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Abstract: The dlx genes encode transcription factors that establish a proximal–distal polarity within
neural crest cells to bestow a regional identity during craniofacial development. The expression
regions of dlx paralogs are overlapping yet distinct within the zebrafish pharyngeal arches and may
also be involved in progressive morphologic changes and organization of chondrocytes of the face.
However, how each dlx paralog of dlx1a, dlx2a, dlx5a and dlx6a affects craniofacial development is
still largely unknown. We report here that the average lengths of the Meckel’s, palatoquadrate and
ceratohyal cartilages in different dlx mutants were altered. Mutants for dlx5a−/− and dlx5i6−/−, where
the entire dlx5a/dlx6a locus was deleted, have the shortest lengths for all three structures at 5 days post
fertilization (dpf). This phenotype was also observed in 14 dpf larvae. Loss of dlx5i6 also resulted in
increased proliferation of neural crest cells and expression of chondrogenic markers. Additionally,
altered expression and function of non-canonical Wnt signaling were observed in these mutants
suggesting a novel interaction between dlx5i6 locus and non-canonical Wnt pathway regulating
ventral cartilage morphogenesis.

Keywords: zebrafish; dlx; Wnt signaling; craniofacial development; neural crest cells

1. Introduction

The craniofacial skeleton is a complex system of interconnected structures where
correct morphology is indispensable for proper function. The cartilage and bones that make
up the facial skeleton are derived from cranial neural crest cells (NCCs), a multipotent
lineage that migrate from transient segments of neuroepithelium behind the hindbrain,
called rhombomeres [1]. Cells from the first two segments then populate transient stripes
called pharyngeal arches [2–4]. The cranial NCCs from the first pharyngeal arch (PA1)
form the Meckel’s cartilage (MC) and the palatoquadrate (PQ), while the second arch
forms the ceratohyal (CH), among other structures. Based on their positional identity
within rhombomeres, cranial NCCs express different proteins that will determine their
final destination [5]. For example, hox gene expression provides patterning information
along the rostral–caudal axis, whereas dlx expression patterns cranial NCCs along the
dorsal–ventral axis [6–9].

Once cranial NCCs have migrated to their final location, they undergo differentia-
tion, becoming chondrocytes that will become the cartilage that supports facial skeletal
development [10]. Chondrocytes also undergo convergence and extension movements
that allow for a tissue to elongate and narrow in perpendicular axes, which is essential for
the proper shape of craniofacial structures [11]. This morphogenic movement is governed
by the activity of non-canonical Wnts that can alter, among other processes, oriented cell
division and cellular morphology [12]. Indeed, knock-down or knock-out of members of
the non-canonical wnt pathways, such as wnt5b, wnt9a, frzd7a, ror2 and wls, resulted in
reduced size of PA1 and PA2 structures and changes to chondrocyte cell morphology in
zebrafish [11,13–17]. Futhermore, loss of wnt5b, wnt9a and ror2 in zebrafish lead to loss in
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cell polarity in craniofacial structures [11,15]. However, the upstream signals or genes that
regulate the non-canonical Wnt pathway during morphogenesis of jaw structures are still
poorly understood.

The dlx genes encode homeobox-binding transcription factors that are arranged in
convergently transcribed pairs [18]. Jawed vertebrates have at least six paralogs, all of which
are expressed in overlapping domains within the pharyngeal arches [8,19–21]. Despite
these overlapping domains, certain dlx genes are essential for different parts of facial
elements. In the mouse, Dlx1 and Dlx2 are important for the development of the maxilla
while Dlx5 and Dlx6 are essential for the development of the mandibles [21]. To further
delineate boundaries of dlx activity during craniofacial patterning, zebrafish were used to
study morphogenesis of PA1 and PA2 structures, identifying regions of relative importance.
The activity of dlx2a is important for patterning of dorsal structures and dlx5a important
for patterning slightly more ventral structures albeit not the most ventral elements [22].
Additionally, facial abnormalities resulting from reduced dlx1a/dlx2a function may also be
due to increased apoptosis of cranial neural crest cells [23]. However, attempts to elucidate
the effect each dlx gene is exerting on the development of PA1 and PA2 structures were
carried out through gene knock-down or in hypomorphic mutants, and may not be truly
representative of gene function [24].

To study the effects of each dlx1a, dlx2a, dlx5a and dlx6a during craniofacial devel-
opment, mutants were generated using a CRISPR-Cas9 mutagenesis approach to delete
the entire gene of interest [25]. Additionally, mutants were created where the intergenic
enhancers of dlx5a/dlx6a were deleted (inter56) as well as a line where the entire dlx5a/dlx6a
locus, including the intergenic region was deleted (dlx5i6). Using these mutants, it was
found that each dlx gene has differential impact on the size of PA1 and PA2 derivatives.
Most strikingly, dlx5i6 mutants presented with shortened and malformed MC, increased
proliferation of NCC, changes in the expression of genes important for chondrogenesis
and most curiously, alterations in the expression of non-canonical Wnt signal wnt5b and
its potential receptors ror2 and frzd7a. Within the modified MC, dlx5i6 mutants also re-
sulted in defects in cell polarity, further supporting a novel interaction between dlx and
non-canonical Wnt activity.

2. Materials and Methods
2.1. gRNA Construction and Germline Transformation

All guide RNAs (gRNAs) were designed using CHOPCHOP to target (1) either the
5′UTR or the first exon and (2) the last exon or the 3′UTR of each gene (Figure S1A).

To delete the dlx5a/dlx6a intergenic region, guides were designed to target the 3′UTR
of dlx6a and a region 3′ of the i56ii cis regulatory element, that is close to dlx5a.

To delete the entire dlx5a/dlx6a locus, a gRNA targeting the first exon of dlx6a and one
targeting the first exon of dlx5a were designed. All gRNAs were subsequently synthesized
as previously described [26].

Cas9 protein and both gRNAs targeting the same gene or desired region were co-
injected in 1-cell stage embryos. Primary injected embryos were raised to sexual maturity
and crossed to wild-type fish. Resulting F1 embryos were screened using PCR. To detect the
deletion of the entire gene or region, two primers were designed to flank the gRNA target
sites (F1/R1) and a third primer was designed to target within the gene/region (e.g., R2). If
the targeted region was successfully excised, only the product produced by the primers
flanking the gRNAs (F1/R1) would appear on the gel. However, if the region was intact
or if cutting of only one gRNA occurred, the product produced by F1 and R2 would be
visible while the F1/R1 product is too large to be amplified by PCR conditions (Figure S1A).
Mutant PCR products were also sequenced to confirm loss of targeted region.

The following tables list the sequences used to generate gRNA (Table 1) and the primer
sequences for genotyping each mutant (Table 2).
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Table 1. Sequences to generate gRNA.

Target gRNA 1 (5′-3′) gRNA 2 (5′-3′)

dlx1a GGACCAATCAGAGAGCACCT GGTCCCCTGAACTGGGCCAT
dlx2a GGCAATGATCAACGTGGCAT GGAAACGCTTTCGGCCCCTA
dlx5a GGCTATTACAGCCCTGCCGG GGCTCTCGATATAATGGCAT
dlx6a GGGAGCCGGAATGGAGACAG and GGCAGGTACGGACTGTGGTG GGCGTGTCAATGGTCGACAA

inter56 GGCGTGTCAATGGTCGACAA GGCTCTCGATATAATGGCAT
dlx5i6 GGGAGCCGGAATGGAGACAG GGCTATTACAGCCCTGCCGG

Table 2. Primers for genotyping dlx mutants.

Target Forward Sequence (5′-3′) Reverse Sequence Product Size

dlx1a WT
CCTATGCGTCTCGGTCCATT

CGTAGTGCGTCGACAAAAGC 740 bp
dlx1a mutant GTGTTTCTTCTCCGGTGCGA 320–350 bp

dlx2a WT GCATGAAACACATGGAAACCGA AGTCTCCACCTCACCCCTCA 629 bp
dlx2a mutant TTGCTGACGCGACATTGC CAAGTCCCAGGAATCGCCG 130–160 bp

dlx5a WT
ATCAAGAACCAGGCGCATCT

GAGCCCACACAGAGATAGCA 498 bp
dlx5a mutant CCCTTTTCAGCTCTCCACGAT 290–310 bp

dlx6a WT
GGAGGCTCAAGACTCGTCAA

TTGCTGACATACGACGGGG 429 bp
dlx6a mutant AAAACGATTCGCTTCCTGTC 200–250 bp
inter56 WT

AGCTACATGCCCGGCTATTC
GGACAAGATGCGGCTCTATTC 796 bp

inter56 mutant ATAGCCCCCAACCTACAAGC 350–400 bp
dlx5i6 WT

GGAGGCTCAAGACTCGTCAA
TTGCTGACATACGACGGGG 429 bp

dlx5i6 mutant CCCTTTTCAGCTCTCCACGAT 200–230 bp

2.2. Animal Care and Husbandry

All experiments were conducted following protocols approved by the University of
Ottawa Animal Care Committee. Adult zebrafish were housed in circulating water at
28.5 ◦C with a 14 h light cycle. Embryos were collected from natural spawning and raised
in E3 embryo media at 28.5 ◦C. Larvae for whole mount in situ hybridization, acridine
orange staining, or MTOC staining were treated with phenylthiourea (final concentration
of 0.003%) at 24–26 hpf to prevent development of pigmentation. Larvae for histology
stains at 14 dpf were raised in petri dishes and fed a diet of live rotifers twice daily with
water changes from 5 dpf onwards.

2.3. Histology Staining

Alcian blue and alizarin red staining in 5 dpf larvae was performed following estab-
lished protocols [27]. For staining in 14 dpf larvae, the following modifications were used:
larvae were fixed in 2% PFA for 1.5 h at room temperature then washed in 10 mM Tris,
pH 7.5/10 mM MgCl2 for 15 min prior to overnight staining with 10 mM MgCl2/0.04% alcian
blue. The next day, samples were rehydrated stepwise with 80%, 50% and 25% ethanol/100 mM
Tris washes for 15 min each. Samples were then washed with 0.5% KOH for 15 min and then
bleached with 3% H2O2/0.5% KOH for 15 min then rinsed with 35% saturated NaBO4 for
15 min. A solution of 1% trypsin in saturated NaBO4 was used to clear some larval tissues.
Samples were then washed with 10% glycerol/0.5% KOH until saturated before staining
overnight with 0.01% alizarin red, pH 7.5. Samples were cleared with 50% glycerol/0.1% KOH
until saturated and then an overnight wash before imaging in 70% glycerol/H2O.

2.4. Whole Mount In Situ Hybridization

Antisense mRNA probes were labelled with digoxygenin-dNTP (Roche, Basel,
Switzerland, #11277073910) and synthesized from cDNA clones (sox9a, NM161343) [28] or
created by PCR using the following primers (Table 3).
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Table 3. Oligo sequences used to generate RNA probes.

Target Forward Sequence (5′-3′) Reverse Sequence (5′-3′)

foxd3 AATTAACCCTCACTAAAGGCTCAGTGGA TAATACGACTCACTATAGCCATTTCGAT
ATCTGCGAGT ACCGCTGCTG

col11a2 AATTAACCCTCACTAAAGAGACCTCGTTT TAATACGACTCACTATAGACGGGCTCC
GTGCTCCTC AAAAACAGTGA

wls AATTAACCCTCACTAAAGCGGATGGAGC TAATACGACTCACTATAGCATTGCGCA
TTCGATCACC GGCAGTAATCC

wnt5b AATTAACCCTCACTAAAGGTGACCCTCAT TAATACGACTCACTATAGCATTGCGCA
CGTCTGCAA GGCAGTAATCC

The T7 and T3 promoter sequences were appended to the 5′ end of the correct primer
for RNA probe synthesis. Whole mount in situ hybridization was performed following
an established protocol [29]. Images are representative of at least 15 larvae per time point
per target.

2.5. BrdU Treatment

At 52hpf (dlx5i6+/−; fli1a:GFP incross) or 5 dpf (dlx5i6+/−; sox10:GFP incross) larvae
were treated with either 10 mM BrdU or 15 mM BrdU, respectively, following established
protocols. Larvae were then washed three times with system water and recovered for 4 h
at 28.5 ◦C in system water. At 4 h post treatment, all treated larvae were euthanized with
tricaine before decapitation below the yolk sac. Heads were fixed in 2% PFA for 30 min
at room temperature in 96 well plates and the posterior portion lysed for genotyping in
10 uL 0.05 mM NaOH. After PFA fixation, samples were washed with PBS and then stored
in 100% methanol at −20 ◦C until genotypes were identified.

2.6. Acridine Orange Staining

For acridine orange staining, live embryos at 55 hpf were stained with 10 ug/mL
of acridine orange (3, 6-Bis(dimethylamino)acridine hydrochloride zinc chloride double
salt; Sigma-Aldrich, St. Louis, MO, USA) in system water for 30 min in the dark at room
temperature (~23 ◦C). Larvae were washed three times with system water prior to imaging.

2.7. MTOC Sample Preparation and Immunohistochemistry

For BrdU staining, samples were rehydrated step-wise in 75%/50%/25% methanol/PBST
then washed in PBST before permeabilized with 10 mg/mL proteinase K for 20 min (56 hpf)
or 40 min (5 dpf). Samples were then post-fixed with 4% PFA for 20 min followed by 2 N
HCl for 30 min (56 hpf) or 1 h (5 dpf) for antigen retrieval. All samples were blocked with
10% FBS/PBST for 1 h.

To stain the microtubule organizing center (MTOC), larvae were euthanized in exces-
sive tricaine and then fixed in 4% PFA overnight at 4 ◦C. Samples were washed with PBST
then cut below the yolk ball for greater antibody penetration and mounting for imaging.
Samples were then digested with 10 mg/mL proteinase K for 30 min and then washed
3 times 15 min with 0.1% PBS-TritonX (PBSTr) before blocking with 10% FBS/0.5%PBSTr
for 2 h.

Staining for Sox10 was performed following previously established protocols using
PBST [30].

The following primary antibodies and concentrations were used: 1:200 mouse anti-
acetylated tubulin (Sigma, T7451), 1:400 mouse anti-BrdU (Sigma, B2531), 1:500 rabbit anti-
GFP (Life Technologies, Carlsbad, CA, USA, #A11122). The following secondary antibodies
were used, all at 1:1000 concentration: goat anti-mouse Alexa 488 (Life Technologies,
#A11001), goat anti-mouse Alexa 594 (Life Technologies, #A11005) and goat anti-rabbit
Alexa 488 (Life Technologies, #A11008).

Alexa-Fluor-594 phalloidin (Thermo Fisher Scientific, Waltham, MA, USA, #A12381)
was used at 3:100 during secondary antibody incubation.
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2.8. RNA Extraction, cDNA Synthesis and RT-qPCR

Total head RNA was extracted from 2 dpf and 3 dpf dlx5a−/− and WT sibling larvae
with TriZol (Invitrogen, Waltham, MA, USA, Thermo Fisher, Waltham, MA, USA) according
to manufacturer’s protocol. A pool of 20–25 embryos were used for each timepoint from
different crosses to generate at least four biological samples. After precipitation, all RNA
were analyzed for purity and integrity through gel electrophoresis and using the NanoDrop
1000 spectrophotomerter (Thermo Fisher Scientific). Samples with absorbance of 1.95–2.1
and clear 18S and 28S bands were used for cDNA synthesis. For cDNA synthesis, 750 ng of
RNA was used for iScriptTM cDNA Synthesis Kit (Life Science Research, Bio-Rad, Hercules,
CA, USA) following the manufacturer’s protocol. RT-qPCR was performed in triplicate
with 1:4 cDNA diluted in nuclease-free water and using SsoFastTM EvaGreen® Supermix
(Bio-Rad) on the Bio-Rad CFX96 instrument. The following table lists primers used for
sox9a, col11a2, wnt5b, ror2 and frzd7a (Table 4). For reference genes, ef1a [31] and r18s [32]
were used. Primer efficiencies for all targets were between 90–113%. Analysis of fold
changes was performed using Microsoft Excel 2021.

Table 4. Oligo sequences used for RT-qPCR.

Target Forward Sequence (5′-3′) Reverse Sequence (5′-3′) Amplicon Size

sox9a GCGTCCAGCATGGGAGAAGT GCCTCTCGTTTCAGATCCGC 125 bp
col11a1 [33] GATATTCGGAAGAAGCGGAGG CGCAAAACATCTACTGGATCTG 101 bp

wnt5b TATTGGAGAGGGGGCGAAGA ATATGCATGACACGGCCGAA 114 bp
ror2 [34] GAGGATTACAACTGGAGCTCAT AGCCTCAATCTCTTCAGACTCG 106 bp

frzd7a GACAAATTCAGCGACGACGG CCCGCTGAGAGAAACCATGT 149 bp

2.9. Imaging

Whole mount in situ hybridization images were acquired using Nikon SMZ 1500 and
NIS-Elements F software. BrdU images were acquired using the Zeiss LSM 880 confocal
with the 10× objective. Acridine orange images were obtained using the Zeiss AxioZoom
V16 with Apotome. To image all other immunohistochemistry experiments, the Nikon
AIRsIMP confocal was used with 20× water immersion objective. For all confocal imaging,
samples were mounted in 1% low-melt agarose. Whole mount in situ samples were imaged
in 70% glycerol/PBS on a glass slide or cover slip. For acridine orange images, live larvae
were mounted in 3% methylcellulose made with system water.

2.10. Cell Counting and Statistical Analysis

All cell counting was performed on z-stacks using ImageJ software (version 1.53o)
with the BioFormats plug-in [35,36]. Graphs and statistical analysis were performed using
Graphpad Prism 9 (San Diego, CA, USA). For average cartilage lengths, one-way ANOVA
with Tukey’s multiple comparisons test was used. All other statistics used two-tailed
unpaired t-test with Welch correction and Holm Sidak method. Statistical significance was
determined with a 95% confidence interval where * p < 0.05; ** p < 0.001; *** p < 0.0001.

3. Results
3.1. Loss of Function Mutants Are Viable and Do Not Exhibit Severe Morphological Defects

We generated a collection of dlx mutants using CRISPR-Cas9. The approach involved
using pairs of guide RNAs positioned in such a way that most (>75%; dlx2a, dlx5a, dlx6a)
or all (dlx1a) of the coding region of the gene(s) was deleted. All deletions included the
homeobox. For the dlx5i6 mutants, the two guide RNAs were positioned such that >75%
of the coding region of the dlx5a and dlx6a, as well as the intergenic region separating the
two genes was deleted (Figure S1A). The expected deletions were verified by PCR and
sequencing (Figure S1B).
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We previously reported all dlx mutants were viable and fertile as adults [25]. Surpris-
ingly, all mutants did not have severe or consistent morphological craniofacial defects as
adults. All fish are able to feed on a standard diet of rotifers, brine shrimp and flake food.

3.2. Morphology of Jaw Structures Are Altered in dlx Mutants at 5 dpf and 14 dpf

To observe if defects occurred during craniofacial development in dlx mutants, alcian
blue and alizarin red staining were performed on 5 dpf larvae (Figure 1A–G). Flat mounted
images in the ventral position for dlx5a−/−, dlx5i6−/− and WT siblings were also produced
to better showcase abnormal morphology of key jaw structures (Figure 1H–K). The average
lengths of the MC, PQ and CH were obtained by measuring each half of each structure of an
animal, averaging the measurement then averaging for each genotype (Figure 1L). The MC
was found to be shorter in dlx5a−/− and dlx5i6−/− mutants compared to WT (Figure 1M).
The PQ was shorter in dlx1a−/−, dlx2a−/−, dlx5a−/− and dlx5i6−/− mutants compared to WT,
(Figure 1N). Other than dlx5a−/− and dlx5i6−/− larvae, dlx2a−/− mutants also possessed
shorter CH (Figure 1O). Interestingly, the overall length of the head was shorter in dlx1a−/−,
dlx2a−/−, dlx5a−/− and dlx5i6−/− mutants, suggesting an early growth defect (Figure S2A).
Importantly, the expression of dlx2b, a duplicate of dlx2a, was similar to WT siblings in
dlx2a−/− larvae at 2 dpf and 3 dpf, suggesting craniofacial defects observed in dlx2a−/−

larvae are likely not due to dlx2b compensation (Figure S3).
Since no overt morphological defects were observed in adults, it was possible that

defects observed at 5 dpf may be rescued or normalized at a later age. Thus, morphometrics
of the same three cartilage structures were made at 14 dpf using the same histology stains
in dlx mutants (Figure 2A–G). Flat mounted images in dlx5i6−/− and WT siblings were also
taken in ventral position (Figure 2H,I). The MC continued to be shorter in dlx5a−/− and
dlx5i6−/− mutants compared to WT (Figure 2J). The structure in dlx1a−/− larvae are now
also shorter but only when compared to WT. At this age, the PQ of dlx1a−/−, dlx5i6−/−

and inter56−/− mutants were shorter compared to WT and dlx2a−/− larvae (Figure 2K).
Surprisingly, only dlx1a−/− larvae had shorter CH structures compared to WT, but all
other mutants possessed shorter CH when compared to dlx2a−/− larvae (Figure 2L). Taking
the measurements made at 5 dpf into consideration, dlx5a−/− and dlx5i6−/− mutants
consistently possess shorter MC and PQ while the CH length may have normalized. In the
case of dlx1a−/− mutants, the three cartilages are now shorter at 14 dpf which may reflect
the fact the head length of these mutants continue to remain shorter than WT (Figure S2B).

The ratio of how far distally the arch of the MC was extended (length) and the distance
between the two arms of the structure (width) was calculated. At both ages, dlx5a−/−

and dlx5i6−/− mutants possess smaller ratios (Figures 1P and 2M). In sum, dlx5a−/− and
dlx5i6−/− mutants not only possessed a shorter MC, but the structure was wider compared
to WT and other mutants. Since dlx5i6−/− larvae possessed more severe defects at 5 dpf,
these mutants were the subject of further analyses.



Biomolecules 2023, 13, 1347 7 of 18
Biomolecules 2023, 13, x FOR PEER REVIEW 7 of 20 
 

 
Figure 1. Histological analysis of dlx mutants using alcian blue and alizarin red showing altered 
lengths of MC, PQ and CH cartilage structures at 5 dpf. (A–G) Histology stains were performed in 
at least 15 larvae for each genotype and presented in the ventral (A–G) or lateral (A′–G′) Scale = 
150 μm. (H–K) Flat mount images in ventral position of dlx5a−/− (n = 5) and dlx5i6−/− (n = 5). Scale = 
100 μm. (L) Schematic showing how structures were measured. Lengths of both halves of MC 
(red), PQ (yellow) and CH (orange) were measured, then averaged for each animal. Averages were 
then calculated per genotype. The length (l) and width (w) of the MC were also measured. Dashed 
line represents entire head length. (M–O) Average lengths of MC (M), PQ (N) and CH (O) in WT 
(n = 33), dlx1a−/− (n = 12), dlx2a−/− (n = 14), dlx5a−/− (n = 8), dlx5i6−/− (n = 13), dlx6a−/− (n = 17) and 
inter56−/− (n = 16) larvae. Results are reported as mean ± SEM. (P) l/w ratio in dlx5a−/− and dlx5i6−/− 
larvae were smaller compared to WT. One-way ANOVA with Tukey’s multiple comparisons test 
was performed. * p < 0.05; ** p < 0.001; *** p < 0.0001. 

Since no overt morphological defects were observed in adults, it was possible that 
defects observed at 5 dpf may be rescued or normalized at a later age. Thus, 
morphometrics of the same three cartilage structures were made at 14 dpf using the 
same histology stains in dlx mutants (Figure 2A–G). Flat mounted images in dlx5i6−/− and 
WT siblings were also taken in ventral position (Figure 2H,I). The MC continued to be 
shorter in dlx5a−/− and dlx5i6−/− mutants compared to WT (Figure 2J). The structure in 

Figure 1. Histological analysis of dlx mutants using alcian blue and alizarin red showing altered
lengths of MC, PQ and CH cartilage structures at 5 dpf. (A–G) Histology stains were performed in at
least 15 larvae for each genotype and presented in the ventral (A–G) or lateral (A′–G′) Scale = 150 µm.
(H–K) Flat mount images in ventral position of dlx5a−/− (n = 5) and dlx5i6−/− (n = 5). Scale = 100 µm.
(L) Schematic showing how structures were measured. Lengths of both halves of MC (red), PQ
(yellow) and CH (orange) were measured, then averaged for each animal. Averages were then
calculated per genotype. The length (l) and width (w) of the MC were also measured. Dashed
line represents entire head length. (M–O) Average lengths of MC (M), PQ (N) and CH (O) in WT
(n = 33), dlx1a−/− (n = 12), dlx2a−/− (n = 14), dlx5a−/− (n = 8), dlx5i6−/− (n = 13), dlx6a−/− (n = 17)
and inter56−/− (n = 16) larvae. Results are reported as mean ± SEM. (P) l/w ratio in dlx5a−/− and
dlx5i6−/− larvae were smaller compared to WT. One-way ANOVA with Tukey’s multiple comparisons
test was performed. * p < 0.05; ** p < 0.001; *** p < 0.0001.
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Figure 2. Alcian blue and alizarin red staining of 14 dpf dlx mutants reveal altered lengths of
craniofacial structures. (A–G) Histology stains were performed in at least 10 larvae for each genotype.
Images were taken in ventral (A–G) and lateral (A′–G′) positions. Scale = 150 µm. (H,I) Flat
mount of dlx5i6−/− (n = 5) and WT siblings (n = 6) in the ventral position to better show MC
structure. Scale = 100 µm. (J–L) Average lengths of MC (J), PQ (K) and CH (L) in 14 dpf animals
were obtained following the same method as 5 dpf. At least 8 animals per genotype were measured.
Results are reported as mean ± SEM. (M) l/w ratio in dlx5a−/− and dlx5i6−/− larvae continue to be
smaller compared to WT. One-way ANOVA with Tukey’s multiple comparisons test was performed.
* p < 0.05; ** p < 0.001; *** p < 0.0001.

3.3. Altered Expression of Chondrocyte Markers and Increased Proliferation Observed in
dlx5i6 Mutants

A possible explanation for why dlx5i6−/− possessed shorter and malformed PA 1
structures may be that fewer NCC contribute to these structures, either through altered
migration or differentiation. To test this, the expression of foxd3, sox9a and col11a2 was
assessed by whole mount in situ hybridization (WISH).
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At 9 hpf, cells at the neural plate border express foxd3 as they undergo induction.
In dlx5i6−/− embryos, staining for foxd3 revealed the neural plate border is further apart
than age-matched WT, suggesting possible defects in NCC positioning or migration as the
embryo develops (Figure 3A,B). However, by 14 hpf, after the onset of NCC migration, the
pattern of foxd3 staining is similar in dlx5i6−/− and WT, suggesting overall migration was
not affected (Figure 3C,D). To further explore NCC migration, immunohistochemistry was
performed at 16 hpf for Sox10 dlx5i6−/− embryos (Figure 3E,F). No significant differences
were observed in the number of Sox10+ cells that have migrated from the neural tube at
16 hpf (Figure 3G). These results together further suggest migration is likely unaffected in
dlx5i6 mutants.
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Figure 3. NCC specification and migration does not appear to be affected in dlx5i6−/− embryos.
(A–D) Expression of NCC specifier foxd3 by WISH at 9 hpf (A,B) during NCC specification and at
14 hpf, during NCC migration (C,D). (E,F) Immunohistochemistry for Sox10 (green) at 16 hpf in WT
(n = 5, (E)) and dlx5i6−/− (n = 4, (F)) show similar number of cells leaving the neural tube (dashed
line). ‘h’ represents the location of head. (G) Average number of Sox10+ cells from second somite to
head in a single side of each larvae. Scale = 100 µm.
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Could altered craniofacial structure size be due to insufficient cell proliferation once
NCC were in the pharyngeal arches? To determine if cell proliferation was affected in
these mutants, embryos were treated with BrdU at either 50 hpf or 5 dpf with processing
carried out 6 h later. At both timepoints, more BrdU+ cells were present in dlx5i6−/−

larvae (Figure 4D,F) compared to WT siblings (Figure 4C,E). Many BrdU+ cells were also
positive for GFP controlled by either the fli1a or the sox10 promoter, suggesting increased
proliferation was occurring in NCC derivatives. At both timepoints, there was a near
two-fold increase in the number of BrdU+ cells that co-expressed GFP in mutants compared
to WT (Figure 4G). Importantly, increased apoptosis was not observed in dlx5i6−/− at 55hpf
demonstrating the change in proliferation was not to offset cell death previously reported
in knock down of dlx genes in zebrafish larvae (Figure 4A,B).
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by 3 dpf, the expression pattern of sox9a differs in dlx5i6−/− compared to age-matched WT, 
where staining was observed throughout ventral cartilaginous structures (Figure 5C,D). 
The expression of col11a2, a minor collagen present in facial cartilage was also 
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Figure 4. Proliferation is increased in dlx5i6 mutants at 56 hpf and 5 dpf without changes in cell death.
(A,B) Larvae were stained with acridine orange to label apoptotic cells (arrows) at 55 hpf. WT (n = 6,
(A)) larvae had few labelled cells as was the case in dlx5i6−/− larvae (n = 7, (B)) in the pharyngeal
arches. Mutants had more labelled cells in other parts of the head. (C–F) BrdU staining in 56 hpf
(C,D) and 5 dpf (E,F) larvae. Mutants (n = 7 for each timepoint; (D,F)) had overall more BrdU labelled
cells compared to WT siblings (n = 6 at 56 hpf, n = 7 at 5 dpf; (C,E)). (E′,F′) 2× zoom of 5 dpf larvae
in area within dashed line box. Arrowheads indicate double-labelled cells. (G) Quantification of
BrdU+ cells in the MC at 56 hpf (left) and at 5 dpf (right). * p < 0.05, unpaired t-test. Scale = 100 µm.

To probe NCC differentiation, the expression of the transcription factor sox9a, which
is expressed during specification and is essential for the differentiation of NCC into chon-
drocytes was investigated [37–39]. At 2 dpf, expression sox9a was observed in the first
and second pharyngeal arches in both WT and dlx5i6−/− larvae, further supporting the
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possibility that NCC migration was unaffected (Figure 5A,B). However, by 3 dpf, the ex-
pression pattern of sox9a differs in dlx5i6−/− compared to age-matched WT, where staining
was observed throughout ventral cartilaginous structures (Figure 5C,D). The expression
of col11a2, a minor collagen present in facial cartilage was also investigated [40]. At 2 dpf,
both WT and dlx5i6−/− larvae have comparable expression pattern and staining intensity
(Figure 5E,F). However, by 3 dpf, the staining for col11a2 in dlx5i6−/− larvae appear more
pronounced in the ethmoid plate and MC (Figure 5G′,H′). Since WT and mutant siblings
were treated and stained for the same amount of time for each marker, the changes in
staining pattern and intensity at 3 dpf suggest dlx5i6−/− larvae may exhibit increased
expression of sox9a and col11a2. Based on results from BrdU experiments, this may also
be a consequence of more cells contributing to facial structures. Further investigation
was performed by quantifying gene expression through reverse-transcription quantitative
PCR (RT-qPCR) on cDNA of pooled larval heads at 2 dpf and 3 dpf, for sox9a and col11a2.
Expression of sox9a was similar in both WT and mutants at 2 dpf but showed a trend
towards increased expression at 3 dpf (Figure 5I). The expression of col11a2 showed a trend
towards higher expression in mutants at both timepoints (Figure 5J).
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Figure 5. Expression of chondrocyte markers at 3 dpf in dlx5i6−/− larvae. (A–D) WISH for sox9a
at 2 dpf (A,B) in WT and dlx5i6−/− larvae in the lateral position. (C,D) WISH for sox9a at 3 dpf in
WT and dlx5i6−/− larvae in lateral (C,D) and ventral (C′,D′) positions, showing more staining for
this marker in dlx5i6−/− mutants. (E,F) WISH for col11a2 in 2 dpf WT (E) and dlx5i6−/− larvae (F) in
lateral position. (G,H) WISH for col11a2 in 3 dpf WT (G,G′) and mutant (H,H′) in lateral and ventral
positions. Scale = 100 µm. (I,J) Relative normalized expression of sox9a (I) and col11a2 (J) at 2 dpf
(p = 0.32; p = 0.16, respectively) and 3 dpf (p = 0.42; p = 0.24, respectively). ‘ns’: not significant.
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3.4. Non-Canonical Wnt Signaling in MC Is Abnormal in dlx5i6−/−

The MC of dlx5i6−/− larvae is shorter compared to WT; however, NCC contribution
to the structure and differentiation into chondrocytes appear unaffected in these mutants.
Moreover, increased proliferation in NCC and derivatives were observed suggesting more
cells are present to contribute to MC formation. To address these two conflicting lines of
evidence, another aspect of MC morphology was considered. The MC in dlx5i6−/− is wider
and fails to extend distally, which resembles mutants of non-canonical Wnt signaling such as
wnt5b, suggesting non-canonical Wnt signaling may be affected in dlx5i6−/− larvae [11,17].

Using WISH and RT-qPCR, the expression of wls, which controls release of Wnt5b into
the extracellular space, and wnt5b were investigated (Figure 6). At 2 dpf, loss of dlx5i6 leads
to similar staining of wls (Figure 6A,B). However, by 3 dpf, the staining in dlx5i6−/− larvae
is darker, suggesting increased expression since both biological groups were stained for
the same amount of time (Figure 6C,D). In the case of wnt5b, 2 dpf mutant larvae exhibited
reduced staining compared to WT, suggesting reduced expression (Figure 6E,F). However,
by 3 dpf, the staining for wnt5b is darker in mutants compared to WT (Figure 6G,H). The
expression of wnt5b was also investigated by RT-qPCR, confirming reduced expression at
2 dpf in dlx5i6 mutants (Figure 6I). However, only a trend towards increased expression was
observed at 3 dpf. Two receptors for wnt5b, Frizzled7a and Ror2 were also investigated by
RT-qPCR. Frizzled7a (frzd7a) is a potential receptor for Wnt5b and was shown previously
to be important in lower jaw development in zebrafish [41,42]. The expression of frzd7a
show a trend towards higher expression in mutants at 2 dpf followed by lower expression
at 3 dpf, potentially to compensate for different amounts of Wnt5b (Figure 6J). The tyrosine
kinase receptor Ror2 can interact with Wnt5b during gastrulation in zebrafish and a ror2
null mutant was recently reported to produce craniofacial abnormalities including altered
chondrocyte polarity [15,34,43]. Interestingly, the expression of ror2 showed a trend towards
more expression at both time points in mutants (Figure 6K). Taken together, these analyses
suggest that non-canonical Wnt signaling is mis-expressed in dlx5i6−/− larvae during
critical timepoints of MC morphogenesis.

To investigate if altered expression of non-canonical Wnt signaling functionally im-
pacted the morphology of the MC, alcian blue histology stains were revisited to determine
whether convergence and extension was affected in the MC. The length and width of a
single half of the MC was measured, finding that the L/W ratio was smaller in dlx5i6−/−

larvae at both 5 dpf and 14 dpf (Figure 7A–C), suggesting that the cartilage itself is wider
in mutants. Cell polarity was also investigated in dlx5i6 null mutants through immunohis-
tochemistry for the microtubule organizing center (MTOC) in mutant MC chondrocytes
(Figure 7D,E). The MTOC sits at the base of the primary cilium present in most cells and
the positioning of the MTOC is regulated by non-canonical Wnt signaling [44]. It was previ-
ously reported that the MTOC in chondrocytes to the left of the midline should be skewed
towards the left side of the cell while MTOC in chondrocytes to the right of the midline are
skewed to the right side of the cell [11]. This assay revealed the positioning of the MTOC in
dlx5i6−/− was more randomized compared to WT siblings (Figure 7F). Additionally, the
chondrocytes of dlx5i6−/− larvae failed to achieve the standard elongated shape observed
in WT which is also regulated by non-canonical Wnt signaling [45]. These data suggest
loss of Dlx5a/Dlx6a function may impair expression and function of non-canonical Wnt
signaling, resulting in morphological defects to the MC.
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Figure 6. Expression of non-canonical Wnt signaling components are altered in dlx5i6−/− larvae
during MC morphogenesis. (A–D) Expression of wls at 2 dpf (A,B) and 3 dpf (C,D) by WISH.
(E–H) Expression of wnt5b at 2 dpf (E,F) and 3 dpf (G,H) by WISH. Scale = 100 µm. (I–K) Normalized
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All data presented as mean ± SEM. * p < 0.05, ns = no significance (wnt5b at 3 dpf: p = 0.21; frzd7a at
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Figure 7. Decreased LW ratio of MC and mispositioning of microtubule organizing center (MTOC)
in dlx5i6−/− larvae. (A–C) Histology stains were revisited to calculate the length and width of MC
in 5 dpf (B) and 14 dpf (C) dlx5i6−/− larvae as an indicator of abnormal planar cell polarity. The
length of half the MC was measured from the proximal to distal tip (A). Three width measurements
were made and averaged to account for potential differences along the arch. (D,E) Larvae at 3 dpf
were stained with phalloidin (red) and acetylated tubulin (green) to label cell membranes and MTOC,
respectively, in WT (D) and dlx5i6 mutants (E). (D′,E′) Traces of MC cells were made to enable easier
analysis. (F) A cell was divided into five regions relative to the MC midline and the position of MTOC
was assigned to each region (left schematic). MTOC location should be skewed equally to the left and
right positions; however, mutants displayed more randomization with greater number of MTOC in
the bottom and center locations. A total of 4 WT and 4 dlx5i6−/− larvae were analyzed, representing
55 cells for each genotype. * p < 0.05.

4. Discussion

The dlx genes are involved in providing NCC with positional information that will
influence their migration from the neural tube. These genes are also involved in providing
regional identity during morphogenesis of facial structures. However, the role of each
dlx gene during craniofacial development is still largely unknown. Here, we report the
consequence of dlx1a, dlx2a, dlx5a and dlx6a loss of function as well as compound mutants on
the development of ventral structures of the first and second pharyngeal arches in zebrafish.

4.1. Reduced Length of Meckel’s, Palatoquadrate and Ceratohyal Cartilages in dlx Mutants

At 5 dpf, the MC, PQ and CH of dlx5a and dlx5i6 mutants are all shorter compared
to WT. However, by 14 dpf, only the MC is shorter in both mutants. These results suggest
dlx5a may be more important for regulating the morphology of these structures than other
dlx paralogs. These results also support previous work using zebrafish that identified
dlx5a is involved in delineating the intermediate region of ventral cartilaginous structures
including the entire MC [22]. However, our work may suggest additional paralogs such as
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dlx3b and dlx4b may compensate for dlx5a and dlx6a loss of function, since loss of both those
genes did not result in homeotic transformation of the lower jaw, contrary to observations
made in mouse studies [19–21,46,47]. The expression of these other paralogs will need to be
explored in addition to investigating the morphometrics of these structures in compound
mutants. Furthermore dlx5i6−/− larvae presented with more severe defects compared
to loss of dlx5a or other dlx paralogs. While it was previously demonstrated that loss of
dlx5a results in loss of dlx6a expression, which is also shown in WISH for these genes in
dlx5i6 mutants, it is possible the loss of the entire locus, including the intergenic regulatory
elements have affected expression of other genes [25]. It is therefore possible that these
unknown genes may also affect MC morphogenesis independent of Dlx5a/Dlx6a activity
and warrants further investigation.

Curiously, the structures analyzed in this study were also shorter in dlx1a mutants at
14 dpf but not at 5 dpf. At 14 dpf, these pharyngeal skeletal elements would be longer, and
the dentary covers the circumference of the Meckel’s cartilage while the other structures
are undergoing osteogenesis [48]. Importantly, growth of these elements, particularly the
Meckel’s cartilage, is due to division of resident chondrocytes [49]. It is possible that the
reduction in the size of these structures in dlx1a−/− larvae is due to cell division defects
in chondrocytes. Additionally, the overall length of dlx1a−/− larval heads was shorter
compared to WT, suggesting a possible general growth defect preventing dlx1a−/− larval
jaw structures from reaching WT lengths.

4.2. Increased Proliferation Observed in dlx5i6−/− during Early Pharyngeal
Skeletal Morphogenesis

The increased number of BrdU+ cells and the higher expression of markers for NCC
and chondrocytes that we observed in dlx5i6−/− suggest loss of dlx5i6 locus results in
abnormal cell proliferation. This supports previous work in cell lines that showed DLX5
and DLX6 play a role in cell division by antagonizing the G1/S phase transition [50]. It
is possible that loss of dlx5a and/or dlx6a led to increased proliferation through shorter
cell cycles. Since NCC proliferation is tightly regulated based on the number of cells in a
migratory stream, it is possible that increased proliferation observed in dlx5i6−/− may also
be due to fewer NCC migrating out from the neural tube [51].

4.3. Novel Interaction between dlx5i6 Locus and Non-Canonical Wnt Signaling during
MC Morphogenesis

Led by the observation that MC of dlx5i6−/− larvae phenocopied non-canonical Wnt
mutants, particularly of wnt5b and wls, we investigated expression of Wnt-related genes
in dlx5i6−/− mutants. We observed lower expression of wnt5b at 2 dpf and a trend to-
wards increased expression at 3 dpf. The differences in expression of non-canonical Wnt
components did not reach significance, potentially because the entire head was used for
RNA extraction; expression from additional tissues may be obscuring expression changes
only in facial tissue. Future work will require cell sorting to further investigate expression
differences in dlx mutants.

Both lower and higher expression of non-canonical Wnt signals can lead to cell polarity
defects. The positioning of the MTOC in MC chondrocytes was explored finding mutants
had a more randomized positioning. Additionally, chondrocytes did not form the expected
elongated shape, maintaining a rounded appearance instead. Furthermore, the cartilage
itself was also wider at 5 dpf and 14 dpf in dlx5i6 null mutants, suggesting failures in
convergence and extension during MC morphogenesis [12]. These results support a po-
tential link between Dlx function and non-canonical Wnt which was previously unknown
in the context of craniofacial development. Whether Dlx5a/Dlx6a is directly upstream of
wnt5b expression and how the expression changes after 3 dpf requires further investigation.
Importantly, Wnt5b is involved in a planar cell polarity pathway to activate effectors JNK
and C-jun. However, Wnt5b can also activate an alternative Wnt/Ca2+ pathway where
NFAT is an effector [52]. Both these pathways alter cell polarity and migration; further anal-
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ysis would be required to determine whether these pathways are active simultaneously or
function independently in craniofacial development and how dlx may affect which pathway
is active. Additionally, since Wnt5b can also regulate other signaling molecules such as fgf3
to exert changes in chondrogenic cell proliferation, it is possible these molecules are also
mis-expressed in the absence of dlx5a and dlx6a [17]. The possibility that dlx genes can exert
local changes to signaling activity in regional and temporal manner may provide answers
to how NCC that express similar genetic networks can form such different facial structures.

5. Conclusions

The deletion of dlx paralogs in zebrafish led to changes in the lengths of cartilage
structures of PA1 and PA2 cartilages at 5 dpf and 14 dpf, with the lengths of MC consistently
and persistently shorter in dlx5i6−/−. These mutants also presented with wider MC and
increased chondrocyte proliferation. Consistent with these observations, altered expression
of the non-canonical Wnt wnt5b and other components of the pathway was present in dlx5i6
mutants. Furthermore, randomized cell polarity, abnormal chondrocyte cell shape and
wider cartilage were observed in the MC of dlx5i6 null animals, suggesting this dlx paralog
may interact in the non-canonical wnt5b pathway.

Supplementary Materials: The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/biom13091347/s1, Figure S1: Creation of dlx5i6 mutants
using CRISPR-Cas9. (A) Schematic of mutagenesis strategy. Light gray boxes represent UTRs, dark
gray boxes represent coding regions and white boxes represent cis-regulatory elements present in the
intergenic region. Directionality of dlx6a and dlx5a are represented by the large arrows. Two gRNAs
(orange boxes) were designed to target the first exons of dlx6a and dlx5a. These gRNAs were injected
together with Cas9 protein into 1 cell stage embryos. To genotype, three primers were designed (blue
arrow). F1/R1 will anneal to regions flanking the gRNAs and would not create a product unless
cutting of both guides occurred. R2 anneals to intronic region after the first exon and will produce
a band if the locus was left intact, or if gRNAs cut independently. (B) Representative genotyping
gel of dlx5i6+/− incross demonstrating cutting of both guides produced a band at approximately
220 bp. L indicates ladder. Hom: homozygous, Het: heterozygous, WT: Wild-type; Figure S2: Average
head lengths of dlxmutants at 5 dpf and 14 dpf. (A) Average head lengths at 5 dpf for WT (n = 33),
dlx1a−/− (n = 12), dlx2a−/− (n = 14), dlx5a−/− (n = 8), dlx5i6−/− (n = 13), dlx6a−/− (n = 17) and
inter56−/− (n = 16) larvae. (B) Average head lengths at 14 dpf of dlx mutants where at least 8 animals
were measured. Results are reported as mean ± SEM. One-way ANOVA with Tukey’s multiple
comparisons test was performed. * p < 0.05; ** p < 0.001; *** p < 0.001; Figure S3: Expression of dlx2b
in dlx2a mutant larvae at 2 dpf and 3 dpf. Expression is present in telencephalon, diencephalon and
dental mesenchyme (arrowheads). (A,B) Expression in 2 dpf dlx2a larvae. (C,D) Expression of dlx2b
in 3 dpf dlx2a mutant and WT sibling larvae in lateral and dorsal (C′,D′) positions. Scale = 100 µm.

Author Contributions: Conceptualization, M.E. and E.P.Y.Y.; methodology, E.P.Y.Y., V.S. and S.P.;
validation, E.P.Y.Y.; formal analysis, E.P.Y.Y.; investigation, E.P.Y.Y.; resources, M.E.; writing—original
draft preparation, E.P.Y.Y.; writing—review and editing, M.E.; visualization, E.P.Y.Y.; supervision,
M.E.; project administration, M.E.; funding acquisition, M.E. All authors have read and agreed to the
published version of the manuscript.

Funding: This work was supported by the Natural Sciences and Engineering Research Council of
Canada, grant # 121795.

Institutional Review Board Statement: The animal study protocol was approved by the Animal
Care Committee of University of Ottawa (protocol code BL-3565).

Data Availability Statement: The original contributions presented in the study are included in the
article/Supplementary Material. Further inquiries can be directed to the corresponding author.

Acknowledgments: We would like to thank the Animal Care Committee at the University of Ottawa
for maintenance of all animals used in this study. We also thank Dana Elsaid with her help in
performing some of the histology stains in 5 dpf and 14 dpf of two mutant lines as part of her
undergraduate research project.

https://www.mdpi.com/article/10.3390/biom13091347/s1


Biomolecules 2023, 13, 1347 17 of 18

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Lumsden, A.; Krumlauf, R. Patterning the Vertebrate Neuraxis. Science 1996, 274, 1109–1115. [CrossRef]
2. Kulesa, P.; Ellies, D.L.; Trainor, P.A. Comparative Analysis of Neural Crest Cell Death, Migration, and Function during Vertebrate

Embryogenesis. Dev. Dyn. 2004, 229, 14–29. [CrossRef]
3. Piotrowski, T.; Schilling, T.F.; Brand, M.; Jiang, Y.J.; Heisenberg, C.P.; Beuchle, D.; Grandel, H.; Van Eeden, F.J.M.; Furutani-

Seiki, M.; Granato, M.; et al. Jaw and Branchial Arch Mutants in Zebrafish II: Anterior Arches and Cartilage Differentiation.
Development 1996, 123, 345–356. [CrossRef] [PubMed]

4. Schilling, T.F.; Kimmel, C.B. Segment and Cell Type Lineage Restrictions during Pharyngeal Arch Development in the Zebrafish
Embryo. Development 1994, 120, 483–494. [CrossRef] [PubMed]

5. Schilling, T.F.; Le Pabic, P. Neural Crest Cells in Craniofacial Skeletal Development. In Neural Crest Cells: Evolution, Development
and Disease; Trainor, P.A., Ed.; Elsevier: Oxford, UK, 2014; pp. 127–151. [CrossRef]

6. Amores, A.; Force, A.; Yan, Y.L.; Joly, L.; Amemiya, C.; Fritz, A.; Ho, R.K.; Langeland, J.; Prince, V.; Wang, Y.L.; et al. Zebrafish
Hox Clusters and Vertebrate Genome Evolution. Science 1998, 282, 1711–1714. [CrossRef] [PubMed]

7. Crump, J.G.; Swartz, M.E.; Eberhart, J.K.; Kimmel, C.B. Moz-Dependent Hox Expression Controls Segment-Specific Fate Maps of
Skeletal Precursors in the Face. Development 2006, 133, 2661–2669. [CrossRef] [PubMed]

8. Depew, M.J.; Lufkin, T.; Rubenstein, J.L.R. Specification of Jaw Subdivisions by Dlx Genes. Science 2002, 298, 381–385. [CrossRef]
9. Miller, C.T.; Maves, L.; Kimmel, C.B. Moz Regulates Hox Expression and Pharyngeal Segmental Identity in Zebrafish. Development

2004, 131, 2443–2461. [CrossRef]
10. Baggiolini, A.; Varum, S.; Mateos, J.M.; Bettosini, D.; John, N.; Bonalli, M.; Ziegler, U.; Dimou, L.; Clevers, H.; Furrer, R.; et al.

Premigratory and Migratory Neural Crest Cells Are Multipotent in Vivo. Cell Stem Cell 2015, 16, 314–322. [CrossRef]
11. Ling, I.T.; Rochard, L.; Liao, E.C. Distinct Requirements of Wls, Wnt9a, Wnt5b and Gpc4 in Regulating Chondrocyte Maturation

and Timing of Endochondral Ossification. Dev. Biol. 2017, 421, 219–232. [CrossRef]
12. Jussila, M.; Ciruna, B. Zebrafish Models of Non-Canonical Wnt/Planar Cell Polarity Signalling: Fishing for Valuable Insight into

Vertebrate Polarized Cell Behavior. Wiley Interdiscip. Rev. Dev. Biol. 2017, 6, e267. [CrossRef] [PubMed]
13. Bai, Y.; Tan, X.; Zhang, H.; Liu, C.; Zhao, B.; Li, Y.; Lu, L.; Liu, Y.; Zhou, J. Ror2 Receptor Mediates Wnt11 Ligand Signaling and

Affects Convergence and Extension Movements in Zebrafish. J. Biol. Chem. 2014, 289, 20664–20676. [CrossRef]
14. Curtin, E.; Hickey, G.; Kamel, G.; Davidson, A.J.; Liao, E.C. Zebrafish Wnt9a Is Expressed in Pharyngeal Ectoderm and Is Required

for Palate and Lower Jaw Development. Mech. Dev. 2011, 128, 104–115. [CrossRef] [PubMed]
15. Dranow, D.B.; Le Pabic, P.; Schilling, T.F. The Non-Canonical Wnt Receptor Ror2 Is Required for Cartilage Cell Polarity and

Morphogenesis of the Craniofacial Skeleton in Zebrafish. Development 2023, 150, dev201273. [CrossRef] [PubMed]
16. Sisson, B.E.; Dale, R.M.; Mui, S.R.; Topczewska, J.M.; Topczewski, J. A Role of Glypican4 and Wnt5b in Chondrocyte Stacking

Underlying Craniofacial Cartilage Morphogenesis. Mech. Dev. 2015, 138, 279–290. [CrossRef]
17. Wu, B.T.; Wen, S.H.; Hwang, S.P.L.; Huang, C.J.; Kuan, Y.S. Control of Wnt5b Secretion by Wntless Modulates Chondrogenic Cell

Proliferation through Fine-Tuning Fgf3 Expression. J. Cell Sci. 2015, 128, 2328–2339. [CrossRef]
18. Zerucha, T.; Ekker, M. Distal-Less-Related Homeobox Genes of Vertebrates: Evolution, Function, and Regulation. Biochem. Cell

Biol. 2000, 78, 593–601. [CrossRef]
19. Anderson, S.A.; Qiu, M.; Bulfone, A.; Eisenstat, D.D.; Meneses, J.; Pedersen, R.; Rubenstein, J.L.R. Mutations of the Homeobox

Genes Dlx-1 and Dlx-2 Disrupt the Striatal Subventricular Zone and Differentiation of Late Born Striatal Neurons. Neuron 1997,
19, 27–37. [CrossRef]

20. Beverdam, A.; Merlo, G.R.; Paleari, L.; Mantero, S.; Genova, F.; Barbieri, O.; Janvier, P.; Levi, G. Jaw Transformation with Gain of
Symmetry after Dlx5/Dlx6 Inactivation: Mirror of the Past? Genesis 2002, 34, 221–227. [CrossRef]

21. Depew, M.J.; Simpson, C.A.; Morasso, M.; Rubenstein, J.L.R. Reassessing the Dlx Code: The Genetic Regulation of Branchial Arch
Skeletal Pattern and Development. J. Anat. 2005, 207, 501–561. [CrossRef]

22. Talbot, J.; Johnson, S.L.; Kimmel, C.B. Hand2 and Dlx Genes Specify Dorsal, Intermediate and Ventral Domains within Zebrafish
Pharyngeal Arches. Development 2010, 137, 2507–2517. [CrossRef] [PubMed]

23. Sperber, S.M.; Saxena, V.; Hatch, G.; Ekker, M. Zebrafish Dlx2a Contributes to Hindbrain Neural Crest Survival, Is Necessary for
Differentiation of Sensory Ganglia and Functions with Dlx1a in Maturation of the Arch Cartilage Elements. Dev. Biol. 2008, 314,
59–70. [CrossRef] [PubMed]

24. Kok, F.O.; Shin, M.; Ni, C.-W.; Gupta, A.; Grosse, A.S.; Van Impel, A.; Kirchmaier, B.C.; Peterson-Maduro, J.; Kourkoulis, G.;
Male, I.; et al. Article Reverse Genetic Screening Reveals Poor Correlation between Morpholino-Induced and Mutant Phenotypes
in Zebrafish. Dev. Cell 2015, 32, 97–108. [CrossRef]

25. Yu, E.P.Y.; Perin, S.; Saxena, V.; Ekker, M. Novel Cross-Regulation Interactions between Dlx Genes in Larval Zebrafish. Gene 2021,
801, 145848. [CrossRef]

26. Varshney, G.K.; Pei, W.; Lafave, M.C.; Idol, J.; Xu, L.; Gallardo, V.; Carrington, B.; Bishop, K.; Jones, M.; Li, M.; et al. High-
Throughput Gene Targeting and Phenotyping in Zebrafish Using CRISPR/Cas9. Genome Res. 2015, 25, 1030–1042. [CrossRef]

27. Walker, M.B.; Kimmel, C.B. A Two-Color Acid-Free Cartilage and Bone Stain for Zebrafish Larvae. Biotech. Histochem. 2009, 82,
23–28. [CrossRef]

https://doi.org/10.1126/science.274.5290.1109
https://doi.org/10.1002/dvdy.10485
https://doi.org/10.1242/dev.123.1.345
https://www.ncbi.nlm.nih.gov/pubmed/9007254
https://doi.org/10.1242/dev.120.3.483
https://www.ncbi.nlm.nih.gov/pubmed/8162849
https://doi.org/10.1016/B978-0-12-401730-6.00008-9
https://doi.org/10.1126/science.282.5394.1711
https://www.ncbi.nlm.nih.gov/pubmed/9831563
https://doi.org/10.1242/dev.02435
https://www.ncbi.nlm.nih.gov/pubmed/16774997
https://doi.org/10.1126/science.1075703
https://doi.org/10.1242/dev.01134
https://doi.org/10.1016/j.stem.2015.02.017
https://doi.org/10.1016/j.ydbio.2016.11.016
https://doi.org/10.1002/wdev.267
https://www.ncbi.nlm.nih.gov/pubmed/28304136
https://doi.org/10.1074/jbc.M114.586099
https://doi.org/10.1016/j.mod.2010.11.003
https://www.ncbi.nlm.nih.gov/pubmed/21093584
https://doi.org/10.1242/dev.201273
https://www.ncbi.nlm.nih.gov/pubmed/37039156
https://doi.org/10.1016/j.mod.2015.10.001
https://doi.org/10.1242/jcs.167403
https://doi.org/10.1139/o00-066
https://doi.org/10.1016/S0896-6273(00)80345-1
https://doi.org/10.1002/gene.10156
https://doi.org/10.1111/j.1469-7580.2005.00487.x
https://doi.org/10.1242/dev.049700
https://www.ncbi.nlm.nih.gov/pubmed/20573696
https://doi.org/10.1016/j.ydbio.2007.11.005
https://www.ncbi.nlm.nih.gov/pubmed/18158147
https://doi.org/10.1016/j.devcel.2014.11.018
https://doi.org/10.1016/j.gene.2021.145848
https://doi.org/10.1101/gr.186379.114
https://doi.org/10.1080/10520290701333558


Biomolecules 2023, 13, 1347 18 of 18

28. Chiang, E.F.L.; Pai, C.I.; Wyatt, M.; Yan, Y.L.; Postlethwait, J.; Chung, B. chu Two Sox9 Genes on Duplicated Zebrafish Chromo-
somes: Expression of Similar Transcription Activators in Distinct Sites. Dev. Biol. 2001, 231, 149–163. [CrossRef]

29. Thisse, C.; Thisse, B. High-Resolution in Situ Hybridization to Whole-Mount Zebrafish Embryos. Nat. Protoc. 2008, 3, 59–69.
[CrossRef] [PubMed]

30. Ohno, M.; Nikaido, M.; Horiuchi, N.; Kawakami, K.; Hatta, K. The Enteric Nervous System in Zebrafish Larvae Can Regenerate
via Migration into the Ablated Area and Proliferation of Neural Crest-Derived Cells. Development 2021, 148, dev195339. [CrossRef]

31. Kalyn, M.; Ekker, M. Cerebroventricular Microinjections of MPTP on Adult Zebrafish Induces Dopaminergic Neuronal Death,
Mitochondrial Fragmentation, and Sensorimotor Impairments. Front. Neurosci. 2021, 15, 718244. [CrossRef]

32. McCurley, A.T.; Callard, G.V. Characterization of Housekeeping Genes in Zebrafish: Male-Female Differences and Effects of
Tissue Type, Developmental Stage and Chemical Treatment. BMC Mol. Biol. 2008, 9, 102. [CrossRef]

33. Mukherjee, D.; Wagh, G.; Mokalled, M.H.; Kontarakis, Z.; Dickson, A.L.; Rayrikar, A.; Günther, S.; Poss, K.D.; Stainier, D.Y.R.;
Patra, C. Ccn2a Is an Injury-Induced Matricellular Factor That Promotes Cardiac Regeneration in Zebrafish. Development 2021,
148, dev193219. [CrossRef] [PubMed]

34. Young, T.; Poobalan, Y.; Tan, E.K.; Tao, S.; Ong, S.; Wehner, P.; Schwenty-Lara, J.; Lim, C.Y.; Sadasivam, A.; Lovatt, M.; et al. The
PDZ Domain Protein Mcc Is a Novel Effector of Non-Canonical Wnt Signaling during Convergence and Extension in Zebrafish.
Development 2014, 141, 3505–3516. [CrossRef] [PubMed]

35. Linkert, M.; Rueden, C.T.; Allan, C.; Burel, J.M.; Moore, W.; Patterson, A.; Loranger, B.; Moore, J.; Neves, C.; MacDonald, D.; et al.
Metadata Matters: Access to Image Data in the Real World. J. Cell Biol. 2010, 189, 777. [CrossRef]

36. Schneider, C.A.; Rasband, W.S.; Eliceiri, K.W. NIH Image to ImageJ: 25 Years of Image Analysis. Nat. Methods 2012, 9, 671–675.
[CrossRef]

37. Bell, D.M.; Leung, K.K.H.; Wheatley, S.C.; Ng, L.J.; Zhou, S.; Ling, K.W.; Sham, M.H.; Wing, K.; Har, M.; Koopman, P.; et al. SOX9
Directly Regulates the Type-II Collagen Gene. Nat. Genet. 1997, 16, 174–178. [CrossRef] [PubMed]

38. Mori-Akiyama, Y.; Akiyama, H.; Rowitch, D.H.; De Crombrugghe, B. Sox9 Is Required for Determination of the Chondrogenic
Cell Lineage in the Cranial Neural Crest. Proc. Natl. Acad. Sci. USA 2003, 100, 9360–9365. [CrossRef]

39. Yan, Y.L.; Miller, C.T.; Nissen, R.; Singer, A.; Liu, D.; Kirn, A.; Draper, B.; Willoughby, J.; Morcos, P.A.; Amsterdam, A.; et al. A
Zebrafish Sox9 Gene Required for Cartilage Morphogenesis. Development 2002, 129, 5065–5079. [CrossRef]

40. Fang, M.; Adams, J.S.; McMahan, B.L.; Brown, R.J.; Oxford, J.T. The Expression Patterns of Minor Fibrillar Collagens during
Development in Zebrafish. Gene Expr. Patterns 2010, 10, 315–322. [CrossRef]

41. Kamel, G.; Hoyos, T.; Rochard, L.; Dougherty, M.; Kong, Y.; Tse, W.; Shubinets, V.; Grimaldi, M.; Liao, E.C. Requirement for Frzb
and Fzd7a in Cranial Neural Crest Convergence and Extension Mechanisms during Zebrafish Palate and Jaw Morphogenesis.
Dev. Biol. 2013, 381, 423–433. [CrossRef]

42. Randall, R.M.; Shao, Y.Y.; Wang, L.; Ballock, R.T. Activation of Wnt Planar Cell Polarity (PCP) Signaling Promotes Growth Plate
Column Formation in Vitro. J. Orthop. Res. 2012, 30, 1906–1914. [CrossRef] [PubMed]

43. Lin, S.; Baye, L.M.; Westfall, T.A.; Slusarski, D.C. Wnt5b-Ryk Pathway Provides Directional Signals to Regulate Gastrulation
Movement. J. Cell Biol. 2010, 190, 263–279. [CrossRef] [PubMed]

44. Borovina, A.; Superina, S.; Voskas, D.; Ciruna, B. Vangl2 Directs the Posterior Tilting and Asymmetric Localization of Motile
Primary Cilia. Nat. Cell Biol. 2010, 12, 407–412. [CrossRef] [PubMed]

45. Kilian, B.; Mansukoski, H.; Barbosa, F.C.; Ulrich, F.; Tada, M.; Heisenberg, C.P. The Role of Ppt/Wnt5 in Regulating Cell Shape
and Movement during Zebrafish Gastrulation. Mech. Dev. 2003, 120, 467–476. [CrossRef]

46. Robledo, R.F.; Rajan, L.; Li, X.; Lufkin, T. The Dlx5 and Dlx6 Homeobox Genes Are Essential for Craniofacial, Axial, and
Appendicular Skeletal Development. Genes Dev. 2002, 16, 1089–1101. [CrossRef]

47. Shimizu, M.; Narboux-Nême, N.; Gitton, Y.; de Lombares, C.; Fontaine, A.; Alfama, G.; Kitazawa, T.; Kawamura, Y.; Heude, E.;
Marshall, L.; et al. Probing the Origin of Matching Functional Jaws: Roles of Dlx5/6 in Cranial Neural Crest Cells. Sci. Rep. 2018,
8, 14975. [CrossRef]

48. Eames, B.F.; Delaurier, A.; Ullmann, B.; Huycke, T.R.; Nichols, J.T.; Dowd, J.; McFadden, M.; Sasaki, M.M.; Kimmel, C.B. FishFace:
Interactive Atlas of Zebrafish Craniofacial Development at Cellular Resolution. BMC Dev. Biol. 2013, 13, 23. [CrossRef]

49. Kague, E.; Gallagher, M.; Burke, S.; Parsons, M.; Franz-Odendaal, T. Skeletogenic Fate of Zebrafish Cranial and Trunk Neural
Crest. PLoS ONE 2012, 7, 47394. [CrossRef]

50. MacKenzie, R.K.; Sankar, P.R.; Bendall, A.J. Dlx5 and Dlx6 Can Antagonize Cell Division at the G1/S Checkpoint. BMC Mol. Cell
Biol. 2019, 20, 8. [CrossRef]

51. Ridenour, D.A.; Mclennan, R.; Teddy, J.M.; Semerad, C.L.; Haug, J.S.; Kulesa, P.M. The Neural Crest Cell Cycle Is Related to
Phases of Migration in the Head. Development 2014, 141, 1095–1103. [CrossRef]

52. Perkins, R.S.; Suthon, S.; Miranda-Carboni, G.A.; Krum, S.A. WNT5B in cellular signaling pathways. Semin. Cell Dev. Biol. 2022,
125, 11–16. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1006/dbio.2000.0129
https://doi.org/10.1038/nprot.2007.514
https://www.ncbi.nlm.nih.gov/pubmed/18193022
https://doi.org/10.1242/dev.195339
https://doi.org/10.3389/fnins.2021.718244
https://doi.org/10.1186/1471-2199-9-102
https://doi.org/10.1242/dev.193219
https://www.ncbi.nlm.nih.gov/pubmed/33234717
https://doi.org/10.1242/dev.114033
https://www.ncbi.nlm.nih.gov/pubmed/25183869
https://doi.org/10.1083/jcb.201004104
https://doi.org/10.1038/nmeth.2089
https://doi.org/10.1038/ng0697-174
https://www.ncbi.nlm.nih.gov/pubmed/9171829
https://doi.org/10.1073/pnas.1631288100
https://doi.org/10.1242/dev.129.21.5065
https://doi.org/10.1016/j.gep.2010.07.002
https://doi.org/10.1016/j.ydbio.2013.06.012
https://doi.org/10.1002/jor.22152
https://www.ncbi.nlm.nih.gov/pubmed/22674351
https://doi.org/10.1083/jcb.200912128
https://www.ncbi.nlm.nih.gov/pubmed/20660632
https://doi.org/10.1038/ncb2042
https://www.ncbi.nlm.nih.gov/pubmed/20305649
https://doi.org/10.1016/S0925-4773(03)00004-2
https://doi.org/10.1101/gad.988402
https://doi.org/10.1038/s41598-018-33207-2
https://doi.org/10.1186/1471-213X-13-23
https://doi.org/10.1371/journal.pone.0047394
https://doi.org/10.1186/s12860-019-0191-6
https://doi.org/10.1242/dev.098855
https://doi.org/10.1016/j.semcdb.2021.09.019

	Introduction 
	Materials and Methods 
	gRNA Construction and Germline Transformation 
	Animal Care and Husbandry 
	Histology Staining 
	Whole Mount In Situ Hybridization 
	BrdU Treatment 
	Acridine Orange Staining 
	MTOC Sample Preparation and Immunohistochemistry 
	RNA Extraction, cDNA Synthesis and RT-qPCR 
	Imaging 
	Cell Counting and Statistical Analysis 

	Results 
	Loss of Function Mutants Are Viable and Do Not Exhibit Severe Morphological Defects 
	Morphology of Jaw Structures Are Altered in dlx Mutants at 5 dpf and 14 dpf 
	Altered Expression of Chondrocyte Markers and Increased Proliferation Observed in dlx5i6 Mutants 
	Non-Canonical Wnt Signaling in MC Is Abnormal in dlx5i6-/- 

	Discussion 
	Reduced Length of Meckel’s, Palatoquadrate and Ceratohyal Cartilages in dlx Mutants 
	Increased Proliferation Observed in dlx5i6-/- during Early Pharyngeal Skeletal Morphogenesis 
	Novel Interaction between dlx5i6 Locus and Non-Canonical Wnt Signaling during MC Morphogenesis 

	Conclusions 
	References

