF receptors and muscle-derived IGF-I.
Collectively, the down-regulation of these inhibitory IGFBP in mutants supports increased IGF-I
signaling; this may offsets reductions in serum IGF-I and activate metabolic and mitogenic mechanisms
required for growth during continuous feeding.

Additional genes that were differentially regulated between fed mutants and controls include
hepatic igfbp-5b1 and igfbp-6a2. The physiological significance of these responses is less clear, since the
functional roles of these binding proteins in this tissue have not been fully characterized in fish.
In mice, the abundance of IGFBP-5 in serum doubled with loss of IGFBP-3 [39], likely a compensatory
response to stabilize serum IGF-I, since IGFBP-5 can also form a complex with IGF-I and the ALS.
However, this IGFBP-5 function does not directly translate to fish, since the ALS protein is not detected
in serum. In salmonids, IGFBP-5 is regarded as a growth-promoter in muscle, since its expression
typically increases with anabolic treatments in myocyte cultures [33,46], although it is unknown
how these responses translate to hepatocytes. However, in human-derived hepG2 cells IGFBP-5 can
promote glucose uptake and regulate lipid metabolism [47], suggesting there could be differences in
nutrient metabolism between controls and mutants, despite similar growth performance. The potential
implications for increased regulation of igfbp-6a2 in liver are also speculative, since the function of
IGFBP-6, a protein with a higher affinity for IGF-II than IGF-I in mammals, is not well defined in
fish [48]. However, unique to fish is the potentially significant role that IGF-II plays in post-embryonic
growth mechanisms that parallel those of IGF-I [22,49]. Therefore, up-regulation of igfbp-6a2 may
function to inhibit IGF-II signaling in mutants, although the physiological effect of increased expression
is unclear.
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The patterns of gene expression during feed deprivation and refeeding provide strong support
for IGFBP and locally produced IGFs as significant regulators of IGF signaling [17,22]. During feed
deprivation, the expression of growth-inhibitory IGFBP (hepatic igfbp-1 and muscle igfbp-6) increased,
while anabolic components (muscle igf1, igf2, igfbp-5, igfbp-4) decreased with either returns to baseline
or an overshoot response during refeeding. While these responses were generally observed in both
controls and mutants, the magnitude of up- or down-regulation often differed, although the weight
loss responses were similar between treatment groups. These findings support the notion that
both the controls and mutants reduced IGF-I signaling to similar levels during feed deprivation,
although variable regulation of the IGF/IGFBP system components may have compensated for the
reduction in serum IGF-I and IGFBP-2b in mutants. Specifically, the up-regulation of hepatic igfbp-1b
transcripts was tempered in mutants, potentially due to the low concentrations of serum IGF-I and
therefore a reduced need for additional sequestration by IGFBP-1b. Similarly, the down-regulation of
igfbp-1a genes that inhibit local IGF-I binding to its receptor [50] was more dramatic in mutant muscle.
The reduction in igfbp-3a1 in muscle was also greater in mutants; the significance of this response
is unclear, since the role of IGFBP-3 in fish is not well defined and its function in mammals as the
major IGF-I carrier is not homologous in teleosts [13,32]. In addition, the up-regulation of igfbp-6a2
expression was attenuated in mutants, although this may reflect the diminished inhibition of IGF-II
signaling more than IGF-I signaling. Collectively, these findings suggest that the negative regulation
of IGF-I signaling is attenuated during feed deprivation in mutants, potentially to offset the further
reduction in serum IGF-I.

Contrary to the continuous feeding and feed deprivation treatment groups, the differential
expression of IGF/IGFBP system components during refeeding did not support an enhanced IGF-I
signaling capacity in mutants. In liver of the controls, there was an overshoot response for inhibitory
IGFBP (igfbp-1a2, igfbp-1b1, and igfbp-1b2), where expression was down-regulated beyond levels in
continually fed fish, leading to an increased capacity for IGF-I signaling to support recovery growth.
In mutants, the overshoot response did not occur for igfbp-1b1 and was attenuated for igfbp-1a2
and igfbp-1b2, suggesting there may be less support for recovery growth. In addition, in control
fish the abundance of serum IGFBP-2b increased to basal levels during refeeding, while levels
remained very low in mutants, likely driven more by gene mutagenesis than regulation of expression.
Similarly, the down-regulation of anabolic igf2 and igfbp-5b1 during feed deprivation in control muscle
returned to basal levels after one week of refeeding, whereas the expression in mutants remained low.
The anabolic effects of IGF-I and IGF-II in rainbow trout myocyte culture include stimulation of glucose
uptake and DNA synthesis and activation of the PI3K/Akt signaling pathway [49], suggesting that the
rapid up-regulation of gene expression during refeeding is central for recovery growth. Supporting the
role of IGF-II during recovery growth is the regulation of the igfbp-6 transcripts (IGF-II-inhibitory) that
were up-regulated in muscle during feed deprivation and either returned to basal levels (igfbp-6b1) or
demonstrated an overshoot response (igfbp-6b2) during refeeding. However, the response of the igfbp-6
transcripts was similar between mutants and controls, suggesting that any variation in IGF-II signaling
occurs via differential regulation of igf2 expression. Regardless, differences in the regulation of the
hepatic igfbp-1 genes and igf2 and igfbp-5b1 in white muscle suggest a comparatively reduced capacity
to stimulate IGF-I signaling during refeeding in mutants. Supporting this concept was a numerically
reduced SGR (albeit not significant, p = 0.09) in mutants compared to controls. This finding is consistent
with IGFBP-2b being important for recovery growth, a deficiency that could not be overcome in
mutants by the compensatory regulation of other IGFBP.

5. Conclusions

In this study, we demonstrate the use of gene editing technology to disrupt the expression of
the duplicated IGFBP-2b gene in rainbow trout. The findings support that in salmonids the primary
function of IGFBP-2b is to bind serum IGF-I, ultimately affecting IGF-I half-life and circulating IGF-I
concentrations. Despite reductions in serum IGF-I due to the loss of IGFBP-2b, growth performance or
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weight loss did not differ between controls and mutants, due in part to the compensatory regulation of
32 kDa IGFBP and IGFBP genes, as well as the IGF-II and IGF receptor. We conclude that there was
a coordinated regulation of IGF/IGFBP system components in mutants that collectively maintained
IGF-signaling at a level comparable to the controls that was commensurate with nutrient intake.

Supplementary Materials: The following is available online at http://www.mdpi.com/2073-4425/11/12/1488/s1:
Table S1: Primers used for PCR and RT-PCR; Table S2: Fold changes in serum variables and gene expression in
liver; Table S3: Fold changes in gene expression in white muscle.

Author Contributions: Conceptualization, B.M.C. and M.S.; methodology, S.H., J.O., L.M.R.; formal analysis,
B.M.C. and M.S.; writing—review and editing, B.M.C., L.M.R., and M.S. All authors have read and agreed to the
published version of the manuscript.

Funding: This research received no external funding.

Acknowledgments: Animal caretaking and technical contributions from Josh Kretzer, Joe Beach, and Vanessa
Panaway are acknowledged. The USDA is an equal opportunity employer and provider.

Conflicts of Interest: The authors declare no conflict of interest. The funding bodies had no role in the design of
the study; in the collection, analysis, or interpretation of data; in the writing of the manuscript; or in the decision
to publish the results. Mention of trade names is solely to convey accuracy and does not represent endorsement
by the USDA.

References

1. Daughaday, W.H.; Rotwein, P. Insulin-like growth factors I and II. Peptide, messenger ribonucleic acid and
gene structures, serum, and tissue concentrations. Endocr. Rev. 1989, 10, 68–91. [CrossRef] [PubMed]

2. Castillo, J.; Ina, A.-J.; Codina, M.; Navarro, I.; Gutiérrez, J. IGF-I and insulin receptor signal transduction in
trout muscle cells. Am. J. Physiol. Regul. Integr. Comp. Physiol. 2006, 290, 1683–1690. [CrossRef]

3. Castillo, J.; Codina, M.; Martínez, M.L.; Navarro, I.; Gutiérrezet, J. Metabolic and mitogenic effects of IGF-I
and insulin on muscle cells of rainbow trout. Am. J. Physiol. Regul. Integr. Comp. Physiol. 2004, 286, 935–941.
[CrossRef] [PubMed]

4. Cleveland, B.M.; Weber, G.M. Effects of insulin-like growth factor-I, insulin, and leucine on protein turnover
and ubiquitin ligase expression in rainbow trout primary myocytes. Am. J. Physiol. Regul. Integr. Comp. Physiol.
2010, 298, 341–350. [CrossRef] [PubMed]

5. Bikle, D.D.; Tahimic, C.; Chang, W.; Yongmei, W.; Anastassios, P.; Barton, E.R. Role of IGF-I signaling in
muscle bone interactions. Bone 2015, 80, 79–88. [CrossRef]

6. Fisher, M.C.; Meyer, C.; Garber, G.; Dealy, C.N. Role of IGFBP2, IGF-I and IGF-II in regulating long bone
growth. Bone 2005, 37, 741–750. [CrossRef] [PubMed]

7. Reindl, K.M.; Sheridan, M.A. Peripheral regulation of the growth hormone-insulin-like growth factor system
in fish and other vertebrates. Comp. Bioch. Phys. Molec. Integr. Phys. 2012, 163, 231–245. [CrossRef] [PubMed]

8. Frystyk, J. Free insulin-like growth factors–measurements and relationships to growth hormone secretion
and glucose homeostasis. Growth Hormon. Igf Res. 2004, 14, 337–375. [CrossRef]

9. Shimizu, M.; Swanson, P.; Dickhoff, W.W. Free and protein-bound insulin-like growth factor-I (IGF-I) and
IGF-binding proteins in plasma of coho salmon, Oncorhynchus kisutch. Gen. Comp. Endocrinol. 1999,
115, 398–405. [CrossRef] [PubMed]

10. Allard, J.B.; Duan, C. IGF-binding proteins: Why do they exist and why are there so many? Front. Endocrinol.
2018, 9, 117. [CrossRef] [PubMed]

11. Rajaram, S.; Baylink, D.J.; Mohan, S. Insulin-like growth factor-binding proteins in serum and other biological
fluids: Regulation and functions. Endocrine Rev. 1997, 18, 801–831.

12. Daza, D.O.; Sundström, G.; Bergqvist, C.A.; Duan, C.; Larhammar, D. Evolution of the insulin-like growth
factor binding protein (IGFBP) family. Endocrinology 2011, 152, 2278–2289. [CrossRef] [PubMed]

13. de la Serrana, D.G.; Macqueen, D.J. Insulin-Like Growth Factor-Binding Proteins of Teleost Fishes.
Frontiers Endocrinol. 2018, 9, 80. [CrossRef] [PubMed]

14. Macqueen, D.J.; de la Serrana, D.G.; Johnston, I.A. Evolution of Ancient Functions in the Vertebrate
Insulin-Like Growth Factor System Uncovered by Study of Duplicated Salmonid Fish. Genomes. Mol.
Biol. Evol. 2013, 30, 1060–1076. [CrossRef] [PubMed]

http://www.mdpi.com/2073-4425/11/12/1488/s1
http://dx.doi.org/10.1210/edrv-10-1-68
http://www.ncbi.nlm.nih.gov/pubmed/2666112
http://dx.doi.org/10.1152/ajpregu.00294.2005
http://dx.doi.org/10.1152/ajpregu.00459.2003
http://www.ncbi.nlm.nih.gov/pubmed/14751844
http://dx.doi.org/10.1152/ajpregu.00516.2009
http://www.ncbi.nlm.nih.gov/pubmed/20007517
http://dx.doi.org/10.1016/j.bone.2015.04.036
http://dx.doi.org/10.1016/j.bone.2005.07.024
http://www.ncbi.nlm.nih.gov/pubmed/16183342
http://dx.doi.org/10.1016/j.cbpa.2012.08.003
http://www.ncbi.nlm.nih.gov/pubmed/22909791
http://dx.doi.org/10.1016/j.ghir.2004.06.001
http://dx.doi.org/10.1006/gcen.1999.7328
http://www.ncbi.nlm.nih.gov/pubmed/10480991
http://dx.doi.org/10.3389/fendo.2018.00117
http://www.ncbi.nlm.nih.gov/pubmed/29686648
http://dx.doi.org/10.1210/en.2011-0047
http://www.ncbi.nlm.nih.gov/pubmed/21505050
http://dx.doi.org/10.3389/fendo.2018.00080
http://www.ncbi.nlm.nih.gov/pubmed/29593649
http://dx.doi.org/10.1093/molbev/mst017
http://www.ncbi.nlm.nih.gov/pubmed/23360665


Genes 2020, 11, 1488 17 of 18

15. Shimizu, M.; Kishimoto, K.; Nakanoet, Y.; Yamaguchi, T. Circulating salmon 28-and 22-kDa insulin-like
growth factor binding proteins (IGFBPs) are co-orthologs of IGFBP-1. Gener. Comp. Endocrinol. 2011,
174, 97–106. [CrossRef] [PubMed]

16. Shimizu, M.; Suzuki, S.; Horikoshi, M.; Hara, A.; Dickhoff, W.W. Circulating salmon 41-kDa insulin-like
growth factor binding protein (IGFBP) is not IGFBP-3 but an IGFBP-2 subtype. Gen. Comp. Endocrinol. 2011,
171, 326–331. [CrossRef] [PubMed]

17. Shimizu, M.; Cooper, K.A.; Dickhoff, W.W.; Beckmanet, B.R. Postprandial changes in plasma growth hormone,
insulin, insulin-like growth factor (IGF)-I, and IGF-binding proteins in coho salmon fasted for varying
periods. Am. J. Phys. Regul. Integ. Comp. Phys. 2009, 297, 352–361. [CrossRef]

18. Cleveland, B.M.; Weber, G.M. Ploidy effects on genes regulating growth mechanisms during fasting and
refeeding in juvenile rainbow trout (Oncorhynchus mykiss). Mol. Cell. Endocrinol. 2014, 382, 139–149.
[CrossRef]

19. Cleveland, B.M.; Weber, G.M. Effects of sex steroids on expression of genes regulating growth-related
mechanisms in rainbow trout (Oncorhynchus mykiss). Gen. Comp. Endocrinol. 2015, 216, 103–115. [CrossRef]

20. Kawaguchi, K.; Kaneko, N.; Fukuda, M.; Nakano, Y.; Kimura, S.; Hara, A.; Shimizu, M. Responses of
insulin-like growth factor (IGF)-I and two IGF-binding protein-1 subtypes to fasting and re-feeding, and their
relationships with individual growth rates in yearling masu salmon (Oncorhynchus masou). Comp. Biochem.
Phys. Mol. Integ. Physiol. 2013, 165, 191–198. [CrossRef] [PubMed]

21. Kaneko, N.; Nilsen, T.O.; Tanaka, H.; Hara, A.; Shimizu, M. Intact rather than total circulating insulin-like
growth factor binding protein-1a is a negative indicator of growth in masu salmon. Am. J. Phys. Regul. Integ.
Comp. Phys. 2020, 318, 329–337. [CrossRef] [PubMed]

22. Gabillard, J.C.; Kamangar, B.B.; Montserrat, N. Coordinated regulation of the GH/IGF system genes during
refeeding in rainbow trout (Oncorhynchus mykiss). J. Endocrinol. 2006, 191, 15–24. [CrossRef] [PubMed]

23. Pierce, A.L.; Shimizu, M.; Beckman, B.R.; Baker, D.M.; Dickhoff, W.W. Time course of the GH/IGF axis
response to fasting and increased ration in chinook salmon (Oncorhynchus tshawytscha). Gen. Comp.
Endocrinol. 2005, 140, 192–202. [CrossRef] [PubMed]

24. Beckman, B.R.; Shimizu, M.; Cooper, K.A.; Gadberry, B.A. Response of the somatotropic axis of juvenile
coho salmon to alterations in plane of nutrition with an analysis of the relationships among growth rate and
circulating IGF-I and 41 kDa IGFBP. Gen. Comp. Endocrinol. 2004, 135, 334–344. [CrossRef] [PubMed]

25. Housden, B.E.; Muhar, M.; Gemberling, M.; Gersbach, C.A.; Stainier, D.Y.R.; Seydoux, G.; Mohr, S.E.; Zuber, J.;
Perrimon, N. Loss-of-function genetic tools for animal models: Cross-species and cross-platform differences.
Nature Rev. Gen. 2017, 18, 24–40. [CrossRef] [PubMed]

26. Cleveland, B.M.; Yamaguchi, G.; Radler, L.M.; Shimizu, M. Editing the duplicated insulin-like growth factor
binding protein-2b gene in rainbow trout (Oncorhynchus mykiss). Sci. Rep. 2018, 8, 16054. [CrossRef]

27. Wargelius, A.; Leininger, S.; Skaftnesmo, K.O.; Kleppe, L.; Andersson, E.; Taranger, G.L.; Schulz, R.W.;
Edvardsen, R.B. Dnd knockout ablates germ cells and demonstrates germ cell independent sex differentiation
in Atlantic salmon. Sci. Rep. 2016, 6, 21284. [CrossRef] [PubMed]

28. Shimizu, M.; Swanson, P.; Fukada, H.; Hara, A.; Dickhoff, W.W. Comparison of extraction methods
and assay validation for salmon insulin-like growth factor-I using commercially available components.
Gen. Comp. Endocrinol. 2000, 119, 26–36. [CrossRef] [PubMed]

29. Small, B.C.; Peterson, B.C. Establishment of a time-resolved fluoroimmunoassay for measuring plasma
insulin-like growth factor I (IGF-I) in fish: Effect of fasting on plasma concentrations and tissue
mRNA expression of IGF-I and growth hormone (GH) in channel catfish (Ictalurus punctatus).
Domest. Anim. Endocrinol. 2005, 28, 202–215. [PubMed]

30. Frystyk, J.; Skjaerbaek, C.; Dinesen, B.; OrskovFree, H. Insulin-Like Growth-Factors (Igf-I and Igf-Ii) in
Human Serum. FEBS Lett. 1994, 348, 185–191. [CrossRef]

31. Cleveland, B.M.; Weber, G.M.; Silverstein, J.T.; Blemings, K.P. Insulin-like growth factor-I and genetic effects
on indexes of protein degradation in response to feed deprivation in rainbow trout (Oncorhynchus mykiss).
Am. J. Phys. Regul. Integ. Comp. Phys. 2009, 297, 1332–1342. [CrossRef] [PubMed]

32. Shimizu, M.; Dickhoff, W.W. Circulating insulin-like growth factor binding proteins in fish: Their identities
and physiological regulation. Gen. Comp. Endocrinol. 2017, 252, 150–161. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.ygcen.2011.08.005
http://www.ncbi.nlm.nih.gov/pubmed/21888908
http://dx.doi.org/10.1016/j.ygcen.2011.02.013
http://www.ncbi.nlm.nih.gov/pubmed/21354155
http://dx.doi.org/10.1152/ajpregu.90939.2008
http://dx.doi.org/10.1016/j.mce.2013.09.024
http://dx.doi.org/10.1016/j.ygcen.2014.11.018
http://dx.doi.org/10.1016/j.cbpa.2013.02.029
http://www.ncbi.nlm.nih.gov/pubmed/23474252
http://dx.doi.org/10.1152/ajpregu.00099.2019
http://www.ncbi.nlm.nih.gov/pubmed/31850820
http://dx.doi.org/10.1677/joe.1.06869
http://www.ncbi.nlm.nih.gov/pubmed/17065385
http://dx.doi.org/10.1016/j.ygcen.2004.10.017
http://www.ncbi.nlm.nih.gov/pubmed/15639147
http://dx.doi.org/10.1016/j.ygcen.2003.10.013
http://www.ncbi.nlm.nih.gov/pubmed/14723885
http://dx.doi.org/10.1038/nrg.2016.118
http://www.ncbi.nlm.nih.gov/pubmed/27795562
http://dx.doi.org/10.1038/s41598-018-34326-6
http://dx.doi.org/10.1038/srep21284
http://www.ncbi.nlm.nih.gov/pubmed/26888627
http://dx.doi.org/10.1006/gcen.2000.7498
http://www.ncbi.nlm.nih.gov/pubmed/10882546
http://www.ncbi.nlm.nih.gov/pubmed/15713367
http://dx.doi.org/10.1016/0014-5793(94)00602-4
http://dx.doi.org/10.1152/ajpregu.00272.2009
http://www.ncbi.nlm.nih.gov/pubmed/19726716
http://dx.doi.org/10.1016/j.ygcen.2017.08.002
http://www.ncbi.nlm.nih.gov/pubmed/28782538


Genes 2020, 11, 1488 18 of 18

33. de la Serrana, D.G.; Fuentes, E.N.; Martin, S.A.M.; Johnston., I.A.; Macqueen., D.J. Divergent regulation
of insulin-like growth factor binding protein genes in cultured Atlantic salmon myotubes under different
models of catabolism and anabolism. Gen. Comp. Endocrinol. 2017, 247, 53–65. [CrossRef] [PubMed]

34. Breves, J.P.; Phipps-Costin, S.K.; Fujimoto, C.K.; Einarsdottir, I.E.; Regish, A.M.; Björnsson, B.T.;
McCormick, S.D. Hepatic insulin-like growth-factor binding protein (igfbp) responses to food restriction in
Atlantic salmon smolts. Gen. Comp. Endocrinol. 2016, 233, 79–87. [CrossRef] [PubMed]

35. Bower, N.I.; Li, X.; Taylor, R.; Johnston, J.A. Switching to fast growth: The insulin-like growth factor (IGF)
system in skeletal muscle of Atlantic salmon. J. Exp. Biol. 2008, 211, 3859–3870. [CrossRef] [PubMed]

36. Zapf, J. Physiological role of the insulin-like growth factor binding proteins. Eur. J. Endocrinol. 1995,
132, 645–654. [CrossRef]

37. Guler, H.P.; Zapf, J.; Schmid, C.; Froesch, E.R. Insulin-like growth factors I and II in healthy man. Estimations of
half-lives and production rates. Acta Endocrinol. (Copenh) 1989, 121, 753–758. [CrossRef]

38. Dai, H.; Goto, Y.I.; Itoh, M. Insulin-like growth factor binding protein-3 deficiency leads to behavior
impairment with monoaminergic and synaptic dysfunction. Am. J. Pathol. 2017, 187, 390–400. [CrossRef]

39. Yakar, S.; Rosen, C.J.; Bouxsein, M.L.; Sun, H.; Mejia, W.; Kawashima, Y.; Wu, Y.; Emerton, K.; Williams, V.;
Jepsen, K.; et al. Serum complexes of insulin-like growth factor-1 modulate skeletal integrity and carbohydrate
metabolism. FASEB J. 2009, 23, 709–719. [CrossRef]

40. Ning, Y.; Schuller, A.G.P.; Bradshaw, S.; Rotwein, P.; Ludwig, T.; Frystyk, J.; Pintar, J.E. Diminished growth
and enhanced glucose metabolism in triple knockout mice containing mutations of insulin-like growth factor
binding protein-3,-4, and-5. Molec. Endocrinol. 2006, 20, 2173–2186. [CrossRef]

41. Zhou, J.F.; Li, W.; Kamei, H.; Duan, C. Duplication of the IGFBP-2 Gene in Teleost Fish. PLoS ONE 2008,
3, e3926. [CrossRef] [PubMed]

42. Jansson, M.; Andersson, G.; Uhlén, M.; Nilsson, B.; Koerdel, J. The insulin-like growth factor (IGF)binding
protein 1 binding epitope on IGF-I probed by heteronuclear NMB spectroscopy and mutational analysis. J.
Biol. Chem. 1998, 273, 24701–24707. [CrossRef] [PubMed]

43. Kajimura, S.; Duan, C. Insulin-like growth factor-binding protein-1: An evolutionarily conserved fine tuner
of insulin-like growth factor action under catabolic and stressful conditions. J. Fish Biol. 2007, 71, 309–325.
[CrossRef]

44. Hoeflich, A.; Wu, M.; Mohan, S.; Föll, J.; Wanke, R.; Froehlich, T.; Arnold, G.J.; Lahm, H.; Kolb, H.J.; Wolf, E.
Overexpression of insulin-like growth factor-binding protein-2 in transgenic mice reduces postnatal body
weight gain. Endocrinology 1999, 140, 5488–5496. [CrossRef]

45. Yau, S.W.; Azar, W.J.; Sabin, M.A.; Werther, G.A.; Vincenzo, C. IGFBP-2-taking the lead in growth,
metabolism and cancer. J. Cell Comm. Sign. 2015, 9, 125–142. [CrossRef]

46. Bower, N.I.; Johnston, I.A. Transcriptional Regulation of the IGF Signaling Pathway by Amino Acids and
Insulin-Like Growth Factors during Myogenesis in Atlantic Salmon. PLoS ONE 2010, 5, e11100. [CrossRef]

47. Xiao, Z.; Chu, Y.F.; Qin, W.S. IGFBP5 modulates lipid metabolism and insulin sensitivity through activating
AMPK pathway in non-alcoholic fatty liver disease. Life Sci. 2020, 256, 117997. [CrossRef]

48. Bach, L.A. Current ideas on the biology of IGFBP-6: More than an IGF-II inhibitor? Growth Hormone Igf Res.
2016, 30–31, 81–86. [CrossRef]

49. Codina, M.; de la Serrana, D.G.; S#xE1;nchez, -G.J.; Montserrat, N.; Chistyakova, O.; Navarro, I.; Gutiérrez, J.
Metabolic and mitogenic effects of IGF-II in rainbow trout (Oncorhynchus mykiss) myocytes in culture and
the role of IGF-II in the PI3K/Akt and MAPK signalling pathways. Gen. Comp. Endocrinol. 2008, 157, 116–124.
[CrossRef]

50. Wheatcroft, S.B.; Kearney, M.T. IGF-dependent and IGF-independent actions of IGF-binding protein-1 and-2:
Implications for metabolic homeostasis. Trends Endocrinol. Metabol. 2009, 20, 153–162. [CrossRef]

Publisher’s Note: MDPI stays neutral with regard to jurisdictional claims in published maps and institutional
affiliations.

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/j.ygcen.2017.01.017
http://www.ncbi.nlm.nih.gov/pubmed/28109823
http://dx.doi.org/10.1016/j.ygcen.2016.05.015
http://www.ncbi.nlm.nih.gov/pubmed/27210270
http://dx.doi.org/10.1242/jeb.024117
http://www.ncbi.nlm.nih.gov/pubmed/19043058
http://dx.doi.org/10.1530/eje.0.1320645
http://dx.doi.org/10.1530/acta.0.1210753
http://dx.doi.org/10.1016/j.ajpath.2016.10.011
http://dx.doi.org/10.1096/fj.08-118976
http://dx.doi.org/10.1210/me.2005-0196
http://dx.doi.org/10.1371/journal.pone.0003926
http://www.ncbi.nlm.nih.gov/pubmed/19081843
http://dx.doi.org/10.1074/jbc.273.38.24701
http://www.ncbi.nlm.nih.gov/pubmed/9733769
http://dx.doi.org/10.1111/j.1095-8649.2007.01606.x
http://dx.doi.org/10.1210/endo.140.12.7169
http://dx.doi.org/10.1007/s12079-015-0261-2
http://dx.doi.org/10.1371/journal.pone.0011100
http://dx.doi.org/10.1016/j.lfs.2020.117997
http://dx.doi.org/10.1016/j.ghir.2016.09.004
http://dx.doi.org/10.1016/j.ygcen.2008.04.009
http://dx.doi.org/10.1016/j.tem.2009.01.002
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Microinjection and Early Rearing 
	Identifying IGFBP-2b Mutants via PCR and Ligand Blotting 
	Experimental Design and Sample Collection 
	Feeding Study 
	15 Months Post-Hatch Analysis 

	Sample Analysis 
	Plasma IGF-I Analysis 
	Free IGF-I 
	Gene Expression 

	Statistical Analysis 

	Results 
	Growth Response 
	Responses in Continuously Fed Fish 
	Feed Deprivation and Refeeding Response 
	Serum IGF-I and IGFBP 
	Correlations among IGF-I and IGFBPs 
	Expression of igf and igfr 
	Expression of igfbp in Liver 
	Expression of igfbp in White Muscle 

	Fifteen-Month Post Hatch 
	Free Versus Total Serum IGF-I, and Serum IGFBPs 
	Correlations among IGF and IGFBP 


	Discussion 
	Conclusions 
	References

