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Bardet-Biedl syndrome (BBS) is a ciliopathy with pleiotropic effects on multiple
tissues, including the kidney. Here we have compared renal differentiation of iPS
cells from healthy and BBS donors. High content image analysis of WT1-
expressing kidney progenitors showed that cell proliferation, differentiation and
cell shape were similar in healthy, BBS1, BBS2, and BBS10 mutant lines. We then
examined three patient lines with BBS10 mutations in a 3D kidney organoid
system. The line with the most deleterious mutation, with low
BBS10 expression, expressed kidney marker genes but failed to generate 3D
organoids. The other two patient lines expressed near normal levels of BBS10
mRNA and generatedmultiple kidney lineages within organoids when examined at
day 20 of organoid differentiation. However, on prolonged culture (day 27) the
proximal tubule compartment degenerated. Introducing wild type BBS10 into the
most severely affected patient line restored organoid formation, whereas CRISPR-
mediated generation of a truncating BBS10 mutation in a healthy line resulted in
failure to generate organoids. Our findings provide a basis for further mechanistic
studies of the role of BBS10 in the kidney.
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Introduction

Bardet-Biedl syndrome (BBS) is a pleiotropic disorder comprising blindness,
polydactyly, learning disability, obesity, hypogonadism and kidney defects (Forsythe and
Beales, 2013). It is one of a growing class of diseases known as ciliopathies. It is a rare
condition, affecting 1:100,000 in North America and Europe and is inherited in an autosomal
recessive manner (Forsythe et al., 2018).

The over 20 BBS-associated genes encode proteins that regulate the function of primary
cilia, microtubule-based structures that project from the cell body (Heon et al., 2016; Priya
et al., 2016; Forsythe et al., 2018; McConnachie et al., 2021). Primary cilia have a
chemosensory role and host signalling components of the Hedgehog (Hh), Wnt and
other growth factor pathways (Corbit et al., 2005; Simons et al., 2005; Rohatgi et al.,
2007; Lancaster et al., 2011; Reiter and Leroux, 2017; Elliott and Brugmann, 2019).
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BBS proteins help coordinate traffic into and out of the primary
cilium. BBS1, 2, 4, 5, 7, 8, 9 and 18 form a complex termed the
“BBSome” which has been implicated in vesicular protein transport
to the cilium (Nachury et al., 2007; Loktev et al., 2008). The BBSome
also interacts with intraflagella transport (IFT) machinery and
assists in the ciliary exit of signalling proteins (Zhang et al.,
2012a; Eguether et al., 2014; Nozaki et al., 2018). Another three
BBS proteins, BBS6, 10 and 12, assist in the assembly of the BBSome
(Zhang et al., 2012b), whilst the remaining BBS factors support the
composition and function of the primary cilium (Locke et al., 2009;
Seo et al., 2011; Estrada-Cuzcano et al., 2012; Aldahmesh et al., 2014;
Heon et al., 2016; Schaefer et al., 2016).

In the nephron, primary cilia have a mechanosensory role,
bending upon fluid flow and facilitating calcium influx
(Praetorius and Spring, 2001). Renal abnormalities are a
recurrent feature in ciliopathies (Reiter and Leroux, 2017). Renal
disease is the leading factor contributing to early mortality in BBS
patients (Riise, 1996), but it is phenotypically variable. A recent
study of a United Kingdom population found that 41% of BBS
patients (131/322) had chronic kidney disease (CKD), which ranged
from mild to severe (Forsythe et al., 2017; 2018). Furthermore,
where ultrasound information was available, 51% (90/177) of
patients studied had a structural kidney deformity. Defects
include developmental abnormalities, such as agenesis, horseshoe,
ectopic and duplex kidney, as well as cysts, dysplasia,
hydronephrosis, scarring and atrophy (Forsythe et al., 2017;
2018). The reasons why BBS mutations lead to kidney disease are
not well understood.

The Human Induced Pluripotent Stem Cell Initiative (HipSci)
has established a high quality bank of iPSCs from over 500 healthy
and rare disease donors, including lines from patients with
mutations in BBS1, 2 and 10 (www.hipsci.org) (Kilpinen et al.,
2017). Recent advances in directed differentiation of iPSCs have
enabled the generation of sophisticated multicellular 3Dmodels that
mimic the cellular compositions of human organs, including kidney
organoids that contain nephron-like structures with glomeruli,
proximal tubules, loops of Henle, distal tubules and collecting
ducts (Morizane et al., 2015; Takasato et al., 2015; Taguchi and
Nishinakamura, 2017). Mouse BBS mutants fail to accurately
phenocopy human BBS kidney disease (Davis et al., 2007;
Rahmouni et al., 2008; Marion et al., 2012; Cognard et al., 2015).
Therefore, we sought to compare iPSC-derived kidney progenitors
and organoids from BBS patients and healthy donors, to uncover
defects that could provide insights into the human disease.

Results

Phenotypic analysis of kidney progenitor
cells

We selected 14 cell lines from healthy donors and 14 lines from
BBS patients from the HipSci resource (Supplementary Table S1,
S2). The BBS lines comprised 6 from patients with BBS1 mutations,
5 from patients with BBS2 mutations and 3 from patients with
BBS10 mutations. Patients with mutations in the same gene did not
always have the same DNA variant (Supplementary Table S2). The
lines were from male and female donors and covered a similar age

range (Supplementary Table S1). All had passed HipSci quality
controls, as previously described (Kilpinen et al., 2017).

We first compared the properties of kidney progenitors from
healthy and BBS donors. iPSCs were differentiated using a
previously published protocol in which iPSC colonies were
treated with FGF2 and BMP-4 for 2 days followed by retinoic
acid, Activin A and BMP2 for 2 days (Figure 1A) (Xia et al.,
2013). The following day cells were harvested, replated in 96-well
plates, pulse labelled with EdU and fixed 24 h after plating.
Differentiation was characterised by a change in morphology
(Supplementary Figure S1A), downregulation of the pluripotency
marker Nanog, and expression of kidney marker genes, including
WT1 (Supplementary Figure S1B).

Fixed cells were labelled with anti-EDU to detect proliferating
cells and an antibody to WT1 as a kidney progenitor marker (Xia
et al., 2013). Cells were stained with Cell Mask and DAPI to visualise
cell shape and nuclear shape, respectively (Figure 1B). Individual
iPSC lines were plated in triplicate wells per plate and each
experiment was performed three times with different batches of
the same cell lines. The plates were subjected to high-content
imaging and image analysis software was used to measure a total
of 14 features per cell (Supplementary Table S3). For each well, the
mean, standard deviation, sum, maximum, minimum, median
values and the total number of nuclei were calculated, resulting
in 85 data components per well (Supplementary Table S3).

Principal component analysis (PCA) of the 85 features from the
lines showed that the healthy and diseased cohorts overlapped
almost completely (Figure 1C). To investigate potential genotype-
phenotype correlations, we performed multivariate logistic
regression. Overall, association testing between Healthy and BBS1
(Supplementary Table S4) or BBS2 (Supplementary Table S5) or
BBS10 (Supplementary Table S6) revealed no statistically significant
association with phenotypic features, except for DAPI intensity
between Healthy and BBS10 lines, where p = 0.049
(Supplementary Table S6). We conclude that the BBS mutations
did not have a major impact on the capacity of cells to differentiate
into WT1-positive kidney progenitors, nor on cell proliferation and
morphology under the conditions of the assay.

Validation of kidney organoid formation by
cells from healthy donors

Having established that there was no significant difference in the
ability of healthy, BBS1, BBS2 and BBS10 mutant lines to form
WT1-positive progenitors we next examined differentiation into 3D
kidney organoids. Cells were subjected to a previously published
protocol, adapted to feeder-free culture conditions (Figure 2A)
(Takasato et al., 2015; Forbes et al., 2018). We initially
differentiated four healthy donor lines (Cuhk_1, Kegd_2, Kute_
4 and Hoik_1). The differentiation protocol was performed at least
three times on each line and a minimum of three organoids were
observed per line per differentiation round. In every case, by day
20 organoids had reached ~6 mm in diameter and had undergone
morphological differentiation, as evidenced by the presence of
tubular structures (Figure 2B). The organoids comprised cells
that expressed markers of multiple kidney lineages, including
WT1-positive podocytes, Lotus Tetragonolubus Lectin (LTL) and
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E-Cadherin-positive proximal tubules, and GATA3 and Cytokeratin
8 (Cyk8)-positive collecting ducts (Figures 2C, D). The upregulation
of kidney marker gene expression was confirmed by Q-PCR
(Supplementary Figure S2).

Transmission electron microscopy was used to examine kidney
structures at higher resolution (Churg and Grishm, 1975). Tubules
were easily identifiable and in cases where the lumen was open, the
putative distal and proximal tubules could be distinguished
(Supplementary Figure S3). Distal tubules contained sparse short
microvilli whilst proximal tubules contained denser, longer villi
projections reminiscent of a brush border (Supplementary Figure
S3A). Podocyte islands identified glomerular regions, which were
surrounded by a membrane that resembled a Bowman’s capsule.
The podocytes demonstrated characteristic primary and secondary
foot processes (Supplementary Figure S3B).

Generation of kidney organoids by
BBS10 mutant iPSC lines

To examine the potential effect of BBS mutations on kidney
organoid formation we focused on BBS10. BBS10 mutations are
associated with the most severe renal BBS phenotypes (Imhoff et al.,
2011; Esposito et al., 2017; Forsythe et al., 2017) and over
20 pathogenic variants have been reported in the
United Kingdom (Forsythe et al., 2017). Three BBS10 patient
lines were analysed (Laig, Xiry and Nolz). In the case of Laig and
Xiry two independent clonal lines were available (Laig_1, Laig_2 and
Xiry_1, Xiry_5 respectively). Each patient line harboured different
compound heterozygous variants, but each had one missense and
one truncating mutation. DNA and predicted protein changes are
illustrated in Supplementary Figure S6. Nolz had the earliest

FIGURE 1
Single cell analysis of kidney progenitor cells. (A) Assay set-up. Following differentiation, cells were disaggregated and plated in triplicate wells. Cells
are pulsed with EdU prior to fixation. (B) Examples of input images of control kidney progenitors for analysis. Scale bar, 300 μm. (C) 14 features were
recorded per cell. Additional measurements were performed per well, giving a total of 85 data components. PCA was performed on the 85 features. The
first two principal components (PC) are plotted, which together explain 41.8% of the variance. 28 donor lineswere analysed, comprising 14 lines from
healthy donors, 6 BBS1, 5 BBS2, 3 BBS10 lines. Data are from three biological replicates per line, each comprising 3 technical replicates (wells). Each data
point in the plot corresponds to one well, in which 3,000 cells were plated.
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truncating mutation, c.55G>T/c.590A>G (p.Glu19X/p.Tyr197Cys),
followed by Xiry, c.235dup/c.989T>C (p.Thr79Asnfs*17/
p.Val330Ala) and finally Laig, c.285A < T/c.2119_2120del
(p.Arg95Ser/p.Val707X). Patient Xiry presented with late-stage
chronic kidney disease (CKD) and had a sibling with mutant
BBS10 and end stage renal failure (ESRF). Patient Laig had a
recurrent urinary tract infection (UTI) but otherwise normal
renal function. The kidney phenotype of Nolz could not be
ascertained.

As in the case of the healthy lines, the patient lines were
subjected to a minimum of three independent rounds of
differentiation and at least three organoids per line per
differentiation protocol were analysed. One healthy line was
included in each differentiation round as a control. Q-PCR was
used to measure BBS10 mRNA levels during organoid
differentiation of healthy and patient lines (Figure 3A). The
primers amplified a region towards the 3’ end of the gene, after
the mutational sites, not attaching directly over any of the DNA
variants. In the pluripotent state (day 0), Laig and Xiry had normal
levels of BBS10 transcripts, whereas Nolz_4 had significantly lower
levels (p = 0.027; Figure 3A). At day 7, the level of BBS10 in healthy
cells had increased significantly (p < 0.001). Levels in Laig also
increased and were not statistically different from the healthy lines.
However, Nolz_4 and Xiry levels were lower (p = 0.0023 and p =
0.004, respectively). At day 20, gene expression in healthy cells was
not significantly different from day 7. When the BBS10 lines were

compared to healthy lines at day 20, Nolz_4 was the only line to have
lower BBS10 expression (p = 0.0385). Thus, in the three lines studied,
the earlier the truncating mutation in the BBS10 gene, the lower the
level of mRNA, which is potentially the result of non-sense mediated
decay.

Kidney marker gene expression was analysed by Q-PCR at
day 0, 7 and 20 of organoid formation (Supplementary Figure S4).
None of the BBS10 mutant lines showed a delay in upregulation
of gene expression or a reduction in gene expression levels
compared to the healthy lines. However, at day 20 the Nolz
line exhibited higher expression of the intermediate mesoderm
marker OSR1 while the Laig line had higher expression of the
metanephric mesoderm marker HOXD11 than the other lines.
Brightfield images captured on day 20 of differentiation showed
Laig and Xiry formed morphologically normal organoids, with a
rounded, domed shape, which were comparable in size to
organoids from healthy lines (Figure 3B). In contrast, Nolz_
4 organoids were flattened and formed irregular shapes
(Figure 3B). Antibody staining showed that Laig and Xiry
formed structures that expressed WT1, ECAD, Cyk8 and
GATA3 (Figure 3C). In addition the organoids contained
LTL-positive structures (Figure 3C). In contrast the Nolz_
4 organoids were negative for these markers (Figure 3D). We
conclude that while two of the BBS10 lines formed normal
organoids, the line with the most severe mutation (Nolz_4)
did not.

FIGURE 2
Kidney organoids from healthy donors. (A) Schematic of organoid differentiation protocol. (B) Representative bright field image of day 20 organoid
from a healthy donor (Kegd_2). Top panel scale bar, 1 mm. Lower panel is a higher magnification showing internal architecture. Scale bar, 100 μm. (C)
Immunofluorescence and lectin labelling of whole organoids for markers of collecting ducts (Cyk8), proximal tubules (LTL) and podocytes (WT1). Scale
bar, 1 mm. (D) Higher magnification images show segmented nephron compartments: collecting duct (GATA3), podocytes (WT1) and proximal
tubules (LTL and ECad). Scale bars, 100 μm.
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BBS10 mutations impact cilia formation

Since BBS10 can influence the function of the primary cilium
and cilia can modulate a range of cell features including
differentiation (Marion et al., 2009; Irigoín and Badano, 2011;
Guo et al., 2017), we examined cilia length and numbers in the
BBS10 lines. Acetylated Tubulin (AcTub) and ARL13B were used
to identify primary cilia on cells in the undifferentiated state and
following induction of differentiation for 7 or 20 days in the
organoid protocol (Figure 4A). The percentage of cilia did not
differ between healthy and mutant lines in the pluripotent state.
However, on day 7, Nolz_4 had significantly fewer cells with cilia
compared to Laig, Xiry and the healthy lines (p = 0.0018)
(Figure 4B). Analysis of cilia number at day 20 was not
possible due to the dense packing of cells in different
orientations.

A Kolmoglorov-Smirnov test was used to compare cilia lengths
(Figure 4C). In the pluripotent state, healthy lines had a median
length of 1.3 μm whereas Laig and Xiry had a statistically different
distribution with smaller medians, 1 μm for Laig and 0.9 μm for
Xiry. Nolz was not significantly different from the healthy lines. At
day 7, all three BBS10 lines showed statistically different
distributions when compared with healthy cells, which
maintained a median length of 1.3 μm. The median for Laig was
1 μm, 0.9 μm for Nolz_4 and 1 μm for Xiry. At day 20, all
BBS10 lines showed an altered distribution of ciliary lengths
compared to healthy lines. The median for healthy was 1.1 μm;
for Laig, 1 μm; for Nolz_4, 1 μm; and for Xiry 1.3 μm.

Transmission electron microscopy (TEM) was used to examine
the ultrastructure of primary cilia in kidney organoids. The high-
resolution nature of TEM and the 3D orientation of cilia meant that
only five cilia from two different healthy lines (Cuhk_1 and Kegd_2)

FIGURE 3
Kidney organoids generated by BBS10mutant cell lines. (A)Q-PCR of BBS10mRNA levels in healthy andmutant lines during differentiation. Healthy
data were pooled from three donor lines (Cuhk_1, Hoik_1, Kegd_2) and day 0 contains an additional healthy donor line (Bima_2). For mutant lines
n = 3–5 independent experiments for each condition and data from Laig and Xiry are pooled from both of their clones. Samples were normalized to
GAPDH and 18 S. Primers attached to the 3′ end of the transcript and did not anneal directly over any mutation. Data showmean values ± SEM (one
way ANOVA with Dunnet’s post hoc test). *p < 0.05, **p < 0.01, ***p < 0.001. (B) Bright field images of organoids on day 20. Note abnormal Nolz_
4 organoid, with irregular structures, flattened regions and lack of rounded, domed architecture. (C) Immunofluorescence labelling of segmented
nephron structures in Laig and Xiry organoids on day 20 of culture. (D) Immunofluorescence labelling of Nolz_4 organoids on day 20 showing lack of
expression of nephron markers. Scale bars: (B) 1.5 mm, (C) 50 μm, (D) 1 mm.
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were captured and one BBS10 cilium from the Xiry_1 line. An
apically localised basal body and microtubule core projecting into
the microvilli-filled tubule lumen showed that the Xiry_1 organelle
had an apparently normal transition zone (Figure 4D) although
more extensive ultrastructural analysis would be required to
ascertain the presence or absence of a cilial defect in this cell
line. Motile cilia can be distinguished from primary cilia based
on the presence of a central microtubule pair and dynein arms

(Ishikawa, 2017). Using this criterion we identified a motile cilium
(Figure 4D) in a cell from a healthy line. However, further evaluation
in the context of tubular lining epithelial cells of kidney organoids
would be required to definitively identify motile cilia in healthy and
BBS10 mutant lines.

We conclude that although the BBS10 lines were capable of
forming primary cilia, there were reductions in the number (Nolz_4)
and length of cilia (all three lines).

FIGURE 4
BBS10 mutations impact cilia length and quantity. (A) Immunofluorescence images of primary cilia labelled with antibodies to acetylated tubulin
(AcTub) and ARL13B. Undifferentiated (iPSC) and day 7 differentiated cells were grown on glass coverslips. Day 20 images are 18 μm cryosections of
organoids. Scale bar, 10 μm. (B) Percentage of undifferentiated and day 7 differentiated cells possessing a cilium. 200–1,500 cells were scored per
condition over a minimum of three independent experiments. Healthy data are combined from three lines (Kegd_2, Kute_4 and Hoik_1). Data show
themean values ± SEM (one-way ANOVAwith Dunnett’s post hoc test). (C) Box andwhisker plots of ciliary lengths in undifferentiated iPSCs and day 7 and
day 20 differentiated cells. Each point represents one cilium. Data were pooled from 3–5 independent experiments per line. N = approximately 100 data
points (Xiry), > 500 (Healthy, Laig, Nolz). Black horizontal bars show median values. A Kolmoglorov-Smirnov test was used to compare distributions
between lines from healthy (Kegd_2, Kute_4 and Hoik_1) and BBS10 donors. *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001, ns: not significant. (D)
Transmission electron micrographs of cilia in day 20 organoids. Xiry_1 BBS10 mutant line showed normal organization of the basal body (BB) and
axoneme projecting into luminal, microvilli (MV) filled space. Bottom image, cilium characterized by a central microtubule (CM) pair, and dynein arms
(DA), from a healthy organoid (Kegd_2). Scale bars, 500 nm (upper two images), 100 nm (bottom image).
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BBS10 kidney organoids undergo
spontaneous degeneration

While the retina of BBS patients develops normally, the
photoreceptors undergo extensive apoptosis and progressive
decline, leading to blindness (Mykytyn et al., 2004; Swiderski
et al., 2007). Consistent with this, while the BBS10 lines Laig and
Xiry showed normal kidney organoid development at 20 days, the
organoids showed evidence of degeneration 7 days later, at day 27.
Labelling for two epithelial lineages, LTL (proximal tubules) and
Cyk8 (collecting ducts), showed that whereas the collecting ducts
were normal, there was a marked reduction of the LTL compartment
(Figure 5A). At higher magnification, LTL labelling of tubular
nephron structures was readily apparent in healthy organoids. In
contrast, the structure of tubules in BBS10 organoids was lost and
LTL showed diffuse staining (Figure 5B). Our findings suggest that
the degeneration of LTL tubules in kidney organoids is a potential
in vitro surrogate for kidney abnormalities in BBS10 patients.

We examined apoptosis as a potential mechanism of cell death
in day 27 organoids. Staining for cleaved Caspase-3 did not reveal
any difference between healthy and BBS organoids when the total
fluorescence intensity of individual organoids was measured
(Figure 5C). Examples of individual positive cells are marked
with asterisks in Figure 5A. As a positive control, we treated day
19 organoids with Cisplatin and examined them 24 h later. Cisplatin

is nephrotoxic and induces apoptosis as one mechanism of cell death
(Yang et al., 2008). Cisplatin treatment led to an increase in cleaved
Caspase 3 labelling in Healthy, Laig and Xiry organoids
(Supplementary Figure S5). However, there was no statistically
significant difference between Healthy and BBS10 mutant
organoids, either at the whole organoid level or within the LTL
compartment (Supplementary Figure S5B).

Confirmation of the BBS10 mutant
phenotype

To confirm the observed phenotypes were indeed a consequence
of mutated BBS10, we first used a Piggybac integration system to
introduce wild type copies of BBS10 into one of the patient lines. A
construct was generated containing the human BBS10 gene under
the control of the CAG promoter, with a poly Adenylation (pA)
signal and a Hygromycin (H) resistance gene, and flanked by
inverted repeat (IR) integration sites (Figure 6A). We focussed
on Nolz_4 as it demonstrated the most severe phenotype. As a
control, we also examined the effects of BBS10 overexpression on a
healthy line, Hoik_1. There was a significant increase in BBS10
mRNA and protein levels following transfection in both Nolz_4 and
Hoik-1 (Figures 6A, B). The faint signal in the Nolz_4 western blot
could reflect non-specific antibody labelling, although it is notable

FIGURE 5
Loss of proximal tubular compartment in BBS10 mutant kidney organoids. (A) Immunofluorescence labelling of day 27 whole organoids. Note
reduction in LTL staining of Laig and Xiry lines compared with healthy donor line. Note low intensity of cleaved Caspase-3 in all organoids. Left hand
panels (i) show intact organoids. Boxed areas are shown at higher magnification in right hand panels (ii). Asterisks show individual positive cells. (B)Higher
magnification view of day 27 organoids showing intact tubules in LTL positive regions of healthy organoid, but degeneration in Laig and Xiry
organoids. (C)Quantification of LTL positive regions and cleaved caspase 3 labelling in whole organoids. % LTL was determined using DAPI to calculate
whole organoid volume from multiple Z-plane stacked images. Mean cleaved Caspase-3 intensity per organoid is shown. Each point represents one
organoid; each organoid came from an independent experiment. “Healthy” comprises 5 independent differentiations of two donor lines (Hoik_1 and
Kegd_2). “BBS10” comprises 5 independent differentiations (Laig x 3 and Xiry x 2). Bars show mean ± SEM with an unpaired Student’s t test. **p = <0.01.
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that the protein band in untransfected Nolz_4 was lower than in
untransfected Hoik_1, consistent with the low levels of mRNA
detected by Q-PCR (Figure 3A).

Three rounds of kidney organoid differentiation were performed
on the rescued Nolz_4 line (referred to as Nolz_4OE). Bright field
imaging showed that Nolz_4OE cells were able to form day
20 organoids of regular shape and size (Figure 6C). Furthermore,
fluorescence staining revealed the presence of nephron structures
and consistent expression of Cyk8, E-Cadherin and WT1 in rescued
samples (Figures 6D, E). LTL labelling was also rescued.

For further confirmation that the kidney organoid phenotypes
were attributable to BBS10 mutations we used CRISPR-Cas9 to
generate a BBS10 mutation in the healthy line Hoik_1 via non-
homologous end joining (Supplementary Figure S6, Figure 7) (Ran
et al., 2013). This allowed us to evaluate the effects of
BBS10 mutations in an isogenic background. Sanger sequencing

confirmed the presence of a mutation in both alleles of BBS10, a one
base pair insertion at the Cas9 target site resulting in a frameshift
mutation and truncation of BBS10 in a similar position to the Xiry
mutation (Supplementary Figure S6).

Three independent rounds of differentiation were performed
simultaneously on Hoik_1 and the BBS10KO line. At least three
organoids per line per differentiation protocol were examined. After
differentiation the morphology of the BBS10KO line was very
similar to that seen in Nolz_4, a small organoid which had failed
to expand properly, whereas the regular Hoik_1 line was able to
grow and differentiate successfully into a large organoid with
morphologically visible tubules (Figure 7A). qPCR analysis
showed reduced expression of the epithelial marker gene EPCAM
in BBS10KO cells (Figure 7B). Cyk8, WT1 and LTL labelling
revealed positive cells in all healthy Hoik_1 organoids, whereas
marker expression in the BBS10KO line was not detected

FIGURE 6
Effects of wild type BBS10 overexpression. (Ai) BBS10 plasmid containing the wildtype human BBS10 gene with a poly Adenylation (pA) tail and
Hygromycin (H) resistance gene under the control of a CAGGS promoter. The construct was flanked by inverted repeats (IR) in the pXL-BAcII backbone.
(B) Q-PCR of BBS10 mRNA levels without (−) and with (+) the wild type transfected construct in a healthy line (Hoik_1) and patient line (Nolz_4) in
pluripotent cells (iPSC) and after differentiation of Nolz_4 at day 20. Three independent experiments for each condition. Samples were normalized
to GAPDH and 18 S mRNA. BBS10 primers attached to the 3′ end of the transcript away from the mutated site. Data show mean values ± SEM (F-test).
****p < 0.0001. (Aii)Western blot of untransfected (−) and transfected (+) iPSCs showing upregulation of a band at ~81 KDa corresponding to BBS10. The
monkey fibroblast-like cell line Cos7 was used as a negative control as the BBS10 antibody does not cross-react with monkey proteins. (C) Bright field
images of day 20 organoids in the healthy Hoik_1 and Nolz_4 over expressing BBS10 (Nolz_4OE). Scale bar, 1 mm. (D,E) Day 20 organoids from the
healthy line Hoik_1, and patient line overexpressing wildtype BBS10 (Nolz_4OE) showing labelling for Cyk8, ECad, LTL andWT1. (E)Higher magnification
of Nolz_4OE in lower panels show presence of markers of nephron structures: proximal tubules (LTL, ECAD) collecting ducts (Cyk8), podocytes (WT1).
Scale bars: 1 mm (D,E), 100 μm (E).
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(Figure 7C). These observations support an association between
BBS10 truncation and a failure of renal epithelial differentiation
within kidney organoids.

Discussion

The underlying reasons for BBS kidney disease are not well
understood. To begin to address this, we utilised iPSC lines from
healthy and BBS donors to investigate how BBS mutations impact
renal cells. We observed that when a panel of donor lines was
differentiated in 2D into WT1-positive kidney progenitors, cellular
features, including proliferation, differentiation and cell shape, were
indistinguishable between healthy donor lines and lines bearing the
mutations in BBS1, 2 or 10. Each of these features has previously
been linked to ciliary activity (Irigoín and Badano, 2011; Hernandez-
Hernandez et al., 2013; Guo et al., 2017).

BBS10 is the second most commonly mutated BBS gene in the
United Kingdom population after BBS1, accounting for 20% of
patients (Forsythe et al., 2017). We examined three BBS10 patient
lines, all with different compound heterozygous mutations. Varying

levels of BBS10 expression were observed between the lines. This
associated with the position of the different truncating mutations:
Nolz_4, with the earliest truncation had the lowest expression levels,
while Laig had the latest truncation and normal BBS10 expression
levels. The third line, Xiry, with a truncation intermediate in length
between the other two lines, exhibited reduced BBS10 expression at
day 7 of differentiation but not at day 20. We speculate that
BBS10 mRNA or protein levels may provide a useful tool to
predict disease progression. Nevertheless, a limitation of our
study is that we did not determine whether both BBS10 alleles
(the truncated allele and the missense allele) were expressed in each
cell line, and it is therefore possible that there is allele-specific gene
silencing.

The Nolz_4 patient line exhibited the lowest level of BBS10
expression and failed to develop renal structures in organoid culture,
a phenotype that was rescued by overexpression of wild type BBS10.
The organoid defect did not correlate with either a delay in
expression of kidney differentiation markers or reduced
expression levels compared to healthy organoids. Although
information regarding the patient’s kidney function was not
available, the in vitro phenotype resembles renal agenesis, which

FIGURE 7
CRISPR induced BBS10 mutation in healthy iPSC results in patient-like phenotypes. (A) Brightfield images of day 20 organoids from Hoik_1 and
Hoik_1BBS10_KO. (B) qPCR analysis of mRNA levels of epithelial marker gene EPCAM in Hoik_1 and Hoik_1BBS10KO_1. Data show mean values ± SEM
(Student’s unpaired t test). ****p < 0.0001, **p = 0.006. (C,D) Confocal images of Hoik_1 and Hoik_1BBS10KO_1 organoids at day 20. CRISPR BBS10KO
organoids showed loss of labelling for Cyk8, LTL, and WT1. Boxed regions in (C) are shown at higher magnification in (D). Scale bars: 1 mm.
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is occasionally observed in patients (Beales et al., 1999). Nolz_4 was
also the only patient line to have a significant reduction in the
number of cells with cilia during differentiation in 2D. Loss of cilia
has previously been observed in cultured preadipocytes following
BBS10 knockdown, which led to changes in the activity of
downstream Wnt pathway effectors GSKβ and β-catenin (Marion
et al., 2009). Wnt signaling plays a key role in renal development and
it would therefore be interesting to explore whether the pathway is
defective in Nolz_4 cells (Stark et al., 1994; Carroll et al., 2005; Cain
et al., 2009; Karner et al., 2011). Analysis of potential changes inWnt
and other signalling pathways in BBS10mutant cells would facilitate
discovery of the mechanisms underlying defective kidney organoid
formation (Low et al., 2019).

Two patient lines, Laig and Xiry, expressed higher levels of
BBS10 mRNA than Nolz_4 and had a milder organoid phenotype.
The different kidney lineages formed normally (day 20); however,
there was depletion of proximal tubular cells over time as measured
by LDL staining (day 27). It would be of interest to determine
whether there is a shift in segmentation and patterning of the
nephrons as they form within the BBS10 compared to the
healthy organoids (Takasato et al., 2015). This would require
further quantitative characterisation of additional proximal tubule
markers and markers of other nephron segment markers. Our
studies also lead us to speculate that the genetic background of
individuals with BBS10 mutations could affect any kidney
phenotype. This is because when we created an isogenic line with
a BBS10mutation resembling that of Xiry the cells failed to generate
kidney organoids, thus resembling the Nolz line. Analysis of iPSC
from healthy donors in the HipSci resource has already highlighted
the role of normal genetic variation in influencing cell behaviour
in vitro (Vickers et al., 2021; Vigilante et al., 2019).

We speculate that the trigger for degeneration in the BBS10
organoids could be stress induced by hypoxia and sub-optimal
nutritional supply as the organoids grew in size (Kelava and
Lancaster, 2016; Wörsdörfer and Ergün, 2021). These are
physiological consequences that blood vessel damage in diabetes
and hypertension, two common secondary features of BBS, can have
on kidneys (Griffin, 2017; Libianto et al., 2018). Increased
susceptibility to systemic stresses might contribute to kidney
functional decline in BBS.

Loss of proximal tubules did not correlate with excessive
apoptosis in BBS10 organoids, as assessed by labelling for cleaved
Caspase 3. While it would be valuable to measure apoptosis using
additional markers such as TUNNEL labelling, it has recently been
reported that primary cilia suppress another form of cell death,
necroptosis, which could be an alternative potential mechanism for
proximal tubule degeneration in the BBS10 kidney organoids
(Kieckhöfer et al., 2022). An alternative driver might be fibrosis
since it has been reported that when kidney organoids are
maintained for up to 2 months in culture, there is substantial
glomerular ECM deposition (van den Berg et al., 2018).
Tubulointerstitial fibrosis has been reported in children with BBS,
implying it may be a primary feature of the disease (Hurley et al.,
1975). Furthermore, proteomic analysis of urine samples from BBS
patients has shown an increase in fibrotic proteins compared with
healthy controls, even in the absence of a decline in glomerular
filtration rate (Caterino et al., 2018). Together these observations

suggest further avenues of investigation into the cellular and
extracellular changes which occur in patient kidney models.

One interesting observation is that BBS10 mutant mice only
demonstrate severe kidney defects when the gene is knocked out in
the whole body and not when it is knocked out specifically in the
kidney (Cognard et al., 2015). This is in contrast to our findings,
which lead us to speculate that degeneration of LTL tubules in
kidney organoids is a potential surrogate for the kidney
abnormalities in BBS10 patients. In support of a kidney-
autonomous function Seo et al. (2010) found that different
BBS10 mutations in HEK cells had different effects on the
interaction with the BBS chaperonin complex, which aids
assembly of the BBSome and correct cilia function. The cilia and
organoid phenotypes observed in our patient lines may be a
consequence of altered interactions with partner BBS proteins.
Further analysis of the primary cilium of BBS10 cells would
enable investigation of whether specific ciliary and transport
proteins are affected. It would also be interesting to discover
whether the BBS10 mutation results in other cell lineage-specific
effects.

In conclusion, our study has demonstrated that BBS10
mutations affect kidney organoid formation and maintenance. It
will now be of interest to explore the impact of the mutations on
specific signalling pathways and the nature of the events that trigger
degeneration of the proximal tubules.

Experimental procedures

Cell culture

All iPSC lines were generated by the HipSci resource (www.
hipsci.org), based at the Wellcome Trust Sanger Institute,
United Kingdom. Derivation methods have been previously
described (Kilpinen et al., 2017). Quality control checks were
used to asses copy number variations, and pluripotency was
confirmed based on gene expression profiling (Muller et al.,
2011) and antibody staining (Kilpinen et al., 2017). The iPSC
lines studied are listed in Supplementary Table S1. Where
possible, two clones per donor were analysed. References to
donor lines excluding the specific clone number indicate data
generated from both clones. Mutations in patient lines were
ascertained with gene panel testing of the coding region of
20 BBS-related genes, supplied through the National Health
Service BBS clinics. iPSCs were maintained on Vitronectin XF
(Stem Cell Technologies) in E8 medium (Invitrogen) with Pen-
Strep 1% (v/v) (Sigma-Aldrich) and passaged using Versene
(ThermoFisher) every 3–6 days. Cos7 cells were maintained in
Dulbecco’s Modified Eagle Medium (ThermoFisher) with 10%
fetal bovine serum (FBS) (ThermoFisher) and 1% (v/v)
Penicillin-Streptomycin (ThermoFisher).

Ethics

HipSci lines were generated with appropriate ethics for iPSC
derivation (REC Ref: 09/H0304/77, V2 04/01/2013; REC Ref: 09/
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H0304/77, V3 15/03/2013). BBS samples were collected with
separate research ethics approval (REC Ref: 08/H0713/82).

Generating the piggyBac-BBS10 line

Human BBS10 in the pUC57 plasmid was gifted by Dr Victor
Hernandez-Hernandez (University College London,
United Kingdom). The coding region of BBS10 was subcloned
into a shuttle vector containing the bovine growth hormone
(bGH) poly adenylation (pA) site with a multiple cloning site
and ampicillin resistance (Bryson et al., 2014). pUC57-BBS10 was
cut with 5′ EcoRI (destroyed during cloning) and 3’ NotI. The
shuttle vector was cut with SmaI/NotI and the two fragments were
ligated generating a BBS10-pA construct. To assemble the final
plasmid, the BBS10-pA fragment was released from its vector with
AscI/PacI. The pXL-BAcII-CAG::Gdnf/LoxP-Hygro plasmid
flanked with piggyBAC terminal repeat sequences is available
from Addgene (plasmid number 78209). It was cut with AscI/
PacI, removing the Gdnf gene. The backbone was ligated with
the previously generated BBS10-pA fragment making the final
pXL-BAcII-CAG::BBS10pA/LoxP-Hygro construct.

The pXL-BacII-CAG::BBS10pA/LoxP-Hygro construct was
transfected into iPSCs with the helper transposase plasmid
pCAG::PiggyBac, which has the potential to achieve transposition
events in almost all cells receiving the plasmids (Wang et al., 2008).
1 million single iPSCs were resuspended in Opti-MEM
(ThermoFisher) and 10 μg of DNA was added, containing both
plasmids in a 1:1 ratio. Samples were transferred to cuvettes
(NepaGene) and cells were electroporated using the Nepa Super
Electroporator NEPA21 instrument. E8 medium containing 10 µM
ROCK inhibitor Y27632 was applied to cells immediately following
transfection. Cells were subsequently plated on Vitronectin coated
plates as previously described. Cells were allowed to recover for
2 days in E8 with 10 µM ROCK inhibitor Y27632, before 50 μg/mL
Hygromycin antibiotic (InvivoGen) was used to select for
successfully transfected cells over 11 days.

Generating the BBS10 knockout line

CHOPCHOP (Labun et al., 2019) was used to select 3 different
target sites within BBS10 which were highly ranked and
corresponded to different locations within the gene, 2 sites in the
first exon where deletions of frameshifts would have the most
significant impact on the protein, and 1 site further along in the
second exon. RNA oligos corresponding to these sequences (and
their complementary sequences) with an extension at each 5’ end
corresponding to a BBSI restriction site were ligated, and inserted
into the pSpCas9(BB)-2A-GFP (PX458) plasmid after digestion with
BBSI. The plasmid was then transformed into bacteria grown on
ampicillin plates to select for successfully transformed bacteria.
Successful insertion of the gRNA into the plasmid was confirmed
via PCR. The pX458 plasmid contains restriction sites for BBSI and
Age1. Proper insertion of the gRNA into the plasmid results in the
loss of the BBSI restriction site. Digestion with both Age1 and BBSI
showed only 1 band, indicating the BBSI site had been lost through
successful insertion. Hoik_1 iPSCs were then transfected with this

plasmid using Lipofectamine3000 (Invitrogen) and GFP-positive
cells were FACS-sorted into separate wells of a culture plate, where
they were expanded and banked. Samples of the cells were taken for
DNA extraction using DNeasy Blood& Tissue kit (Qiagen), and PCR
was performed using primers flanking the Cas9 target site within
BBS10. The PCR product was then sent to Source Bioscience for
Sanger sequencing.

Differentiation methods

For the monolayer kidney progenitor assay, differentiation was
performed as previously described (Xia et al., 2013). Small iPSC
colonies seeded on Matrigel were treated with 50 ng/mL FGF2
(ThermoFisher) and 30 ng/mL BMP-4 (Sigma-Aldrich) for 2 days
followed by 1 µM retinoic acid (Sigma-Aldrich), 10 ng/mL Activin A
(ThermoFisher) and 100 ng/mL BMP2 (ThermoFisher) for 2 days.
The following day cells were detached using Accutase (Biolegend)
and plated at a density of 3,000 cells per well on a 96-well, Matrigel-
coated plate in triplicate. Cultures were incubated for 23.5 h before a
30 m pulse of 10 µM EdU (ThermoFisher) applied according to the
manufacturer’s instructions. Each line was independently
differentiated three times.

To generate kidney organoids, differentiation was conducted as
previously described (Takasato et al., 2015; 2016) using feeder-free
starting conditions (van den Berg et al., 2018), with minor
modifications. iPSCs were plated at 19,500/cm2, cultured in
STEMdiff APEL2 medium (StemCell Technologies) and 5%
Protein-free Hybridoma Medium (StemCell Technologies)
supplemented with 8 µM CHIR99021 (R&D Systems) for 4 days,
followed by 200 ng/mL FGF9 (R&D Systems) and 1 μg/mL heparin
for 3 days. Subsequently, 5 × 105 cells were pelleted and each
aggregate was transferred to a liquid-air interface culture. After a
1 h pulse of 5 µM CHIR99021, aggregates were cultured with
200 ng/mL FGF9 and 1 μg/mL heparin for 5 days. Growth factors
were subsequently withdrawn from the medium and organoids were
maintained up to day 27. In some experiments Complete STEMdiff
APEL2 medium was supplemented with 5 µM cisplatin (Sigma-
Aldrich) at day 19 of differentiation (Takasato et al., 2015) and
organoids were cultured for 24 h before fixation and analysis.

Cilia quantification

For iPSC cilia analysis, cells were passaged as colonies onto
vitronectin-coated coverslips and cultured for 3 days to reach
approximately 60%–70% confluency. For day 7 samples,
differentiation was performed using the protocol of Takasato
et al. (2015), adapted to a 24-well plate format with cells seeded
on Matrigel coated glass coverslips. For day 20 analysis, samples
were differentiated through to the organoid stage, fixed and
cryosectioned. Cilia image analysis was performed with ImageJ.

Immunostaining

For iPSCs, kidney progenitors and day 7 organoids, samples
were fixed in 4% PFA for 15 min at room temperature. Samples were

Frontiers in Cell and Developmental Biology frontiersin.org11

Williams et al. 10.3389/fcell.2023.1163825

https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org
https://doi.org/10.3389/fcell.2023.1163825


washed twice with PBS followed by permeabilisation with 0.1%
Triton X-100 (Sigma-Aldrich) and 3% donkey serum (Sigma-
Aldrich) in PBS. Where applicable, the Click-iT EdU Alexa Fluor
488 imaging kit (ThermoFisher) was used as directed by the
manufacturer. Primary antibodies were incubated over night at
4°C and are detailed in Supplementary Table S7. After 3 PBS
washes, species specific secondary antibodies (Alexa Fluor-488
and Alexa Fluor-555, ThermoFisher) were incubated with
samples for 1 h. CellMask Deep Red plasma membrane stain
(ThermoFisher, 1:1,000) and DAPI (ThermoFisher, 1:1,000) were
incubated with cells for 30 min (ThermoFisher). Samples on glass
slides were mounted in Prolong Gold anti-fade mountant
(ThermoFisher) and samples in 96-well plates were kept in PBS.

For mature organoid wholemount staining, aggregates were fixed
from day 20 using an adaptation of a previously described protocol
(Takasato et al., 2016). Samples were immersed in 2% (wt/v) PFA, on
the membrane, at 4°C for 20 min and washed three times with PBS for
10 min each. Blocking was performed for 2 h in 10% (v/v) donkey
serum, 0.06% (v/v) Triton X-100 in PBS and all incubations were
performed with gentle rocking. Primary antibodies (Supplementary
Table S7) were prepared in blocking buffer and incubated overnight at
4°C with rocking. The following day organoids were washed with PBTX
[0.3% (v/v) Triton X-100 in PBS] six times. Species specific secondary
antibodies (Alexa Fluor-488, Alexa Fluor-555 and Alexa Fluor-647)
were prepared in PBTX at 1:500 dilution and incubated with organoids
overnight at 4°C on a rocker. The secondary antibodies were removed
and samples were incubated withDAPI in PBS for 3 h followed by three
PBS washes and then, still attached to their membranes, were
transferred to a glass slide, mounted with hard-set Vectashield
medium (Vector Laboratories) and sealed with a coverglass.

Cryosectioning

Whole organoids fixed in 2% PFA were used for cryosectioning.
Samples were incubated in 30% sucrose (Sigma-Aldrich) in PBS for a
minimum of 1 h at 4°C. The organoids were subsequently frozen in
OCT embedding medium (ThermoFisher) and cut to 18 μm slices
using a Thermo Cryostar NX70. Sections were collected on
Superfrost glass slides (ThermoFisher). Staining was performed as
described for monolayer cultures.

Imaging and analysis

Brightfield images were captured on an Evos XL core. For the
WT1-positive kidney progenitor experiments the Operetta High
Content Imaging system (Perkin Elmer) was used for widefield
microscopy. Images were captured at a single plane using a 10x
objective and the central 9 fields of view were captured in each well of
a 96 well plate. Automated image analysis was performed using
Harmony Software. All confocal microscopy was performed on an
A1 Nikon Upright Confocal Microscope with NIS Elements Software
(Nikon). For cilia imaging, a 60x oil immersion objective was used
with a 2x digital zoom; optical sections were 0.4 μm apart. Cilia were
quantitated with ImageJ by measuring the voxels double positive for
ARL13B and Acetylated Tubulin independently by 2-3 observers, one
of whom was blinded to experimental conditions. For organoid

imaging, 2x and 20x objectives were used with Z-slices. NIS
elements software was used to quantify staining in organoids.
Z-slices were modelled in 3D and images were then manually
thresholded to select positive regions. The DAPI volume was taken
as 100% and the LTL positive regions are relative to this.

Electron microscopy

Kidney organoids were harvested at day 20 for transmission
electron microscopy (TEM). Fixation and processing of samples
were conducted at the Centre for Ultrastructural Imaging, King’s
College London. Organoids on transwell filters were fixed overnight
at 4°C with 2.5% (v/v) glutaraldehyde in 0.1 M cacodylate buffer
(pH 7.4). After fixation, samples, still on filters, were rinsed
multiple times with 0.1 M cacodylate buffer and post-fixed in 1%
osmium tetroxide in 0.1 M cacodylate buffer (pH 7.4) for 2 h at room
temperature. Samples were then en bloc stained with 1% uranyl acetate
for 1 h at room temperature, thoroughly washed and dehydrated
through a graded ethanol series and infiltrated with epoxy resin
(SPURR, Sigma-Aldrich). Finally, organoids were gently detached
from the filters, cut into smaller pieces, embedded on flat moulds
and polymerised at 70°C for 24 h. Ultrathin sections (70–90 nm) were
cut using a Leica UC7 ultramicrotome mounted on 150 mesh copper
grids and contrasted using Uranyless (TAAB) and 3% Reynolds Lead
citrate (TAAB). Sections were examined at 120 kV on a JEOL JEM-
1400Plus TEM fitted with a Ruby digital camera (2 k x2k).

Western blotting

Cells were lysed with RIPA Buffer (Cell Signalling Technologies)
containing PhosSTOP phosphatase inhibitors and Complete mini
EDTA-free protease inhibitor cocktail (both Roche). 20 μg of protein
was resolved on pre-cast 4%–15% Mini-PROTEAN TGX Gels (Bio-
Rad) and then transferred to a PVDFmembrane using the Trans-Blot
Turbo Instrument and Mini Transfer Packs (both Bio-Rad).
Membranes were blocked in 5% skim-milk in Tris-buffered saline
with 0.1% Tween 20 (TBS-T) and primary antibodies (Supplementary
Table S7) were diluted in blocking buffer and incubated overnight.
Membranes were subsequently washed 3 times for 10 min in TBST
before incubation with species specific secondary antibody
(Peroxidase AffiniPure, Jackson Immuno Research) diluted in
TBST, for 2 h at room temperature. A further 3 × 10 min washes
were then performed. Clarity ECL Western Blotting Substrate (Bio-
Rad) was used to expose antibody reactivity and was applied
according to the manufacturer’s guidelines. Imaging was
performed using a ChemiDoc Touch instrument (Bio-Rad).

Q-PCR

RNA extraction was performed using an RNAeasy Mini kit
(Qiagen) and 300 ng of RNA was reverse transcribed using a
Quantitect Reverse Transcription kit (Qiagen) according to the
manufacturer’s instructions. Real-time Q-PCR was performed
using the SYBR Green Master Mix (ThermoFischer) with a
CFX384 Real-Time System (Bio-Rad). Expression levels were
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normalized to GAPDH and 18 S values and are shown as fold
change relative to the value of the control sample (-ΔΔCT method).
A minimum of three biological replicates were used for each
condition. Primer sequences are listed in Supplementary Table S8.

Statistics

Bar graphs show mean ± standard error of the mean (SEM).
Unpaired, 2-tailed, Student’s t tests, F-test, one-way ANOVA, and
Kolmoglorov-Smirnov tests were included where indicated.
Dunnet’s post hoc tests were used for multiple comparisons. p <
0.05 was considered significant in all cases. PCA was performed with
TIBCO Spotfire 7.11.1 (Perkin Elmer) and multivariate logistic
regression with scripts written for RStudio, Version 1.0.153.

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.

Author contributions

Conceptualization: JW, CH, SM, DD, PB, and FW.
Methodology: JW, CH, PH, CM, A-MC, and MA-F. Software:
SM. Validation: JW and CH. Formal analysis: JW, CH, and SM.
Investigation: JW, CH, and SM. Resources: DD, IL, RS, PB, and FW.
Data curation: JW and CH. Writing—original draft: CH, JW, and
FW. Writing—review and editing: JW, CH, SM, PH, CM, A-MC,
MA-F, DD, IL, RS, PB, and FW. Visualization: JW and CH.
Supervision: DD, IL, RS, PB, FW. Project administration: PB and
FW. Funding acquisition: IL, RS, PB, and FW. All authors
contributed to the article and approved the submitted version.

Funding

CH was supported by the King’s Bioscience Institute and the
Guy’s and St Thomas’ Charity Prize. JW received support from the
Danish National Research Foundation (DNRF135). We are grateful
to the Wellcome Trust and MRC for funding through the Human
Induced Pluripotent Stem Cell Initiative (WT098503). We also

gratefully acknowledge funding from the Department of Health
via the National Institute for Health Research comprehensive
Biomedical Research Centre award to Guy’s and St Thomas’
National Health Service Foundation Trust in partnership with
King’s College London and King’s College Hospital NHS
Foundation Trust.

Acknowledgments

We thank Victor Negri and Ayelén Helling for advice and
technical assistance, and staff at the Centre for Ultrastructural
Imaging, King’s College London for help with electron
microscopy.

Conflict of interest

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

Publisher’s note

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

Author disclaimer

The views expressed are those of the authors and not necessarily
those of the NHS, the NIHR or the Department of Health. DD is
currently head of Cellular Phenotyping at bit.bio.

Supplementary material

The Supplementary Material for this article can be found online
at: https://www.frontiersin.org/articles/10.3389/fcell.2023.1163825/
full#supplementary-material

References

Aldahmesh, M. A., Li, Y., Alhashem, A., Anazi, S., Alkuraya, H., Hashem, M., et al.
(2014). IFT27, encoding a small GTPase component of IFT particles, is mutated in a
consanguineous family with Bardet–Biedl syndrome. Hum. Mol. Genet. 23, 3307–3315.
doi:10.1093/hmg/ddu044

Beales, P. L., Elcioglu, N., Woolf, A. S., Parker, D., and Flinter, F. A. (1999). New
criteria for improved diagnosis of bardet-biedl syndrome: Results of a population
survey. J. Med. Genet. 36, 437–446. doi:10.1136/jmg.36.6.437

Bryson, J. B., Machado, C. B., Crossley, M., Stevenson, D., Bros-Facer, V., Burrone,
J., et al. (2014). Optical control of muscle function by transplantation of stem cell-
derived motor neurons in mice. Sci. (New York, NY) 344, 94–97. doi:10.1126/science.
1248523

Cain, J. E., Islam, E., Haxho, F., Chen, L., Bridgewater, D., Nieuwenhuis, E., et al.
(2009). GLI3 repressor controls nephron number via regulation of Wnt11 and Ret in
ureteric tip cells. PLoS One 4, e7313. doi:10.1371/journal.pone.0007313

Carroll, T. J., Park, J. S., Hayashi, S., Majumdar, A., and McMahon, A. P. (2005).
Wnt9b plays a central role in the regulation of mesenchymal to epithelial transitions
underlying organogenesis of the mammalian urogenital system. Dev. Cell 9, 283–292.
doi:10.1016/j.devcel.2005.05.016

Caterino, M., Zacchia, M., Costanzo, M., Bruno, G., Arcaniolo, D., Trepiccione, F.,
et al. (2018). Urine proteomics revealed a significant correlation between urine-
fibronectin abundance and estimated-GFR decline in patients with Bardet-Biedl
Syndrome. Kidney and Blood Press. Res. 43, 389–405. doi:10.1159/000488096

Frontiers in Cell and Developmental Biology frontiersin.org13

Williams et al. 10.3389/fcell.2023.1163825

https://www.frontiersin.org/articles/10.3389/fcell.2023.1163825/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fcell.2023.1163825/full#supplementary-material
https://doi.org/10.1093/hmg/ddu044
https://doi.org/10.1136/jmg.36.6.437
https://doi.org/10.1126/science.1248523
https://doi.org/10.1126/science.1248523
https://doi.org/10.1371/journal.pone.0007313
https://doi.org/10.1016/j.devcel.2005.05.016
https://doi.org/10.1159/000488096
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org
https://doi.org/10.3389/fcell.2023.1163825


Churg, J., and Grisham, E. (1975). Ultrastructure of glomerular disease: A review.
Kidney Int. 7, 254–261. doi:10.1038/ki.1975.37

Cognard, N., Scerbo, M. J., Obringer, C., Yu, X., Costa, F., Haser, E., et al. (2015).
Comparing the Bbs10 complete knockout phenotype with a specific renal epithelial
knockout one highlights the link between renal defects and systemic inactivation in
mice. Cilia 4, 10. doi:10.1186/s13630-015-0019-8

Corbit, K. C., Aanstad, P., Singla, V., Norman, A. R., Stainier, D. Y. R., and Reiter, J. F.
(2005). Vertebrate Smoothened functions at the primary cilium. Nature 437,
1018–1021. doi:10.1038/nature04117

Davis, R. E., Swiderski, R. E., Rahmouni, K., Nishimura, D. Y., Mullins, R. F.,
Agassandian, K., et al. (2007). A knockin mouse model of the Bardet-Biedl
syndrome 1 M390R mutation has cilia defects, ventriculomegaly, retinopathy,
and obesity. Proc. Natl. Acad. Sci. U. S. A. 104, 19422–19427. doi:10.1073/pnas.
0708571104

Eguether, T., San Agustin, J. T., Keady, B. T., Jonassen, J. A., Liang, Y., Francis, R., et al.
(2014). IFT27 links the BBSome to IFT for maintenance of the ciliary signaling
compartment. Dev. Cell 31, 279–290. doi:10.1016/j.devcel.2014.09.011

Elliott, K. H., and Brugmann, S. A. (2019). Sending mixed signals: Cilia-dependent
signaling during development and disease. Dev. Biol. 447, 28–41. doi:10.1016/j.ydbio.
2018.03.007

Esposito, G., Testa, F., Zacchia, M., Crispo, A. A., Di Iorio, V., Capolongo, G., et al.
(2017). Genetic characterization of Italian patients with bardet-biedl syndrome and
correlation to ocular, renal and audio-vestibular phenotype: Identification of eleven
novel pathogenic sequence variants. BMC Med. Genet. 18, 10. doi:10.1186/s12881-017-
0372-0

Estrada-Cuzcano, A., Neveling, K., Kohl, S., Banin, E., Rotenstreich, Y., Sharon, D.,
et al. (2012). Mutations in C8orf37, encoding a ciliary protein, are associated with
autosomal-recessive retinal dystrophies with early macular involvement. Am. J. Hum.
Genet. 90, 102–109. doi:10.1016/j.ajhg.2011.11.015

Forbes, T. A., Howden, S. E., Lawlor, K., Phipson, B., Maksimovic, J., Hale, L., et al.
(2018). Patient-iPSC-derived kidney organoids show functional validation of a
ciliopathic renal phenotype and reveal underlying pathogenetic mechanisms. Am.
J. Hum. Genet. 102, 816–831. doi:10.1016/j.ajhg.2018.03.014

Forsythe, E., and Beales, P. L. (2013). Bardet-Biedl syndrome. Eur. J. Hum. Genet. 21,
8–13. doi:10.1038/ejhg.2012.115

Forsythe, E., Kenny, J., Bacchelli, C., and Beales, P. L. (2018). Managing bardet-biedl
syndrome-now and in the future. Front. Pediatr. 6, 23. doi:10.3389/fped.2018.00023

Forsythe, E., Sparks, K., Best, S., Borrows, S., Hoskins, B., Sabir, A., et al. (2017). Risk
factors for severe renal disease in Bardet-Biedl Syndrome. J. Am. Soc. Nephrol. 28,
963–970. doi:10.1681/ASN.2015091029

Griffin, K. A. (2017). Hypertensive kidney injury and the progression of chronic
kidney disease. Hypertens. (Dallas, Tex 70, 687–694. doi:10.1161/
HYPERTENSIONAHA.117.08314

Guo, J., Otis, J. M., Higginbotham, H., Monckton, C., Cheng, J., Asokan, A., et al.
(2017). Primary cilia signaling shapes the development of interneuronal connectivity.
Dev. Cell 42, 286–300. doi:10.1016/j.devcel.2017.07.010

Heon, E., Kim, G., Qin, S., Garrison, J. E., Tavares, E., Vincent, A., et al. (2016).
Mutations in C8ORF37 cause bardet biedl syndrome (BBS21). Hum. Mol. Genet. 25,
2283–2294. doi:10.1093/hmg/ddw096

Hernandez-Hernandez, V., Pravincumar, P., Diaz-Font, A., May-Simera, H., Jenkins,
D., Knight, M., et al. (2013). Bardet-Biedl syndrome proteins control the cilia length
through regulation of actin polymerization. Hum. Mol. Genet. 22, 3858–3868. doi:10.
1093/hmg/ddt241

Hurley, R. M., Dery, P., Nogrady, M. B., and Drummond, K. N. (1975). The renal
lesion of the Laurence-Moon-Biedl syndrome. J. Pediatr. 87, 206–209. doi:10.1016/
s0022-3476(75)80580-4

Imhoff, O., Marion, V., Stoetzel, C., Durand, M., Holder, M., Sigaudy, S., et al. (2011).
Bardet-Biedl syndrome: A study of the renal and cardiovascular phenotypes in a French
cohort. Clin. J. Am. Soc. Nephrol. CJASN 6, 22–29. doi:10.2215/CJN.03320410

Irigoín, F., and Badano, J. L. (2011). Keeping the balance between proliferation and
differentiation: The primary cilium. Curr. Genomics 12, 285–297. doi:10.2174/
138920211795860134

Ishikawa, T. (2017). Axoneme structure from motile cilia. Cold Spring Harb. Perspect.
Biol. 9, a028076. doi:10.1101/cshperspect.a028076

Karner, C. M., Das, A., Ma, Z., Self, M., Chen, C., Lum, L., et al. (2011). Canonical
Wnt9b signaling balances progenitor cell expansion and differentiation during kidney
development. Dev. Camb. Engl. 138, 1247–1257. doi:10.1242/dev.057646

Kelava, I., and Lancaster, M. A. (2016). Stem cell models of human brain
development. Cell Stem Cell 18, 736–748. doi:10.1016/j.stem.2016.05.022

Kieckhöfer, E., Slaats, G. G., EbertAlbert, L. K,M. C., Dafinger, C., Kashkar, H.,
Benzing, T., et al. (2022). Primary cilia suppress Ripk3-mediated necroptosis. Cell Death
Discov. 8, 477. doi:10.1038/s41420-022-01272-2

Kilpinen, H., Goncalves, A., Leha, A., Afzal, V., Alasoo, K., Ashford, S., et al. (2017).
Common genetic variation drives molecular heterogeneity in human iPSCs.Nature 546,
370–375. doi:10.1038/nature22403

Labun, K., Montague, T. G., Krause, M., Torres Cleuren, Y. N., Tjeldnes, H., and
Valen, E. (2019). CHOPCHOP v3: Expanding the CRISPR web toolbox beyond genome
editing. Nucleic Acids Res. 47, W171–W174. doi:10.1093/nar/gkz365

Lancaster, M. A., Schroth, J., and Gleeson, J. G. (2011). Subcellular spatial regulation
of canonical Wnt signalling at the primary cilium. Nat. Cell Biol. 13, 700–707. doi:10.
1038/ncb2259

Libianto, R., Batu, D., MacIsaac, R. J., Cooper, M. E., and Ekinci, E. I. (2018).
Pathophysiological links between diabetes and blood pressure. Can. J. Cardiol. 34,
585–594. doi:10.1016/j.cjca.2018.01.010

Locke, M., Tinsley, C. L., Benson, M. A., and Blake, D. J. (2009). TRIM32 is an
E3 ubiquitin ligase for dysbindin. Hum. Mol. Genet. 18, 2344–2358. doi:10.1093/hmg/
ddp167

Loktev, A. V., Zhang, Q., Beck, J. S., Searby, C. C., Scheetz, T. E., Bazan, J. F., et al.
(2008). A BBSome subunit links ciliogenesis, microtubule stability, and acetylation.Dev.
Cell 15, 854–865. doi:10.1016/j.devcel.2008.11.001

Low, J. H., Li, P., Chew, E. G. Y., Zhou, B., Suzuki, K., Zhang, T., et al. (2019).
Generation of human PSC-derived kidney organoids with patterned nephron segments
and a de novo vascular network. Cell Stem Cell 25, 373–387. doi:10.1016/j.stem.2019.
06.009

Marion, V., Mockel, A., De Melo, C., Obringer, C., Claussmann, A., Simon, A., et al.
(2012). BBS-induced ciliary defect enhances adipogenesis, causing paradoxical higher-
insulin sensitivity, glucose usage, and decreased inflammatory response. Cell Metab. 16,
363–377. doi:10.1016/j.cmet.2012.08.005

Marion, V., Stoetzel, C., Schlicht, D., Messaddeq, N., Koch, M., Flori, E., et al. (2009).
Transient ciliogenesis involving Bardet-Biedl syndrome proteins is a fundamental
characteristic of adipogenic differentiation. Proc. Natl. Acad. Sci. U. S. A. 106,
1820–1825. doi:10.1073/pnas.0812518106

McConnachie, D. J., Stow, J. L., and Mallett, A. J. (2021). Ciliopathies and the kidney:
A review. Am. J. Kidney Dis. 77, 410–419. doi:10.1053/j.ajkd.2020.08.012

Morizane, R., Lam, A. Q., Freedman, B. S., Kishi, S., Valerius, M. T., and Bonventre,
J. V. (2015). Nephron organoids derived from human pluripotent stem cells model
kidney development and injury. Nat. Botechnology 33, 1193–1200. doi:10.1038/nbt.
3392

Muller, F.-J., Schuldt, B. M., Williams, R., Mason, D., Altun, G., Papapetrou, E. P.,
et al. (2011). A bioinformatic assay for pluripotency in human cells. Nat. Meth 8,
315–317. doi:10.1038/nmeth.1580

Mykytyn, K., Mullins, R. F., Andrews, M., Chiang, A. P., Swiderski, R. E., Yang, B.,
et al. (2004). Bardet-Biedl syndrome type 4 (BBS4)-null mice implicate Bbs4 in flagella
formation but not global cilia assembly. Proc. Natl. Acad. Sci. U. S. A. 101, 8664–8669.
doi:10.1073/pnas.0402354101

Nachury, M. V., Loktev, A. V., Zhang, Q., Westlake, C. J., Peranen, J., Merdes, A., et al.
(2007). A core complex of BBS proteins cooperates with the GTPase Rab8 to promote
ciliary membrane biogenesis. Cell 129, 1201–1213. doi:10.1016/j.cell.2007.03.053

Nozaki, S., Katoh, Y., Kobayashi, T., and Nakayama, K. (2018). BBS1 is involved in
retrograde trafficking of ciliary GPCRs in the context of the BBSome complex. PLoS One
13, e0195005. doi:10.1371/journal.pone.0195005

Praetorius, H. A., and Spring, K. R. (2001). Bending the MDCK cell primary cilium
increases intracellular calcium. J. Membr. Biol. 184, 71–79. doi:10.1007/s00232-001-
0075-4

Priya, S., Nampoothiri, S., Sen, P., and Sripriya, S. (2016). Bardet–Biedl syndrome:
Genetics, molecular pathophysiology, and disease management. Indian J. Ophthalmol.
64, 620–627. doi:10.4103/0301-4738.194328

Rahmouni, K., Fath, M. A., Seo, S., Thedens, D. R., Berry, C. J., Weiss, R., et al. (2008).
Leptin resistance contributes to obesity and hypertension in mouse models of Bardet-
Biedl syndrome. J. Clin. Investigation 118, 1458–1467. doi:10.1172/JCI32357

Ran, F. A., Hsu, P. D., Wright, J., Agarwala, V., Scott, D. A., and Zhang, F. (2013)
Genome engineering using the CRISPR-Cas9 system. Nat. Protoc.;8(11):2281–2308.
doi:10.1038/nprot.2013.143

Reiter, J. F., and Leroux, M. R. (2017). Genes and molecular pathways underpinning
ciliopathies. Nat. Rev. Mol. Cell Biol. 18, 533–547. doi:10.1038/nrm.2017.60

Riise, R. (1996). The cause of death in Laurence-Moon-Bardet-Biedl syndrome. Acta
Ophthalmol. Scand., 45–47. doi:10.1111/j.1600-0420.1996.tb00385.x

Rohatgi, R., Milenkovic, L., and Scott, M. P. (2007). Patched1 regulates hedgehog
signaling at the primary cilium. Science 317, 372–376. doi:10.1126/science.1139740

Schaefer, E., Stoetzel, C., Scheidecker, S., Geoffroy, V., Prasad, M. K., Redin, C.,
et al. (2016). Identification of a novel mutation confirms the implication of IFT172
(BBS20) in Bardet-Biedl syndrome. J. Hum. Genet. 61, 447–450. doi:10.1038/jhg.
2015.162

Seo, S., Baye, L. M., Schulz, N. P., Beck, J. S., Zhang, Q., Slusarski, D. C., et al. (2010).
BBS6, BBS10, and BBS12 form a complex with CCT/TRiC family chaperonins and
mediate BBSome assembly. Proc. Natl. Acad. Sci. U. S. A. 107, 1488–1493. doi:10.1073/
pnas.0910268107

Seo, S., Zhang, Q., Bugge, K., Breslow, D. K., Searby, C. C., Nachury, M. V., et al.
(2011). A novel protein LZTFL1 regulates ciliary trafficking of the BBSome and
Smoothened. PLoS Genet. 7, e1002358. doi:10.1371/journal.pgen.1002358

Frontiers in Cell and Developmental Biology frontiersin.org14

Williams et al. 10.3389/fcell.2023.1163825

https://doi.org/10.1038/ki.1975.37
https://doi.org/10.1186/s13630-015-0019-8
https://doi.org/10.1038/nature04117
https://doi.org/10.1073/pnas.0708571104
https://doi.org/10.1073/pnas.0708571104
https://doi.org/10.1016/j.devcel.2014.09.011
https://doi.org/10.1016/j.ydbio.2018.03.007
https://doi.org/10.1016/j.ydbio.2018.03.007
https://doi.org/10.1186/s12881-017-0372-0
https://doi.org/10.1186/s12881-017-0372-0
https://doi.org/10.1016/j.ajhg.2011.11.015
https://doi.org/10.1016/j.ajhg.2018.03.014
https://doi.org/10.1038/ejhg.2012.115
https://doi.org/10.3389/fped.2018.00023
https://doi.org/10.1681/ASN.2015091029
https://doi.org/10.1161/HYPERTENSIONAHA.117.08314
https://doi.org/10.1161/HYPERTENSIONAHA.117.08314
https://doi.org/10.1016/j.devcel.2017.07.010
https://doi.org/10.1093/hmg/ddw096
https://doi.org/10.1093/hmg/ddt241
https://doi.org/10.1093/hmg/ddt241
https://doi.org/10.1016/s0022-3476(75)80580-4
https://doi.org/10.1016/s0022-3476(75)80580-4
https://doi.org/10.2215/CJN.03320410
https://doi.org/10.2174/138920211795860134
https://doi.org/10.2174/138920211795860134
https://doi.org/10.1101/cshperspect.a028076
https://doi.org/10.1242/dev.057646
https://doi.org/10.1016/j.stem.2016.05.022
https://doi.org/10.1038/s41420-022-01272-2
https://doi.org/10.1038/nature22403
https://doi.org/10.1093/nar/gkz365
https://doi.org/10.1038/ncb2259
https://doi.org/10.1038/ncb2259
https://doi.org/10.1016/j.cjca.2018.01.010
https://doi.org/10.1093/hmg/ddp167
https://doi.org/10.1093/hmg/ddp167
https://doi.org/10.1016/j.devcel.2008.11.001
https://doi.org/10.1016/j.stem.2019.06.009
https://doi.org/10.1016/j.stem.2019.06.009
https://doi.org/10.1016/j.cmet.2012.08.005
https://doi.org/10.1073/pnas.0812518106
https://doi.org/10.1053/j.ajkd.2020.08.012
https://doi.org/10.1038/nbt.3392
https://doi.org/10.1038/nbt.3392
https://doi.org/10.1038/nmeth.1580
https://doi.org/10.1073/pnas.0402354101
https://doi.org/10.1016/j.cell.2007.03.053
https://doi.org/10.1371/journal.pone.0195005
https://doi.org/10.1007/s00232-001-0075-4
https://doi.org/10.1007/s00232-001-0075-4
https://doi.org/10.4103/0301-4738.194328
https://doi.org/10.1172/JCI32357
https://doi.org/10.1038/nprot.2013.143
https://doi.org/10.1038/nrm.2017.60
https://doi.org/10.1111/j.1600-0420.1996.tb00385.x
https://doi.org/10.1126/science.1139740
https://doi.org/10.1038/jhg.2015.162
https://doi.org/10.1038/jhg.2015.162
https://doi.org/10.1073/pnas.0910268107
https://doi.org/10.1073/pnas.0910268107
https://doi.org/10.1371/journal.pgen.1002358
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org
https://doi.org/10.3389/fcell.2023.1163825


Simons, M., Gloy, J., Ganner, A., Bullerkotte, A., Bashkurov, M., Kronig, C., et al.
(2005). Inversin, the gene product mutated in nephronophthisis type II, functions as a
molecular switch between Wnt signaling pathways. Nat. Genet. 37, 537–543. doi:10.
1038/ng1552

Stark, K., Vainio, S., Vassileva, G., and McMahon, A. P. (1994). Epithelial
transformation of metanephric mesenchyme in the developing kidney regulated by
Wnt-4. Nature 372, 679–683. doi:10.1038/372679a0

Swiderski, R. E., Nishimura, D. Y., Mullins, R. F., Olvera, M. A., Ross, J. L., Huang, J.,
et al. (2007). Gene expression analysis of photoreceptor cell loss in bbs4-knockout mice
reveals an early stress gene response and photoreceptor cell damage. Invest. Ophthalmol.
Vis. Sci. 48, 3329–3340. doi:10.1167/iovs.06-1477

Taguchi, A., and Nishinakamura, R. (2017). Higher-order kidney organogenesis from
pluripotent stem cells. Cell Stem Cell 21, 730–746. doi:10.1016/j.stem.2017.10.011

Takasato, M., Er, P. X., Chiu, H. S., and Little, M. H. (2016). Generation of kidney organoids
from human pluripotent stem cells. Nat. Protoc. 11, 1681–1692. doi:10.1038/nprot.2016.098

Takasato, M., Er, P. X., Chiu, H. S., Maier, B., Baillie, G. J., Ferguson, C., et al. (2015).
Kidney organoids from human iPS cells contain multiple lineages and model human
nephrogenesis. Nature 526, 564–568. doi:10.1038/nature15695

van den Berg, C. W., Ritsma, L., Avramut, M. C., Wiersma, L. E., van den Berg, B. M.,
Leuning, D. G., et al. (2018). Renal subcapsular transplantation of PSC-derived kidney
organoids induces neo-vasculogenesis and significant glomerular and tubular
maturation in vivo. Stem Cell Rep. 10, 751–765. doi:10.1016/j.stemcr.2018.01.041

Vickers, A., Tewary, M., Laddach, A., Poletti, M., Salameti, V., Fraternali, F., et al.
(2021). Plating human iPSC lines on micropatterned substrates reveals role for
ITGB1 nsSNV in endoderm formation. Stem Cell Rep. 16, 2628–2641. doi:10.1016/j.
stemcr.2021.09.017

Vigilante, A., Laddach, A., Moens, N., Meleckyte, R., Leha, A., Ghahramani, A., et al.
(2019). Identifying extrinsic versus intrinsic drivers of variation in cell behavior in
human iPSC lines from healthy donors. Cell Rep. 26, 2078–2087. doi:10.1016/j.celrep.
2019.01.094

Wang, W., Lin, C., Lu, D., Ning, Z., Cox, T., Melvin, D., et al. (2008). Chromosomal
transposition of PiggyBac in mouse embryonic stem cells. Proc. Natl. Acad. Sci. U. S. A.
105, 9290–9295. doi:10.1073/pnas.0801017105

Webber, W. A., and Lee, J. (1975). Fine structure of mammalian renal cilia. Anat. Rec.
182, 339–343. doi:10.1002/ar.1091820307

Wörsdörfer, P., and Ergün, S. (2021). The impact of oxygen availability and
multilineage communication on organoid maturation. Antioxid. Redox Signal 35,
217–233. doi:10.1089/ars.2020.8195

Xia, Y., Nivet, E., Sancho-Martinez, I., Gallegos, T., Suzuki, K., Okamura, D.,
et al. (2013). Directed differentiation of human pluripotent cells to ureteric bud
kidney progenitor-like cells. Nat. Cell Biol. 15, 1507–1515. doi:10.1038/
ncb2872

Yang, C., Kaushal, V., Shah, S. V., and Kaushal, G. P. (2008). Autophagy is associated
with apoptosis in cisplatin injury to renal tubular epithelial cells. Am. J. Physiol. Ren.
Physiol. 294, F777–F787. doi:10.1152/ajprenal.00590.2007

Zhang, Q., Seo, S., Bugge, K., Stone, E. M., and Sheffield, V. C. (2012a). BBS proteins
interact genetically with the IFT pathway to influence SHH-related phenotypes. Hum.
Mol. Genet. 21, 1945–1953. doi:10.1093/hmg/dds004

Zhang, Q., Yu, D., Seo, S., Stone, E. M., and Sheffield, V. C. (2012b). Intrinsic protein-
protein interaction-mediated and chaperonin-assisted sequential assembly of stable
bardet-biedl syndrome protein complex, the BBSome. J. Biol. Chem. 287, 20625–20635.
doi:10.1074/jbc.M112.341487

Frontiers in Cell and Developmental Biology frontiersin.org15

Williams et al. 10.3389/fcell.2023.1163825

https://doi.org/10.1038/ng1552
https://doi.org/10.1038/ng1552
https://doi.org/10.1038/372679a0
https://doi.org/10.1167/iovs.06-1477
https://doi.org/10.1016/j.stem.2017.10.011
https://doi.org/10.1038/nprot.2016.098
https://doi.org/10.1038/nature15695
https://doi.org/10.1016/j.stemcr.2018.01.041
https://doi.org/10.1016/j.stemcr.2021.09.017
https://doi.org/10.1016/j.stemcr.2021.09.017
https://doi.org/10.1016/j.celrep.2019.01.094
https://doi.org/10.1016/j.celrep.2019.01.094
https://doi.org/10.1073/pnas.0801017105
https://doi.org/10.1002/ar.1091820307
https://doi.org/10.1089/ars.2020.8195
https://doi.org/10.1038/ncb2872
https://doi.org/10.1038/ncb2872
https://doi.org/10.1152/ajprenal.00590.2007
https://doi.org/10.1093/hmg/dds004
https://doi.org/10.1074/jbc.M112.341487
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org
https://doi.org/10.3389/fcell.2023.1163825

	Modelling renal defects in Bardet-Biedl syndrome patients using human iPS cells
	Introduction
	Results
	Phenotypic analysis of kidney progenitor cells
	Validation of kidney organoid formation by cells from healthy donors
	Generation of kidney organoids by BBS10 mutant iPSC lines
	BBS10 mutations impact cilia formation
	BBS10 kidney organoids undergo spontaneous degeneration
	Confirmation of the BBS10 mutant phenotype

	Discussion
	Experimental procedures
	Cell culture
	Ethics
	Generating the piggyBac-BBS10 line
	Generating the BBS10 knockout line
	Differentiation methods
	Cilia quantification
	Immunostaining
	Cryosectioning
	Imaging and analysis
	Electron microscopy
	Western blotting
	Q-PCR

	Statistics
	Data availability statement
	Author contributions
	Funding
	Acknowledgments
	Conflict of interest
	Publisher’s note
	Author disclaimer
	Supplementary material
	References


