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elLife Assessment

This study presents valuable findings regarding the basic molecular pathways leading to the cysto-
genesis of Autosomal Dominant Polycystic Kidney Disease, suggesting BICC1 functions as both a
minor causative gene for PKD and a modifier of PKD severity. Solid data were supplied to show the
functional and structural interactions between BICC1, PC1 and PC2, respectively. The characteriza-
tion of such interactions remains to be developed further, which renders the specific relevance of
these findings for the etiology of relevant diseases unclear.

Abstract Autosomal-dominant polycystic kidney disease (ADPKD) is primarily of adult-onset
and caused by pathogenic variants in PKD1 or PKD2. Yet, disease expression is highly variable and
includes very early-onset PKD presentations in utero or infancy. In animal models, the RNA-binding
molecule Bicc1 has been shown to play a crucial role in the pathogenesis of PKD. To study the inter-
action between BICC1, PKD1, and PKD2, we combined biochemical approaches, knockout studies
in mice and Xenopus, genetic engineered human kidney cells carrying BICC1 variants, as well as
genetic studies in a large ADPKD cohort. We first demonstrated that BICC1 physically binds to the
proteins Polycystin-1 and -2 encoded by PKD1 and PKD2 via distinct protein domains. Furthermore,
PKD was aggravated in loss-of-function studies in Xenopus and mouse models, resulting in more
severe disease when BiccT was depleted in conjunction with Pkd1 or Pkd2. Finally, in a large human
patient cohort, we identified a sibling pair with a homozygous BICC1 variant and patients with very
early onset PKD (VEO-PKD) that exhibited compound heterozygosity of BICC1 in conjunction with
PKD1 and PKD2 variants. Genome editing demonstrated that these BICC1 variants were hypo-
morphic in nature and impacted disease-relevant signaling pathways. These findings support the
hypothesis that BICC1 cooperates functionally with PKD1 and PKD2, and that BICC1 variants may
aggravate PKD severity, highlighting RNA metabolism as an important new concept for disease
modification in ADPKD.
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Introduction
Autosomal-dominant polycystic kidney disease (ADPKD) is the most frequent life-threatening genetic
disease and one of the most common Mendelian human disorders with an estimated prevalence of
1/400-1000 (Harris and Torres, 2009; Ong et al., 2015). This equates to around 12.5 million affected
individuals worldwide. About 5-10% of all patients requiring renal replacement therapy are affected
by ADPKD. The majority of ADPKD patients carry a pathogenic germline variant in the PKD1 or PKD2
gene and present with the disease in adulthood (Ong et al., 2015; Torres et al., 2007, Bergmann
et al., 2018). However, occasionally, ADPKD can manifest in infancy or early childhood (<2 years, very-
early onset ADPKD [VEO-ADPKD]), and in late childhood or early teenage years (2-16 years, early-
onset ADPKD [EO-ADPKD)) (Bergmann and Zerres, 2007, Ogborn, 1994). VEO patients and fetuses
often present with a Potter sequence and significant peri- or neonatal demise, which can be clinically
indistinguishable from a typical autosomal-recessive polycystic kidney disease (ARPKD) presentation
caused by PKHD1 mutations (Rossetti et al., 2009; Vujic et al., 2010). However, in contrast to VEO/
EO-ADPKD, ARPKD kidneys invariably manifest as fusiform dilations of renal collecting ducts and
distal tubules that usually remain in contact with the urinary system (Bergmann et al., 2018). Co-in-
heritance of an inactivating PKD1 or PKD2 mutation with an incompletely penetrant minor PKD allele
in trans provides a likely explanation for VEO-ADPKD (Bergmann, 2015). In fact, we recently reported
that the majority (70%) of VEO-ADPKD cases in an international diagnostic cohort had biallelic PKD1
variants (i.e., a pathogenic variant in trans with a hypomorphic, low penetrance variant), while cases of
biallelic PKD2 and digenic PKD1/PKD2 were rather rare (Durkie et al., 2021) in line with the dosage
theory for PKD (Ong and Harris, 2015). Several other genes, including GANAB, DNAJB11, ALGS,
ALG?9, and IFT140, have been associated with a dominant, but late-onset atypical adult presentation
and sometimes incomplete penetrance (Bergmann et al., 2018; Senum et al., 2022; Besse et al.,
2019; Cornec-Le Gall et al., 2018; Porath et al., 2016). However, not all VEO/EO-ADPKD patients
can be explained by monogenic inheritance, suggesting digenic or oligogenic inheritance causes.
Previous data from mouse, Xenopus, and zebrafish suggest a crucial role for the RNA-binding
protein Bicc1 in the pathogenesis of PKD, although BICC1 mutations in human PKD have not been
previously reported (Nauta et al., 1993; Flaherty et al., 1995; Cogswell et al., 2003; Maisonneuve
et al., 2009; Bouvrette et al., 2010; Tran et al., 2007; Tran et al., 2010; Kraus et al., 2012, Fu et al.,
2010; Gamberi et al., 2017). BICC1 encodes an evolutionarily conserved protein that is characterized
by 3 K-homology (KH) and 2 KH-like (KHL) RNA-binding domains at the N-terminus and a SAM domain
at the C-terminus, which are separated by a disordered intervening sequence (IVS) (Dowdle et al.,
2022; Wessely et al., 2001; Wessely and De Robertis, 2000; Mahone et al., 1995; Rothé et al.,
2023; Gamberi and Lasko, 2012). The protein localizes to cytoplasmic foci involved in RNA metabo-
lism and has been shown to regulate the expression of several genes such as Pkd2, Adcydé, and Pkia
in the kidney (Tran et al., 2010; Piazzon et al., 2012). We now present data providing a mechanistic
model linking BICC1 with the three major cystic proteins. We show that BICC1 physically interacts
with the PKD1 (PC1) and the PKD2 (PC2) proteins in human kidney cells. We also demonstrate that
Pkd1 and Pkd2 modify the cystic phenotype in Bicc1 mice in a dose-dependent manner and that Bicc1
functionally interacts with Pkd1, Pkd2, and Pkhd1 in the pronephros of Xenopus embryos. Finally, this
interaction is supported by human patient data where BICC1 alone or in conjunction with PKD1 or
PKD2 is involved in VEO-PKD.

Results
Interaction of BICC1 with PC1 and PC2

Loss of Pkd1 has been associated with lower Bicc1 expression in a murine model (Lian et al., 2014).
Furthermore, Bicc1 has been shown to regulate Pkd2 expression in cellular and animal models (Tran
et al., 2010; Lemaire et al., 2015; Mesner et al., 2014). However, whether this is due to direct
protein-protein interactions between BICC1, PKD1 (PC1), and PKD2 protein (PC2) has not been inves-
tigated. In pilot experiments, BICC1 was detected by mass spectrometry in a pulldown assay from
cells stably expressing a Polycystin-1 PLAT domain (Polycystin-1, Lipoxygenase, Alpha-Toxin)-YFP
fusion (Xu et al., 2016). The direct binding between the PC1-PLAT domain and mBicc1 was confirmed
using in vitro binding assays, but we also detected binding to the PC1 C-terminus (CT1) (Figure 1—
figure supplement 1a, c, d).
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Figure 1. mBicc1 forms a complex with Polycystin-1 and Polycystin-2. Full-length and deletion myc-tagged constructs of mBicc1 were co-expressed
with either full-length HA-tagged PC1 or PC2 in HEK-293 cells and tested for their ability to interact by co-IP. (a) Schematic diagram of the constructs
used in this experiment. (b) Western blot analysis following co-IP experiments, using GST tagged constructs as bait, identified protein interactions
between PC1 or PC2 domains and mBiccl. pcDNA3 was included as a negative control. CT = C-terminus, NT = N-terminus, GST = glutathione S-
Transferase. Co-IP experiments (n=3) were quantified in (e). (c) Western blot showing expression of recombinant myc-tagged mBicc1 generated by in
vitro translation or myc-tagged mBicc1 transfected in HEK-293 cells. (d) Western blot analysis following in vitro pulldown experiments, using purified
GST tagged constructs as bait, identified direct protein interactions between PC1 or PC2 domains and in vitro translated myc-Bicc1. In vitro binding
experiments (n=3) were quantified in (f). (g) Western blot analysis following co-IP experiments, using a rabbit PC1 antibody (2b7) as bait, identified
protein interactions between endogenous PC1 and BICC1 in UCL93 cells. A non-immune rabbit IgG antibody or no antibody was included as a negative
control; * denotes a non-specific IgG band which is not present in the no antibody control lane. (h) Western blot analysis following co-IP experiments,
using an anti-BICC1 or anti-PC2 antibody as bait, identified protein interactions between endogenous PC2 and BICC1 in UCL93 cells. Non-immune goat
and mouse |gG was included as a negative control.

The online version of this article includes the following source data and figure supplement(s) for figure 1:

Source data 1. Original western blots for Figure 1, indicating the relevant bands.

Source data 2. Original files for western blot displayed in Figure 1.

Figure supplement 1. In vitro binding assays showing direct binding between Bicc1, PC1-PLAT, and PC1-CT1, but not PC2-CT2.

Figure supplement 1—source data 1. Original western blots for Figure 1—figure supplement 1, indicating the relevant bands.

Figure supplement 1—source data 2. Original files for western blot displayed in Figure 1—figure supplement 1.

Utilizing recombinant GST-tagged domains of PC1 and PC2, we demonstrated that mBicc1 binds
to both proteins in GST-pulldown assays (Figure 1a and b). In the case of PC1, myc-mBicc1 strongly
interacted with its C-terminus (GST-CT1), but its interaction was abolished by a PC1-R4227X trun-
cation mutation (GST-CT1-R4227X) (Figure 1b and c). In the case of PC2, myc-mBicc1 associated
with both recombinant GST N-terminal (GST-NT2) and C-terminal (GST-CT2) fusions. To investigate
whether binding was direct or indirect, we performed in vitro binding assays using in vitro translated
myc-mBicc1 and recombinant PC1 and PC2 domains. GST-pulldowns confirmed a direct interaction
between myc-mBicc1 and GST-CT1 but not GST-CT1-R4227X (Figure 1d and e). Similarly, myc-mBicc1
interacted directly with GST-NT2. While binding was stronger with the distal sequence (NT2 aa101-
223), both N-terminal fragments contributed to the overall binding to mBicc1 (Figure 1d and f).
Interestingly, no direct interaction between mBicc1 and GST-CT2 was detected (Figure 1—figure
supplement 1b), suggesting that the observed in vivo interaction with mBicc1 is indirect. Finally,
immunoprecipitation using lysates from human kidney epithelial cells (UCL93) to assay endogenous,
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Figure 2. Interactions between mBicc1 and Polycystin1/2 require different binding motifs. Full-length and deletion myc-tagged constructs of mBicc1
were co-expressed with either full-length HA-tagged PC1 or PC2 in HEK-293 cells and tested for their ability to interact by co-IP. (a) Schematic diagram
of the constructs used in this set of experiments with the amino acid positions of full-length mBicc1 or the different deletions indicated. (b, ¢) Western
blot analysis following co-IP experiments, using a PC1-HA-tagged construct as bait, identified protein interactions between PC1 and mBicc1 domains.
pcDNA3 was included as a negative control (b). co-IP experiments (n=3) were quantified in (c). (d, ) Western blot analysis following co-IP experiments,
using a PC2-HA tagged construct as bait, identified protein interactions between PC2 and mBicc1 domains (d). pcDNA3 was included as a negative
control. Quantification of the co-IP experiments (n=3) is shown in (e). (f, g) Western blot analysis following co-IP experiments, using a PC1-HA-tagged
construct as bait. The interaction between PC1 and PC2 was not altered in the presence of either full-length mBicc1 or its deletion domains. pcDNA3
was included as a negative control. Asterix represents non-specific interaction with mouse IgG. (f). co-IP experiments (n=3) were quantified in (g). One-
way ANOVA comparisons were performed to assess significance, and p values are indicated. Error bars represent standard error of the mean.

The online version of this article includes the following source data for figure 2:

Source data 1. Original western blots for Figure 2, indicating the relevant bands.

Source data 2. Original files for western blot displayed in Figure 2.

non-overexpressed proteins showed that PC1, PC2, and BICC1 form protein complexes in vivo
(Figure 1g and h).

Different interaction motifs for the binding of mBicc1 to the
Polycystins
To define the PC1/PC2 interaction domain(s) in mBicc1, we generated deletion constructs lacking
the SAM domain (myc-mBicc1-ASAM, aa1-815) or the KH/KHL domains (myc-mBicc1-AKH, aa352-
977) (Figure 2a) and studied them by co-IP. Full-length PC1 co-immunoprecipitated with full-length
myc-mBicc1 (Figure 2b and c). Deleting the SAM domain did not significantly reduce the associa-
tion to PC1 (~55%, p=0.79) compared to full-length myc-mBicc1. However, an eightfold stronger
interaction was observed between full-length PC1 and myc-mBicc1-AKH compared to myc-mBicc1
or myc-mBicc1-ASAM. These results suggested that the interaction between PC1 and mBicc1 may
involve the SAM but not the KH/KHL domains (nor the first 132 amino acids of mBicc1). Potentially,
the N-terminus (aa1-351) could have an inhibitory effect on PC1-mBicc1 association.

Similar experiments were performed to define the mBicc1 interacting domains for PC2 (Figure 2d
and e). Full-length PC2 (PC2-HA) interacted with full-length myc-mBicc1. Unlike PC1, PC2 interacted
with myc-mBicc1-ASAM, but not myc-mBicc1-AKH, suggesting that PC2 binding is dependent on the
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Figure 3. Cooperativity of Biccl and PKD genes in Xenopus. (a—d) mRNA expression of Pkd1, Pkhd1, Pkd2, and Bicc1 in the Xenopus pronephros

at stage 39. (e-i") Knockdown of Bicc1 (f—f"), Pkd1 (g-g"), Pkd2 (h-h"), and Pkhd1 (i-i") by antisense morpholino oligomers (MOs) results in a PKD
phenotype compared to uninjected control Xenopus embryos (e—e"). The phenotype is characterized by the formation of edema due to kidney
dysfunction (e, f, g, h, i; stage 43), the development of dilated renal tubules (', f', g*, h’, i’; stage 43), and the loss of NbcT in the late distal tubule

by whole mount in situ hybridizations (arrowheads in ", f, g”, h", i”; stage 39). (j, k) To examine cooperativity, Xenopus embryos were injected with
suboptimal amounts of the MOs, either alone or in combination, and analyzed for edema formation at stage 43 (j) and the expression of Nbc1 at stage
39 (k) with gray bars showing reduced and black bars showing absent Nbc1 expression in the late distal tubule. Data are the accumulation of multiple
independent fertilizations with the number of embryos analyzed indicated above each condition.

The online version of this article includes the following figure supplement(s) for figure 3:

Figure supplement 1. Validation of Xenopus knockdowns and BICC1 knockout.

N-terminal domains (aa1-351) but not the SAM domain or distal C-terminus (aa816-977). Co-expres-
sion of mBicc1 deletion constructs lacking the SAM domain (myc-mBicc1-ASAM) or the KH domains
(myc-mBicc1-AKH), however, had no effect on the interaction of PC1 with PC2 in co-immunoprecipita-
tion assays (Figure 2f and g), suggesting that these interactions are not mutually exclusive.

Cooperativity of BICC1 with other PKD genes

Since our biochemical analysis indicated a direct interaction between BICC1, PC1, and PC2, we
wondered whether this is biologically relevant. If this were the case, BICC1 should cooperate with
other PKD genes, and reducing BICC1 activity in conjunction with reducing either PKD1 or PKD2
activity should still cause a cystic phenotype. We first addressed this question in the Xenopus system
(Figure 3), which is an easily manipulatable model to study PKD. The PKD phenotype in frogs is
characterized by dilated kidney tubules, the loss of the expression of the sodium bicarbonate cotrans-
porter 1 (Nbc1) in the distal tubule, and the emergence of body-wide edema as a sign of a malfunc-
tioning kidney (Tran et al., 2007; Tran et al., 2010; Xu et al., 2016; Naert et al., 2021). Knockdown
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of Bicc1, Pkd1, Pkd2, or the ARPKD protein Pkhd1 caused a PKD phenotype (Figure 3e-i” and
Figure 3—figure supplement 1a). The latter, Pkhd1, was included to assay not only ADPKD but also
ARPKD, which is generally thought to disturb the same cellular mechanisms. To test whether xBicc1
cooperated with the PKD genes, we then performed combined knockdowns. We titrated each of
the four MOs to a concentration that on its own resulted in little phenotypic changes upon injec-
tion into Xenopus embryos (Figure 3], k, Figure 3—figure supplement 1b). However, combining
Bicc1-MO1+2 with Pkd1-sMO, Pkd2-MO, or Pkhd1-sMO at suboptimal concentrations resulted in the
re-emergence of a strong PKD phenotype. While injections with individual MOs developed edema
in about 10% of the embryos, co-injections caused edema formation in almost 100% of the embryos
(Figure 3j, last three columns). A similar result was seen for the expression of Nbc1 in the late distal
tubule, where individual MO injections showed some changes in gene expression, but double MO
injections had a highly synergistic effect resulting in a near complete loss of Nbc1 (Figure 3k).

We next investigated whether a similar cooperation between Bicc1 and Pkd1 or Pkd2 can be
observed in genetic mouse models. We initially focused on Bicc1 and Pkd2. Both BiccT and Pkd2
knockout mice develop cystic kidneys as early as E15.5 (Tran et al., 2010; Wu et al., 2000). As this is
the earliest time point cystic kidneys can be observed, crossing those strains did not allow us to assess
cooperativity (data not shown). Moreover, like in the case of compound Pkd1/Pkd2 mutants (Wu
et al., 2002), kidneys from Bicc1*:Pkd2" not exhibit cysts (data not shown). Thus, we instead used
mice carrying the Bicc1 hypomorphic allele Bpk, which develop a cystic kidney phenotype postnatally
(Cogswell et al., 2003; Nauta et al., 1993). To assess cooperativity, we removed one copy of Pkd2 in
the Bpk mice. Comparing the kidneys of Bicc18°¥5°k:Pkd 2" to those of Bicc1%°¥EP*:Pkd2** at postnatal
day P14 revealed that the compound mutant kidneys were larger and more translucent (Figure 4a)
and the kidney/body weight ratios (KW/BW) were significantly increased (Figure 4b). Moreover,
analyzing survival, the compound mutants showed a trend towards an earlier demise (Supplementary
file 1a). We did not detect sex differences in the phenotype (Figure 4—figure supplement 1c). Yet,
the reduction in Pkd2 gene dose affected the progression of the disease, but not its onset. Performing
the same analysis at postnatal day P4 did not show any differences (Figure 4c).

Next, we performed a similar mouse study for Pkd1 using the Pkd17:Pkhd1-Cre line as previously
described (Williams et al., 2014) (in the following referred to as Pkd1%). This mouse line eliminates
Pkd1 postnatally in the collecting ducts. Similar to the Bicc1/Pkd2 scenario, when removing one copy
of Pkd1 in the collecting ducts, the Bicc18¥EPk:Pkd1*/“P- appeared larger when comparing kidneys
from littermates (Figure 4d) and littermates exhibited statistically significant differences in KW/BW
ratio (Figure 4e). Yet, the phenotype was rather subtle, and aggregating all the data did not show
differences in KW/BW ratios between Bicc15°¥Ek:Pkd1** and Bicc18°<EPk:Pkd1+/“P- mice (Figure 4—
figure supplement 1d). Thus, to further corroborate the genetic interaction, we determined the cystic
index for proximal tubules and collecting ducts using LTA and DBA staining, respectively. This showed
an increase in collecting duct cysts upon removal of one copy of Pkd1 (Figure 4g). Like in the case of
Pkd2, the phenotype seems to be correlated with cyst expansion and not the onset, as there was no
difference at postnatal day P7 (Figure 4f) and we did not detect increased mortality in the compound
mutants (Supplementary file 1b). It is noteworthy that neither the Bicc1/Pkd2 nor the Bicc1/Pkd1
compound mutants showed an aggravated kidney function based on blood urea nitrogen (BUN) levels
(Figure 4—figure supplement 1a, b, e), likely due to the aggressive nature of the Bicc15°“%° pheno-
type. Of note, due to the different genetic approaches using a Pkd2 null allele and a conditional Pkd1
allele, the outcomes of the two crosses cannot be directly compared. Yet, these in vivo data support
our biochemical interaction data and demonstrate that Bicc1 cooperates with Pkd1 and Pkd2.

Finally, to better understand how Bicc1 would exert such a phenotype, we analyzed the expres-
sion of the PKD genes in the Bicc15°“®? mice. We have previously demonstrated that Pkd2 levels
are reduced in a complete Bicc1 null mice (Tran et al., 2010). Performing qRT-PCR of kidneys from
wildtype and Bicc 18P¥E°% at P4 (i.e. before the onset of a strong cystic phenotype) revealed that BiccT,
Pkd1, and Pkd2 were statistically significantly down-regulated (Figure 4h-j). The effect on Pkd2 mRNA
was confirmed by protein analysis for PC2 (Figure 4k, Figure 4—figure supplement 1f).
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Figure 4. Cooperativity of BiccT and PkdT and Pkd2 in mouse. (a—c) Bicc1 and Pkd2 interact genetically. Offspring from Bicc1;Pkd2 compound mice at
postnatal day P4 and P14 are compared by outside kidney morphology at postnatal day P14 (a, scale bar is 2 mm), and kidney to body weight ratio (KW/
BW) at P14 (b) and P4 (c). (d-g) Bicc1 and Pkd1 interact genetically. BiccT,;Pkd1 compound mice are compared by outside kidney morphology at P14
showing a kidney from Bicc18°¥5°:Pkd1** and a Bicc15°¥5k:Pkd1+/P" littermate (d, scale bar is 2 mm, as no wildtype littermate was present in the litter,
no wildtype kidney is shown), estimation plot of KW/BW ratio comparing littermates at P14 with a p-value=0.092 (e), and cystic index, that is, percent of
proximal tubules (PT) and collecting ducts (CD) cysts in respect to the total kidney area at P7 (f) and P14 (g). Two-sided paired t-tests were performed to
assess significance, and the p-values are indicated; error bars represent standard deviation. (h-k) gRT-PCR analysis for Bicc1, Pkd1, and Pkd2 expression
(h—j) and quantification of the PC2 expression levels by western blot (k) in kidneys at P4 before the onset of a strong cystic kidney phenotype. Data
were analyzed by t-test, and the p-values are indicated. Please note that the y-axes of the different panels are intentionally different to best visualize the
changes between the groups analyzed.

The online version of this article includes the following source data and figure supplement(s) for figure 4:

Figure supplement 1. Kidney parameters of Bicc1:Pkd2 and Bicc1:Pkd1 compound mutants.

Figure supplement 1—source data 1. Original western blots for Figure 4—figure supplement 1, indicating the relevant bands.

Figure supplement 1—source data 2. Original western blots for Figure 4—figure supplement 1, indicating the relevant bands.
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BICC1 variants in patients with early and severe Polycystic Kidney
Disease

To evaluate whether these interactions are relevant for human PKD, we analyzed an international
cohort of 2914 PKD patients by massive parallel sequencing (MPS) (Devane et al., 2022; Lu et al.,
2017) focusing on VEO-ADPKD patients with the hypothesis that BICC1 variants may lead to a more
severe and earlier PKD phenotype. While variants in BICC1 are very rare, we could identify two patients
with BICCT variants harboring an additional PKD2 or PKD1 variant in trans, respectively. Moreover,
besides the variants reported below, the patients had no other variants in any of the other PKD genes
or genes which phenocopy PKD including PKD1, PKD2, PKHD1, HNF13, GANAB, IFT140, DZIP1L,
CYS1, DNAJB11, ALG5, ALGS8, ALG9, LRP5, NEK8, OFD1, or PMM2. The first patient was severely
and prenatally affected, demonstrating a Potter sequence with huge echogenic kidneys and oligo-/
anhydramnios. Autopsy confirmed VEO-ADPKD with absence of ductal plate malformation invariably
seen in ARPKD. The fetus carried the BICCT variant (c.2462G>A, p.Gly821Glu) inherited from his
father, who presented with two small renal cysts in one of his kidneys, and a PKD2 variant (c.1894T>C,
p.Cys632Arg) that arose de novo (Figure 5a). Individual in silico predictions (SIFT, Polyphen2, CADD,
Eigen-PC, FATHMM, GERP++RS, and EVE), meta scores (REVEL, MetaSVM, and MetalR) and other
protein function predictions (PrimateAl, ESM1b, and ProtVar) indicate that this PKD2 missense variant
is likely pathogenic (Supplementary file 1c). Moreover, structural analysis suggests that the hydro-
philic substitution may interfere with the Helix S5 pore domain of PKD2 and change its ion channel
function (Figure 5b and c). Finally, PKD2 p.Cys632Arg has been previously reported as part of a PKD2
pedigree and implicated as a critical determinant for Polycystin-2 function (Magistroni et al., 2003;
Feng et al., 2011). On the other hand, the BICC1 p.Gly821Glu variant is located in an intrinsically
disordered domain of BICC1 between the KH and the SAM domains (Figure 6). To address whether
the variant is hypomorphic, we used CRISPR-Cas9-mediated gene editing to generate HEK293T cells
lacking BICC1 or harboring the p.Gly821Glu mutation (BICC1-G821E). These cells were analyzed for
their impact on the translation of PKD2, a well-established target of Bicc1 (Tran et al., 2010). As
shown in Figure 5d and e, PC2 protein levels were strongly reduced in two independent HEK293T
BICC1-G821E cells when compared to unedited HEK293T cells. Most notably, the PC2 levels were
comparable to the levels found in HEK293T carrying a BICC1 null allele (HEK293T BICC1-KO)
(Figure 3—figure supplement 1c, d). Based on these data, we hypothesize that the major disease
effect results from the pathogenic PKD2 variant but is aggravated by the BICC1 variant.

The second patient presented perinatally with massively enlarged hyperechogenic kidneys, while
the parents, both in their thirties, and the remaining family members were reported to be healthy
(Figure 5f-h). He carried a paternal canonic BICC1 splicing variant (c.1179+1G>T), which is likely patho-
genic as the protein is truncated after exon 10, and a novel heterozygous PKD1 variant (c.11942C>T,
p.Ala3981Val) which has not been previously reported (Figure 5f). While the PKD1 variant appears
minor in its amino acid change (i.e., Ala to Val), in silico analyses using individual predictions (SIFT,
Polyphen2, CADD and EVE), Meta scores (REVEL) and other protein function predictions (PrimateAl
and ESM1b) indicate that the missense variant is likely pathogenic (Supplementary file 1c). Structural
analyses suggest that although the Ala3981Val variant does not destabilize the Helix structure, its
contact with the TOP domain could interfere with domain flexibility and PC1 complex assembly.

A sibling pair of PKD patients with a homozygous BICC1 variant

The most insightful finding for a critical role for BICC1 in human PKD was the discovery of a homozy-
gous BICC1 variant in a consanguineous Arab multiplex pedigree, two siblings, a boy and a girl, diag-
nosed with VEO-ADPKD (Figure 6a-e). The affected female presented at a few months of age with
kidney failure and enlarged polycystic kidneys that lacked corticomedullary differentiation. Histology
after bilateral nephrectomy showed polycystic kidneys more suggestive of ADPKD than ARPKD
without any dysplastic element (Figure 6c). Her younger brother exhibited enlarged hyperechogenic
polycystic kidneys antenatally by ultrasound (Figure 6b). In addition, during early infancy, arterial
hypertension and a Dandy-Walker malformation with a low-pressure communicating hydrocephalus
were noted (Figure 6d and e). By customized MPS, we identified the homozygous missense BICC1
variant (c.718T>C, p.Ser240Pro) (Figure 6a). This variant was absent from gnomAD and fully segre-
gated with the cystic phenotype present in this family. It results in a non-conservative change from
the aliphatic, polar-hydrophilic serine to the cyclic, apolar-hydrophobic proline located in the second
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Figure 5. [dentification of human BICCT variants. (a—c) BICC1 p.G821E/PKD2 p.C632R patient with pedigree and the electropherograms (a), the
structural analysis of the PKD2 showing the local structure around the cysteine at position 632 (indicated in red) and its putative impact in the variant
including the REVEL score (b) as well as its location within the global PC2 structure highlighting the potential of the variant impacting the PC2 ion
channel function (c). (d, e) Western blot analysis for PC2 comparing wildtype HEK293T, HEK293T BICC1 p.Gly821Glu (BICC1-G821E), HEK293T BICC1
p.Ser240Pro (BICC1-S240P) and HEK293T BICC1 knockout (BICC1-KO) cells and quantification thereof. y-Tubulin was used as loading control. (f-i) BICC1
c.1179+1G>T/PKD1 p.Ala3981Val patient with pedigree and the electropherograms (f), the ultrasound analysis of the left and right kidneys (g, h) and
the structural analysis of the PC1 showing the local structure around the alanine at position 3981 (indicated in red) and its putative impact in the variant

including the REVEL score (i).

The online version of this article includes the following source data for figure 5:

Source data 1. Original western blots for Figure 5, indicating the relevant bands.

Source data 2. Original files for western blot displayed in Figure 5.

beta sheet of the first KHL1 domain and very likely disrupts the beta sheet and thus the RNA-binding
activity of Bicc1 (Figure 6f and g and Supplementary file 1d). In the more severely affected younger
brother, we also detected an additional heterozygous PKD2 variant (c.1445T>G, p.Phe482Cys), which
results in a non-conservative change from phenylalanine to cysteine (Supplementary file 1c). It was
previously reported that this PC2 Phe482Cys variant exhibited altered kinetic PC2 channel proper-
ties, increased expression in IMCD cells, and a different subcellular distribution when compared to
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Figure 6. The homozygous BICC1 p.Ser240Pro variant is a hypomorphic cystic disease-causing variant. (a—e) Consanguineous multiplex pedigree

with two siblings affected by VEO-ADPKD identified the homozygous BICC1 missense variant ¢.718T>C (BICC1 p.Ser240Pro) absent from gnomAD

and other internal and public databases. Electropherogram is shown in (a). The affected girl presented at a few months of age with renal failure and
enlarged polycystic kidneys that lacked corticomedullary differentiation (c). Histology after bilateral nephrectomy showed polycystic kidneys more
suggestive of ADPKD than ARPKD without any dysplastic element. Her younger brother exhibited enlarged hyperechogenic polycystic kidneys
prenatally by ultrasound (b). In addition, in his early infancy, arterial hypertension and a Dandy-Walker malformation with a low-pressure communicating
hydrocephalus were noted (d, e). (f) Ribbon diagram and schematic diagram of BICC1 showing the KH, KHL, and SAM domains. The two BICC1 variants
identified in this study, BICC1 p.Ser240Pro (5S240P) and BICC1 p.Gly821Glu (G821E) are indicated in red. (g) Solid boxes correspond to local impacts of
p.Ser240Pro (p.S240P) on BICC1 structure, interactions are labeled as dashed lines (pseudobonds). GXXG motifs colored in magenta, representative
missense variant residues colored in red and residues adjacent to selected variant (<5 A) colored in tan. (h) Rescue experiments of Xenopus embryos
lacking BicC1 by co-injections with the wild type or mutant constructs. Embryos were scored for the re-expression of Nbc1 in the late distal tubule by
whole mount in situ hybridizations. Quantification of at least 3 independent experiments is shown. (i, j) HEK293T cells were transfected with Flag-tagged
constructs of wild type or mutant Bicc1 and the subcellular localization of Bicc1 was visualized (red). Nuclei were counterstained with DAPI (blue). (k)
Protein stability analysis using tetracycline-inducible HEK293T cells comparing the expression levels of Bicc1 and Bicc1-S240P 24 hours after removal

of tetracycline and addition of cycloheximide. y-Tubulin was used as loading control. The percentage of protein destabilization because of protein
synthesis inhibition by cycloheximide is indicated. (I) Western Blot analysis of wildtype HEK293T, cells lacking BICC1 (BICC1-KO) and isogenic cells with
the BICC1 p.Ser240Pro (BICC1-S240P) variant for PC2 expression. GAPDH was used as loading control. (m, n) Bar graph of the mRNA-seq transcriptomic
analysis comparing BICC1 wildtype, knockout, and S240P isogenic HEK293T cells showing the eight most significantly upregulated transcripts (based on
their Padj levels) in the BICC1 KO cells (m). For each gene, the normalized expression levels from each of the 6 samples (2 wildtype, KO, and 240 P each)
are shown. (n) GSEA plot showing the enrichment of the Hallmark Epithelial_Mesenchymal_Transition data set in the BICC1-KO cells vs. the BICC1-
S240P cells.

The online version of this article includes the following source data and figure supplement(s) for figure 6:
Source data 1. Original western blots for Figure 6, indicating the relevant bands.

Source data 2. Original files for western blot displayed in Figure 6.

Figure supplement 1. Transcriptomic analysis of BICCT wildtype, BICC1KO, and BICC1-5240P HEK293T cells.

wild-type PC2 (Dedoussis et al., 2008). These features suggested altered properties of this PC2
variant, yet its contribution to the case reported here remains untested.

Unfortunately, both siblings passed away, and besides DNA and the phenotypic analysis described
above, neither human tissue nor primary patient-derived cells could be collected. Thus, to validate
the pathogenicity of this point mutation, we turned to the amphibian model of PKD (Tran et al.,
2007, Tran et al., 2010). In Xenopus, knockdown of Bicc1 using antisense morpholino oligomers
(Bicc1-MO1+2) causes a PKD phenotype, which can be rescued by co-injection of synthetic mRNA
encoding Bicc1 (Tran et al., 2007). To test whether BICC1 p.Ser240Pro had lost its biological activity,
we introduced the same mutation into the Xenopus gene where the Ser is located at position 236 of
the Xenopus gene (in the following referred to as xBicC1*-S236P). Xenopus embryos were injected
with BiccT-MO1+2 at the two- to four-cell stage followed by a single injection of 2 ng wild type
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or xBicc1*-S236P mRNAs at the eight-cell stage. At stage 39 (when kidney development has been
completed) embryos were analyzed by whole mount in situ hybridization for the expression of Nbc1
in the late distal tubule of the pronephric kidney, one of the most reliable readouts for the amphibian
PKD phenotype (Tran et al., 2007). As shown in Figure 6h, wild-type BiccT mRNA restored expres-
sion of Nbc1 on the injected side in 63% of the embryos. However, xBicc1*-S236P did not have any
effect, and the embryos were indistinguishable from those injected with the Bicc1-MO1+2 alone. This
suggested that xBicc1*-S236P was functionally impaired. To address this hypothesis, we first assessed
the subcellular localization of Biccl to foci that are thought to be involved in mRNA processing
(Maisonneuve et al., 2009, Tran et al., 2010; Rothé et al., 2023; Stagner et al., 2009). Transfection
of Flag-tagged Bicc1 (xBicc1*-S236P-Flag) into HEK293T cells reproduced this pattern (Figure 6i).
Surprisingly, xBicc1*-S236P-Flag was no longer detected in these cytoplasmic foci but rather homog-
enously dispersed throughout the cytoplasm (Figure 6j). Western blot analysis demonstrated that
this was accompanied by a reduction in protein levels (Figure 6k). In vitro transcription/translation
detected no differences between the proteins, suggesting that the wildtype and xBicc1 S236P-Flag
are translated equivalently (data not shown). Yet, in an in vivo pulse-chase experiment, the mBicc1
p.Ser240Pro variant was less stable than its wildtype counterpart (Figure 6k). However, whether the
reduced protein level was due to an inherent instability of the mutant protein or a consequence of its
mislocalization remains to be resolved. Finally, as in the case of BICC1 p.Gly821Glu, we engineered
HEK293T cells to harbor the BICC1 p.Ser240Pro variant (BICC1-S240P). Western blot analysis demon-
strated a reduction in PC2 levels in the BICC1-S240P cells when compared to unedited cells and that
this reduction was comparable to PC2 levels in BICC1-KO cells (Figures 5d, e and 6l).

Finally, to determine to what extent the BICC1 p.Ser240Pro variant differs from a BICC1 loss of
function, we performed mRNA sequencing (NRNA-seq) of the genetically engineered HEK293T cells.
Differential gene expression analysis identified several genes that were differentially up- or down-
regulated in the BICC1-S240P and the BICC1-KO cells compared to their unedited counterpart
(Figure 6—figure supplement 1a and e). Approximately 24% and 18% of the differentially expressed
genes were shared between BICC1-S240P or the BICC1-KO cells, respectively (Figure 6—figure
supplement 1). Yet, a substantial number of genes were specific to either cell line. The BICC1-5240P-
enriched/depleted transcripts were generally also enriched/depleted in the BICC1-KO cells but did
not reach statistical significance (Figure 6—figure supplement 1). Conversely, many of the BICC1-KO
enriched transcripts were specifically enriched/depleted in the BICC1-KO cells and not in the BICC1-
S240P cells (Figure 6—figure supplement 1). This suggested that there are qualitative differences
between a null phenotype and the BICC1 p.Ser240Pro variant, supporting our hypothesis that BICC1
p.Ser240Pro acts as a hypomorph. Indeed, Gene Set Enrichment Analysis (GSEA) using the hallmark
gene sets and comparing BICC1-KO and BICC1-S240P cells revealed a statistically significant enrich-
ment for the Hallmark_Epithelial_Mesenchymal_Transition set (Figure 6n), a pathway previously impli-
cated in ADPKD (Kim et al., 2019; Formica and Peters, 2020).

Discussion

BICC1 has been extensively studied in multiple animal models, which have suggested a critical role
for BICC1 in several different developmental processes and in tissue homeostasis (Dowdle et al.,
2022). This study functionally implicates it to human disease in general and PKD in particular by iden-
tifying the homozygous BICC1 p.Ser240Pro variant, which was sufficient to cause a cystic phenotype
in a sibling pair of human PKD patients. It is noteworthy that another study identified heterozygous
BICC1 variants in two patients with mildly cystic dysplastic kidneys (Kraus et al., 2012). Yet, both
variants were also present in one of the unaffected parents. While such a situation is extremely rare
and does not significantly contribute to the mutational load in ADPKD or ARPKD, it demonstrated
that loss of BICC1 is sufficient to cause PKD in humans. In addition, variants in BICC1 and PKD1 and
PKD2 co-segregated in PKD patients from an International Clinical Diagnostic Cohort. While we have
not yet shown the impact of each variant when introduced in a compound heterozygous situation,
we postulate that PKD alleles in trans and/or de novo exert an aggravating effect and contribute to
polycystic kidney disease. A reduced dosage of PKD proteins would severely disturb the homeostasis
and network integrity, and by this correlates with disease severity in PKD. ADPKD is quite heteroge-
neous and — even within the same family — shows quite some phenotypic variation (Milutinovic et al.,
1992, Harris and Rossetti, 2010). It is thought that stochastic inputs, environmental factors, and
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genetics influence PKD (Harris and Rossetti, 2010). The demonstrated interaction of BICC1, PC1,
and PC2 now provides a molecular mechanism that can explain some of the phenotypic variability in
these families. Of note, while our mouse studies support cooperation between Bicc1, Pkd1, and Pkd2,
genetic proof for Bicc1 acting as a disease modifier, i.e. reduction of Bicc1 activity in a homozygous
Pkd1 or Pkd2 background in mice remains outstanding.

The second important aspect of this study is that BICC1 emerges as central in the regulation of
PKD1/PKD2 activity. Functional studies reported here and previously (Tran et al., 2010; Lemaire
et al., 2015; Mesner et al., 2014) demonstrate that Bicc1 regulates the expression of Pkd1 and Pkd2.
Moreover, we now show that mBicc1 and PC1/PC2 physically interact and that lowering the expres-
sion levels of both proteins is sufficient to cause a PKD phenotype in frogs. Finally, the reduction of
the gene dose for Pkd1 or Pkd2 in a hypomorphic mouse allele of Bicc1 results in a more severe cystic
kidney phenotype. These results in the kidney are paralleled and augmented in studies of left/right
patterning, where Pc2 can activate Bicc1 and where Bicc1 triggers critical aspects in establishing later-
ality (Maisonneuve et al., 2009; Rothé et al., 2023; Minegishi et al., 2021; Maerker et al., 2021).
Thus, it is tempting to speculate that BICC1/PC1/PC2 are components of a critical regulatory network
in maintaining epithelial homeostasis.

BICC1 has emerged as an important posttranscriptional regulator modifying gene expression
through modulating the effects of microRNAs (miRNAs), regulating mRNA polyadenylation and trans-
lational repression and activation (Tran et al., 2010; Dowdle et al., 2022; Piazzon et al., 2012,
Wang et al., 2002; Chicoine et al., 2007, Zhang et al., 2014; Zhang et al., 2013). While PKD2
is the most appealing target in respect to ADPKD (Tran et al., 2010), there are undoubted others
(e.g., adenylate cyclase-6) (Piazzon et al., 2012) that may be equally critical. Lastly, Bicc1 has been
implicated in the regulation of miRNAs such as those of the miR-17 family (Tran et al., 2010). This is
of particular interest as a connection between miR-17 activity and PKD is well-established (Chu and
Friedman, 2008; Patel et al., 2013; Pandey et al., 2008; Pandey et al., 2011; Patel et al., 2012;
Nagalakshmi et al., 2011; Yheskel et al., 2019). Both Pkd1 and Pkd2 mRNA are targeted by miR-17
(Lakhia et al., 2022), and an anti-miR-17 oligonucleotide is being developed as a PKD therapeutic
(Lee et al., 2019). While we have shown that mBicc1 and miR-17 targets Pkd2 mRNA (Tran et al.,
2010), a similar scenario for Pkd1 is possible, but not yet shown. Thus, a tempting hypothesis is that
the interaction between BICC1, PC1, PC2, and miRNAs - even though not examined in this study —
compartmentalizes BICC1's activity where BICC1 is post-transcriptionally inactive when complexed
to PC1/PC2 but modulates PKD1 and PKD2 translation when unbound. Such a regulatory complex
could be responsible for several of the aspects of human ADPKD. In the future, it would be interesting
to see how BICC1 and its posttranscriptional targets are integrated and together contribute towards
preventing kidney epithelial cells from developing a cystic phenotype.

Materials and methods

Additional

resource Designation Source or reference Identifiers information
Cell line HEK-293 ETCC and ATTC
(Homo sapiens)
Cell line UCL-93 Streets et al., 2003 PMID:12819240
(H. sapiens) Parker et al., 2007
PMID: 17396115
Antibody Anti-Polycystin-1 (7e12, mouse Santa Cruz Biotechnologies sc-130554, Used @ 1:5000
monoclonal) Ong et al., 1999 RRID:AB_ 2163355
PMID:10504485
Antibody Anti-Polycystin-1 (2b7, rabbit Newby et al., 2002 PMID: 11901144 5 g used for IP
polyclonal)
Antibody Anti-Polycystin-2 (YCC2, rabbit Kind gift from Dr. S. Somlo  PMID:9568711 Used @ 1:1000

polyclonal)

Continued on next page
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Reagent type (species) or Additional
resource Designation Source or reference Identifiers information
Antibody Anti-Polycystin-2 (D-3, mouse Santa Cruz Biotechnologies sc-28331, Used @ 1:1000
monoclonal) RRID:AB_672377
Antibody Anti-Polycystin-2 (G20, goat polyclonal) Santa Cruz Biotechnologies sc-10376, Used @ 1:1000
RRID:AB_654304
Antibody Anti-myc (JAC6, rat monoclonal) Bio-Rad MCA1929, Used @ 1:2000
RRID:AB_322203
Antibody Anti-GST (rabbit polyclonal) Santa Cruz Biotechnologies sc-459, Used @ 1:5000
RRID:AB_631586
Antibody Anti-BICC1 (A-12, mouse monoclonal)  Santa Cruz Biotechnologies sc-514846, Used @ 1:2000
RRID:AB_3717417
Antibody anti-BICC1 (rabbit polyclonal) Sigma-Aldrich HPA045212, Used @ 1:2000
RRID:AB_10959667
Antibody Anti-y-Tubulin (mouse monoclonal) Sigma-Aldrich T6557, Used @ 1:1000
RRID:AB_477584
Antibody Anti-HA (3F10, rat monoclonal) Roche 11867423001, Used @ 1:2000
RRID:AB_390918
Antibody Anti-V5-Tag Bio-Rad MCA1360, RRID:AB_322378 Used @ 1:5000
(clone SV5-Pk1, mouse monoclonal)
Antibody Anti-MBP (rabbit polyclonal) NEB E80305S, Used @ 1:5000
RRID:AB_1559728
Antibody Anti-GST (mouse monoclonal) Santa Cruz Biotechnologies sc-138, Used @ 1:5000
RRID:AB_627677
Antibody Anti-GAPDH (rabbit monoclonal) Cell Signaling 2118, RRID:AB_561053 Used @ 1:1000
Antibody Goat Anti-Rabbit IgG(H+L), Mouse/ Southern Biotech 4050-05 Used @ 1:20,000
Human ads-HRP
Antibody Mouse IgG1-human ads HRP Southern Biotech 1070-05 Used @ 1:20,000
Antibody Anti-Rat IgG(H+L) Mouse ads Southern Biotech 3050-05 Used @ 1:20,000
Antibody Anti-Goat Ig HRP Dako P0449 Used @ 1:20,000
Peptide, recombinant protein anti-HA mouse conjugated magnetic ~ Thermo Fisher Scientific 88836
beads
Peptide, recombinant protein Protein G Magnetic Beads Thermo Fisher Scientific 10003D
Recombinant DNA reagent ~ myc-mBICC1 pcDNA3 Wessely lab
PMID:20215348
Recombinant DNA reagent  myc-mBICC1-AKH pcDNA3 Ong lab
PMID:20168298
PMID:26311459
Recombinant DNA reagent  myc-mBICC1-ASAM pcDNA3 Ong lab
PMID:20168298
PMID:26311459
Recombinant DNA reagent ~ GST-NT2-1-100 pEBG Ong lab
PMID:20168298
PMID:26311459
Recombinant DNA reagent ~ PC1-HA pcDNA3 Ong lab
PMID:20168298
PMID:26311459
Recombinant DNA reagent ~ HA-PC1-R4227X pcDNA3 Ong lab

PMID:20168298
PMID:26311459
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Additional

Source or reference Identifiers information

Recombinant DNA reagent

PC2-HA pcDNA3 Ong lab

PMID:20168298
PMID:26311459

Recombinant DNA reagent

GST-NT2 101-223 PEBG Ong lab

PMID:20168298
PMID:26311459

Recombinant DNA reagent

GST-CT1 pEBG Ong lab

PMID:20168298
PMID:26311459

Recombinant DNA reagent

GST-CT1-4227X pEBG Ong lab

PMID:20168298
PMID:26311459

Recombinant DNA reagent

GST-NT2 pEBG Ong lab

PMID:20168298
PMID:26311459

Recombinant DNA reagent

GST-CT2 pEBG Ong lab

PMID:20168298
PMID:26311459

Recombinant DNA reagent

MBP-CT1 pMAL-c2x Ong lab

PMID:20168298
PMID:26311459

Recombinant DNA reagent

MBP-CT2 pMAL-c2x Ong lab

PMID:20168298
PMID:26311459

Recombinant DNA reagent ~ MBP-PLAT pMAL-c2x Ong lab
PMID:20168298
PMID:26311459

Commercial assay or kit Omega E.Z.N.A. Plasmid DNA Mini Kit Omega Bio-Tek D6942-01

Cell culture and biochemical studies

The characterization of the interaction between BICC1, PC1, and PC2 as well as the analysis of the
human BICC1 variants were performed using standard approaches detailed in the Appendix 1. The
UCL93 kidney epithelial and HEK293T embryonic kidney cells were chosen because of their kidney
origin and relevance to the study.

Animal studies

Mouse and Xenopus laevis studies were approved by the Institutional Animal Care and Use Committee
at the Cleveland Clinic Foundation (CCF) and LSU Health Sciences Center (LSUHSC), which are the
present and the former employer of Dr. Wessely under the following IACUC numbers: 2014-1191
(CCF, mouse study), 2014-1221 (CCF, Xenopus study), 2017-1780 (CCF, mouse study), 2017-1802
(CCF, Xenopus study), 2019-2307 (CCF, mouse study), 2020-2311 (CCF, Xenopus study), 00003071
(CCF, mouse study), 00003105 (CCF, Xenopus study) and #2861 (LSUHSC, mouse and Xenopus study),
#BCO0101 (LSUHSC, mouse study) and #2760 (LSUHSC, mouse and Xenopus study). Both facilities
adhere to the National Institutes of Health Guide for the Care and Use of Laboratory Animals. Exper-
imental design and data interpretation followed the ARRIVE1 reporting guidelines (Kilkenny et al.,
2010).

International diagnostic clinical cohort
Research was performed following written informed consent and according to the declaration of
Helsinki and oversight was provided by the Medizinische Genetik Mainz. It was performed in
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accordance with the German genetic diagnostics act for primarily diagnostic purposes, and consent
was given for scientific research and publishing results in a pseudonymized manner. DNA extraction
and analysis were performed according to standard procedures (see Appendix 1 for details).

Statistical analysis

Data are presented as mean values + SEM. Paired and unpaired two-sided Student’s t-test or ANOVA
were used for statistical analyses with a minimum of p<0.05 indicating statistical significance. Measure-
ments were taken from distinct biological samples. Analyses were carried out using GraphPad Prism
10 (RRID:SCR_000306).
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individuals were not consented for data sharing. Primary data associated with the study is available at
Dryad Digital Repository (https://doi.org/10.5061/dryad.vmcvdndé5).

The following datasets were generated:

Author(s) Year Dataset title Dataset URL Database and Identifier
Tran U, lzem L, 2025 BICC1 is a genetic modifier https://www.ncbi. NCBI Gene Expression
Schweickart RA, for Polycystic Kidney nlm.nih.gov/geo/ Omnibus, GSE262417
Wessely O Disease query/acc.cgi?acc=

GSE262417

Wessely O, Tran U, 2026
Streets A, Smith D,

Decker E, Kirschfink

A, lzem L, Hassey J,
Rutland B, Valluru

M, Brésen J, Ott E,

Epting D, Eisenberger

T, Ong A, Bergmann

C

BICC1 interacts with https://doi.org/
PKD1 and PKD2 to drive 10.5061/dryad.
Cystogenesis in ADPKD vmevdndéb

Dryad Digital Repository,
10.5061/dryad.vmecvdndé5

References

Afgan E, Nekrutenko A, Griining BA, Blankenberg D, Goecks J, Schatz MC, Ostrovsky AE, Mahmoud A,
Lonie AJ, Syme A, Fouilloux A, Bretaudeau A, Nekrutenko A, Kumar A, Eschenlauer AC, DeSanto AD,
Guerler A, Serrano-Solano B, Batut B, Griining BA, et al. 2022. The Galaxy platform for accessible, reproducible
and collaborative biomedical analyses: 2022 update. Nucleic Acids Research 50:W345-W351. DOI: https://doi.
org/10.1093/nar/gkac247

Akbari M, West JD, Doerr N, Kipp KR, Marhamati N, Vuong S, Wang Y, Rinschen MM, Talbot JJ, Wessely O,
Weimbs T. 2022. Restoration of atypical protein kinase C { function in autosomal dominant polycystic kidney
disease ameliorates disease progression. PNAS 119:€2121267119. DOI: https://doi.org/10.1073/pnas.
2121267119, PMID: 35867829

Ashkenazy H, Abadi S, Martz E, Chay O, Mayrose |, Pupko T, Ben-Tal N. 2016. ConSurf 2016: an improved
methodology to estimate and visualize evolutionary conservation in macromolecules. Nucleic Acids Research
44:W344-W350. DOI: https://doi.org/10.1093/nar/gkw408, PMID: 27166375

Bergmann C, Zerres K. 2007. Early manifestations of polycystic kidney disease. Lancet 369:2157. DOI: https://
doi.org/10.1016/S0140-6736(07)61005-8, PMID: 17604790

Bergmann C. 2015. ARPKD and early manifestations of ADPKD: the original polycystic kidney disease and
phenocopies. Pediatric Nephrology 30:15-30. DOI: https://doi.org/10.1007/s00467-013-2706-2, PMID:
24584572

Bergmann C, Guay-Woodford LM, Harris PC, Horie S, Peters DJM, Torres VE. 2018. Polycystic kidney disease.
Nature Reviews. Disease Primers 4:50. DOI: https://doi.org/10.1038/s41572-018-0047-y, PMID: 30523303

Besse W, Chang AR, Luo JZ, Triffo WJ, Moore BS, Gulati A, Hartzel DN, Mane S, Torres VE, Somlo S, Mirshahi T,
Regeneron Genetics Center. 2019. ALG? mutation carriers develop kidney and liver cysts. Journal of the
American Society of Nephrology 30:2091-2102. DOI: https://doi.org/10.1681/ASN.2019030298, PMID:
31395617

Bouvrette DJ, Sittaramane V, Heidel JR, Chandrasekhar A, Bryda EC. 2010. Knockdown of bicaudal C in
zebrafish (Danio rerio) causes cystic kidneys: a nonmammalian model of polycystic kidney disease. Comparative
Medicine 60:96-106 PMID: 20412683.

Chicoine J, Benoit P, Gamberi C, Paliouras M, Simonelig M, Lasko P. 2007. Bicaudal-C recruits CCR4-NOT
deadenylase to target mMRNAs and regulates oogenesis, cytoskeletal organization, and its own expression.
Developmental Cell 13:691-704. DOI: https://doi.org/10.1016/j.devcel.2007.10.002

Chu AS, Friedman JR. 2008. A role for microRNA in cystic liver and kidney diseases. The Journal of Clinical
Investigation 118:3585-3587. DOI: https://doi.org/10.1172/JCI36870, PMID: 18949060

Cogswell C, Price SJ, Hou X, Guay-Woodford LM, Flaherty L, Bryda EC. 2003. Positional cloning of jcpk/bpk
locus of the mouse. Mammalian Genome 14:242-249. DOI: https://doi.org/10.1007/s00335-002-2241-0, PMID:
12682776

Cornec-Le Gall E, Olson RJ, Besse W, Heyer CM, Gainullin VG, Smith JM, Audrézet MP, Hopp K, Porath B, Shi B,
Baheti S, Senum SR, Arroyo J, Madsen CD, Férec C, Joly D, Jouret F, Fikri-Benbrahim O, Charasse C,
Coulibaly JM, et al. 2018. Monoallelic mutations to DNAJB11 cause atypical autosomal-dominant polycystic
kidney disease. American Journal of Human Genetics 102:832-844. DOI: https://doi.org/10.1016/j.ajhg.2018.
03.013, PMID: 29706351

Dedoussis GVZ, Luo Y, Starremans P, Rossetti S, Ramos AJ, Cantiello HF, Katsareli E, Ziroyannis P, Lamnissou K,
Harris PC, Zhou J. 2008. Co-inheritance of a PKD1 mutation and homozygous PKD2 variant: a potential
modifier in autosomal dominant polycystic kidney disease. European Journal of Clinical Investigation 38:180-
190. DOI: https://doi.org/10.1111/j.1365-2362.2007.01913.x, PMID: 18257781

Tran, Streets, Smith et al. eLife 2025;14:RP106342. DOI: https://doi.org/10.7554/eLife.106342 17 of 28


https://doi.org/10.7554/eLife.106342
https://doi.org/10.5061/dryad.vmcvdnd65
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE262417
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE262417
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE262417
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE262417
https://doi.org/10.5061/dryad.vmcvdnd65
https://doi.org/10.5061/dryad.vmcvdnd65
https://doi.org/10.5061/dryad.vmcvdnd65
https://doi.org/10.1093/nar/gkac247
https://doi.org/10.1093/nar/gkac247
https://doi.org/10.1073/pnas.2121267119
https://doi.org/10.1073/pnas.2121267119
http://www.ncbi.nlm.nih.gov/pubmed/35867829
https://doi.org/10.1093/nar/gkw408
http://www.ncbi.nlm.nih.gov/pubmed/27166375
https://doi.org/10.1016/S0140-6736(07)61005-8
https://doi.org/10.1016/S0140-6736(07)61005-8
http://www.ncbi.nlm.nih.gov/pubmed/17604790
https://doi.org/10.1007/s00467-013-2706-2
http://www.ncbi.nlm.nih.gov/pubmed/24584572
https://doi.org/10.1038/s41572-018-0047-y
http://www.ncbi.nlm.nih.gov/pubmed/30523303
https://doi.org/10.1681/ASN.2019030298
http://www.ncbi.nlm.nih.gov/pubmed/31395617
http://www.ncbi.nlm.nih.gov/pubmed/20412683
https://doi.org/10.1016/j.devcel.2007.10.002
https://doi.org/10.1172/JCI36870
http://www.ncbi.nlm.nih.gov/pubmed/18949060
https://doi.org/10.1007/s00335-002-2241-0
http://www.ncbi.nlm.nih.gov/pubmed/12682776
https://doi.org/10.1016/j.ajhg.2018.03.013
https://doi.org/10.1016/j.ajhg.2018.03.013
http://www.ncbi.nlm.nih.gov/pubmed/29706351
https://doi.org/10.1111/j.1365-2362.2007.01913.x
http://www.ncbi.nlm.nih.gov/pubmed/18257781

e Llfe Research article

Cell Biology | Developmental Biology

Devane J, Ott E, Olinger EG, Epting D, Decker E, Friedrich A, Bachmann N, Renschler G, Eisenberger T,
Briem-Richter A, Grabhorn EF, Powell L, Wilson IJ, Rice SJ, Miles CG, Wood K, Trivedi P, Hirschfield G,
Pietrobattista A, Wohler E, et al. 2022. Progressive liver, kidney, and heart degeneration in children and adults
affected by TULP3 mutations. American Journal of Human Genetics 109:928-943. DOI: https://doi.org/10.
1016/j.ajhg.2022.03.015, PMID: 35397207

Dowdle ME, Kanzler CR, Harder CRK, Moffet S, Walker MN, Sheets MD. 2022. Bicaudal-C Post-transcriptional
regulator of cell fates and functions. Frontiers in Cell and Developmental Biology 10:981696. DOI: https://doi.
org/10.3389/fcell.2022.981696, PMID: 36158189

Durkie M, Chong J, Valluru MK, Harris PC, Ong ACM. 2021. Biallelic inheritance of hypomorphic PKD1 variants is
highly prevalent in very early onset polycystic kidney disease. Genetics in Medicine 23:689-697. DOI: https://
doi.org/10.1038/s41436-020-01026-4, PMID: 33168999

Ellard S, Baple EL, Callaway A, Berry |, Forrester N, Turnbull C, Eccles DM, Owens M, Abbs SJ, Scott R,

Deans ZC, Lester T, Campbell JG, Newman WG, Ramsden SC, McMullan DJ. 2020. ACGS Best Practice
Guidelines for Variant Classification in Rare Disease 2020. Association for Clinical Genomic Science.

Feng S, Rodat-Despoix L, Delmas P, Ong ACM. 2011. A single amino acid residue constitutes the third
dimerization domain essential for the assembly and function of the tetrameric polycystin-2 (TRPP2) channel.
The Journal of Biological Chemistry 286:18994-19000. DOI: https://doi.org/10.1074/jbc.M110.192286, PMID:
21474446

Flaherty L, Bryda EC, Collins D, Rudofsky U, Montogomery JC. 1995. New mouse model for polycystic kidney
disease with both recessive and dominant gene effects. Kidney International 47:552-558. DOI: https://doi.org/
10.1038/ki.1995.69, PMID: 7723240

Formica C, Peters DJM. 2020. Molecular pathways involved in injury-repair and ADPKD progression. Cellular
Signalling 72:109648. DOI: https://doi.org/10.1016/j.cellsig.2020.109648, PMID: 32320858

FuY, Kim |, Lian P, Li A, Zhou L, Li C, Liang D, Coffey RJ, Ma J, Zhao P, Zhan Q, Wu G. 2010. Loss of Bicc1
impairs tubulomorphogenesis of cultured IMCD cells by disrupting E-cadherin-based cell-cell adhesion.
European Journal of Cell Biology 89:428-436. DOI: https://doi.org/10.1016/j.ejcb.2010.01.002, PMID:
20219263

Gamberi C, Lasko P. 2012. The Bic-C family of developmental translational regulators. Comparative and
Functional Genomics 2012:141386. DOI: https://doi.org/10.1155/2012/141386, PMID: 22611335

Gamberi C, Hipfner DR, Trudel M, Lubell WD. 2017. Bicaudal C mutation causes myc and TOR pathway
up-regulation and polycystic kidney disease-like phenotypes in Drosophila. PLOS Genetics 13:e1006694. DOI:
https://doi.org/10.1371/journal.pgen.1006694, PMID: 28406902

Giamarchi A, Feng S, Rodat-Despoix L, Xu Y, Bubenshchikova E, Newby LJ, Hao J, Gaudioso C, Crest M,

Lupas AN, Honoré E, Williamson MP, Obara T, Ong ACM, Delmas P. 2010. A polycystin-2 (TRPP2) dimerization
domain essential for the function of heteromeric polycystin complexes. The EMBO Journal 29:1176-1191. DOI:
https://doi.org/10.1038/emboj.2010.18, PMID: 20168298

Harris PC, Torres VE. 2009. Polycystic kidney disease. Annual Review of Medicine 60:321-337. DOI: https://doi.
org/10.1146/annurev.med.60.101707.125712, PMID: 18947299

Harris PC, Rossetti S. 2010. Determinants of renal disease variability in ADPKD. Advances in Chronic Kidney
Disease 17:131-139. DOI: https://doi.org/10.1053/j.ackd.2009.12.004, PMID: 20219616

loannidis NM, Rothstein JH, Pejaver V, Middha S, McDonnell SK, Baheti S, Musolf A, Li Q, Holzinger E,

Karyadi D, Cannon-Albright LA, Teerlink CC, Stanford JL, Isaacs WB, Xu J, Cooney KA, Lange EM, Schleutker J,
Carpten JD, Powell IJ, et al. 2016. REVEL: An ensemble method for predicting the pathogenicity of rare
missense variants. American Journal of Human Genetics 99:877-885. DOI: https://doi.org/10.1016/j.ajhg.2016.
08.016, PMID: 27666373

Jumper J, Evans R, Pritzel A, Green T, Figurnov M, Ronneberger O, Tunyasuvunakool K, Bates R, Zidek A,
Potapenko A, Bridgland A, Meyer C, Kohl SAA, Ballard AJ, Cowie A, Romera-Paredes B, Nikolov S, Jain R,
Adler J, Back T, et al. 2021. Applying and improving AlphaFold at CASP14. Proteins 89:1711-1721. DOI:
https://doi.org/10.1002/prot.26257, PMID: 34599769

Kelley LA, Mezulis S, Yates CM, Wass MN, Sternberg MJE. 2015. The Phyre2 web portal for protein modeling,
prediction and analysis. Nature Protocols 10:845-858. DOI: https://doi.org/10.1038/nprot.2015.053, PMID:
25950237

Kilkenny C, Browne WJ, Cuthill IC, Emerson M, Altman DG. 2010. Improving bioscience research reporting: the
ARRIVE guidelines for reporting animal research. PLOS Biology 8:e1000412. DOI: https://doi.org/10.1371/
journal.pbio.1000412, PMID: 20613859

Kim DY, Woo YM, Lee S, Oh S, Shin Y, Shin J-O, Park EY, Ko JY, Lee EJ, Bok J, Yoo KH, Park JH. 2019. Impact of
miR-192 and miR-194 on cyst enlargement through EMT in autosomal dominant polycystic kidney disease.
FASEB Journal 33:2870-2884. DOI: https://doi.org/10.1096/f].201800563RR, PMID: 30332302

Kraus MR-C, Clauin S, Pfister Y, Di Maio M, Ulinski T, Constam D, Bellanné-Chantelot C, Grapin-Botton A. 2012.
Two mutations in human BICC1 resulting in Wnt pathway hyperactivity associated with cystic renal dysplasia.
Human Mutation 33:86-90. DOI: https://doi.org/10.1002/humu.21610, PMID: 21922595

Lakhia R, Ramalingam H, Chang C-M, Cobo-Stark P, Biggers L, Flaten A, Alvarez J, Valencia T, Wallace DP,

Lee EC, Patel V. 2022. PKD1 and PKD2 mRNA cis-inhibition drives polycystic kidney disease progression.
Nature Communications 13:4765. DOI: https://doi.org/10.1038/s41467-022-32543-2, PMID: 35965273

Laskowski RA, Stephenson JD, Sillitoe |, Orengo CA, Thornton JM. 2020. VarSite: Disease variants and protein

structure. Protein Science 29:111-119. DOI: https://doi.org/10.1002/pro.3746, PMID: 31606900

Tran, Streets, Smith et al. eLife 2025;14:RP106342. DOI: https://doi.org/10.7554/eLife.106342 18 of 28


https://doi.org/10.7554/eLife.106342
https://doi.org/10.1016/j.ajhg.2022.03.015
https://doi.org/10.1016/j.ajhg.2022.03.015
http://www.ncbi.nlm.nih.gov/pubmed/35397207
https://doi.org/10.3389/fcell.2022.981696
https://doi.org/10.3389/fcell.2022.981696
http://www.ncbi.nlm.nih.gov/pubmed/36158189
https://doi.org/10.1038/s41436-020-01026-4
https://doi.org/10.1038/s41436-020-01026-4
http://www.ncbi.nlm.nih.gov/pubmed/33168999
https://doi.org/10.1074/jbc.M110.192286
http://www.ncbi.nlm.nih.gov/pubmed/21474446
https://doi.org/10.1038/ki.1995.69
https://doi.org/10.1038/ki.1995.69
http://www.ncbi.nlm.nih.gov/pubmed/7723240
https://doi.org/10.1016/j.cellsig.2020.109648
http://www.ncbi.nlm.nih.gov/pubmed/32320858
https://doi.org/10.1016/j.ejcb.2010.01.002
http://www.ncbi.nlm.nih.gov/pubmed/20219263
https://doi.org/10.1155/2012/141386
http://www.ncbi.nlm.nih.gov/pubmed/22611335
https://doi.org/10.1371/journal.pgen.1006694
http://www.ncbi.nlm.nih.gov/pubmed/28406902
https://doi.org/10.1038/emboj.2010.18
http://www.ncbi.nlm.nih.gov/pubmed/20168298
https://doi.org/10.1146/annurev.med.60.101707.125712
https://doi.org/10.1146/annurev.med.60.101707.125712
http://www.ncbi.nlm.nih.gov/pubmed/18947299
https://doi.org/10.1053/j.ackd.2009.12.004
http://www.ncbi.nlm.nih.gov/pubmed/20219616
https://doi.org/10.1016/j.ajhg.2016.08.016
https://doi.org/10.1016/j.ajhg.2016.08.016
http://www.ncbi.nlm.nih.gov/pubmed/27666373
https://doi.org/10.1002/prot.26257
http://www.ncbi.nlm.nih.gov/pubmed/34599769
https://doi.org/10.1038/nprot.2015.053
http://www.ncbi.nlm.nih.gov/pubmed/25950237
https://doi.org/10.1371/journal.pbio.1000412
https://doi.org/10.1371/journal.pbio.1000412
http://www.ncbi.nlm.nih.gov/pubmed/20613859
https://doi.org/10.1096/fj.201800563RR
http://www.ncbi.nlm.nih.gov/pubmed/30332302
https://doi.org/10.1002/humu.21610
http://www.ncbi.nlm.nih.gov/pubmed/21922595
https://doi.org/10.1038/s41467-022-32543-2
http://www.ncbi.nlm.nih.gov/pubmed/35965273
https://doi.org/10.1002/pro.3746
http://www.ncbi.nlm.nih.gov/pubmed/31606900

e Llfe Research article

Cell Biology | Developmental Biology

Lee EC, Valencia T, Allerson C, Schairer A, Flaten A, Yheskel M, Kersjes K, Li J, Gatto S, Takhar M, Lockton S,
Pavlicek A, Kim M, Chu T, Soriano R, Davis S, Androsavich JR, Sarwary S, Owen T, Kaplan J, et al. 2019.
Discovery and preclinical evaluation of anti-miR-17 oligonucleotide RGLS4326 for the treatment of polycystic
kidney disease. Nature Communications 10:4148. DOI: https://doi.org/10.1038/s41467-019-11918-y, PMID:
31515477

Lemaire LA, Goulley J, Kim YH, Carat S, Jacquemin P, Rougemont J, Constam DB, Grapin-Botton A. 2015.
Bicaudal C1 promotes pancreatic NEUROG3+ endocrine progenitor differentiation and ductal morphogenesis.
Development 142:858-870. DOI: https://doi.org/10.1242/dev.114611, PMID: 25715394

Lian P, Li A, LiY, Liu H, Liang D, Hu B, Lin D, Jiang T, Moeckel G, Qin D, Wu G. 2014. Loss of polycystin-1 inhibits
Bicc1 expression during mouse development. PLOS ONE 9:e88816. DOI: https://doi.org/10.1371/journal.
pone.0088816, PMID: 24594709

Liu X, Li C, Mou C, Dong Y, Tu Y. 2020. dbNSFP v4: a comprehensive database of transcript-specific functional
predictions and annotations for human nonsynonymous and splice-site SNVs. Genome Medicine 12:103. DOI:
https://doi.org/10.1186/s13073-020-00803-9, PMID: 33261662

Love MI, Huber W, Anders S. 2014. Moderated estimation of fold change and dispersion for RNA-seq data with
DESeqg2. Genome Biology 15:550. DOI: https://doi.org/10.1186/s13059-014-0550-8, PMID: 25516281

Lu H, Galeano MCR, Ott E, Kaeslin G, Kausalya PJ, Kramer C, Ortiz-Briichle N, Hilger N, Metzis V, Hiersche M,
Tay SY, Tunningley R, Vij S, Courtney AD, Whittle B, Wihl E, Vester U, Hartleben B, Neuber S, Frank V, et al.
2017. Mutations in DZIP1L, which encodes a ciliary-transition-zone protein, cause autosomal recessive
polycystic kidney disease. Nature Genetics 49:1025-1034. DOI: https://doi.org/10.1038/ng.3871, PMID:
28530676

Maerker M, Getwan M, Dowdle ME, McSheene JC, Gonzalez V, Pelliccia JL, Hamilton DS, Yartseva V, Vejnar C,
Tingler M, Minegishi K, Vick P, Giraldez AJ, Hamada H, Burdine RD, Sheets MD, Blum M, Schweickert A. 2021.
Bicc1 and Dicer regulate left-right patterning through post-transcriptional control of the Nodal inhibitor Dand5.
Nature Communications 12:5482. DOI: https://doi.org/10.1038/s41467-021-25464-z, PMID: 34531379

Magistroni R, He N, Wang K, Andrew R, Johnson A, Gabow P, Dicks E, Parfrey P, Torra R, San-Millan JL, Coto E,
Van Dijk M, Breuning M, Peters D, Bogdanova N, Ligabue G, Albertazzi A, Hateboer N, Demetriou K,

Pierides A, et al. 2003. Genotype-renal function correlation in type 2 autosomal dominant polycystic kidney
disease. Journal of the American Society of Nephrology 14:1164-1174. DOI: https://doi.org/10.1097/01.asn.
0000061774.90975.25, PMID: 12707387

Mahone M, Saffman EE, Lasko PF. 1995. Localized Bicaudal-C RNA encodes a protein containing a KH domain,
the RNA binding motif of FMR1. The EMBO Journal 14:2043-2055. DOI: https://doi.org/10.1002/j.1460-2075.
1995.tb07196.x, PMID: 7538070

Maisonneuve C, Guilleret |, Vick P, Weber T, Andre P, Beyer T, Blum M, Constam DB. 2009. Bicaudal C, a novel
regulator of Dvl signaling abutting RNA-processing bodies, controls cilia orientation and leftward flow.
Development 136:3019-3030. DOI: https://doi.org/10.1242/dev.038174, PMID: 19666828

Matthijs G, Souche E, Alders M, Corveleyn A, Eck S, Feenstra |, Race V, Sistermans E, Sturm M, Weiss M,
Yntema H, Bakker E, Scheffer H, Bauer P. 2016. Guidelines for diagnostic next-generation sequencing.
European Journal of Human Genetics 24:2-5. DOI: https://doi.org/10.1038/ejhg.2016.63

McLaren W, Gil L, Hunt SE, Riat HS, Ritchie GRS, Thormann A, Flicek P, Cunningham F. 2016. The ensembl
variant effect predictor. Genome Biology 17:122. DOI: https://doi.org/10.1186/513059-016-0974-4, PMID:
27268795

Mesner LD, Ray B, Hsu Y-H, Manichaikul A, Lum E, Bryda EC, Rich SS, Rosen CJ, Criqui MH, Allison M,

Budoff MJ, Clemens TL, Farber CR. 2014. Bicc1 is a genetic determinant of osteoblastogenesis and bone
mineral density. The Journal of Clinical Investigation 124:2736-2749. DOI: https://doi.org/10.1172/JCI73072,
PMID: 24789909

Milutinovic J, Rust PF, Fialkow PJ, Agodoa LY, Phillips LA, Rudd TG, Sutherland S. 1992. Intrafamilial phenotypic
expression of autosomal dominant polycystic kidney disease. American Journal of Kidney Diseases 19:465-472.
DOI: https://doi.org/10.1016/s0272-6386(12)80956-5, PMID: 1585936

Minegishi K, Rothé B, Komatsu KR, Ono H, lkawa Y, Nishimura H, Katoh TA, Kajikawa E, Sai X, Miyashita E,
Takaoka K, Bando K, Kiyonari H, Yamamoto T, Saito H, Constam DB, Hamada H. 2021. Fluid flow-induced
left-right asymmetric decay of Dand5 mRNA in the mouse embryo requires a Bicc1-Ccrd RNA degradation
complex. Nature Communications 12:4071. DOI: https://doi.org/10.1038/s41467-021-24295-2, PMID:
34210974

Naert T, Cicek O, Ogar P, Burgi M, Shaidani N-I, Kaminski MM, Xu Y, Grand K, Vujanovic M, Prata D,
Hildebrandt F, Brox T, Ronneberger O, Voigt FF, Helmchen F, Loffing J, Horb ME, Willsey HR, Lienkamp SS.
2021. Deep learning is widely applicable to phenotyping embryonic development and disease. Development
148:dev199664. DOI: https://doi.org/10.1242/dev. 199664, PMID: 34739029

Nagalakshmi VK, Ren Q, Pugh MM, Valerius MT, McMahon AP, Yu J. 2011. Dicer regulates the development of
nephrogenic and ureteric compartments in the mammalian kidney. Kidney International 79:317-330. DOI:
https://doi.org/10.1038/ki.2010.385, PMID: 20944551

Nakel K, Hartung SA, Bonneau F, Eckmann CR, Conti E. 2010. Four KH domains of the C. elegans Bicaudal-C
ortholog GLD-3 form a globular structural platform. RNA 16:2058-2067. DOI: https://doi.org/10.1261/rna.
2315010

Nauta J, Ozawa Y, Sweeney WE, Rutledge JC, Avner ED. 1993. Renal and biliary abnormalities in a new murine
model of autosomal recessive polycystic kidney disease. Pediatric Nephrology 7:163-172. DOI: https://doi.org/
10.1007/BF00864387, PMID: 8476712

Tran, Streets, Smith et al. eLife 2025;14:RP106342. DOI: https://doi.org/10.7554/eLife.106342 19 of 28


https://doi.org/10.7554/eLife.106342
https://doi.org/10.1038/s41467-019-11918-y
http://www.ncbi.nlm.nih.gov/pubmed/31515477
https://doi.org/10.1242/dev.114611
http://www.ncbi.nlm.nih.gov/pubmed/25715394
https://doi.org/10.1371/journal.pone.0088816
https://doi.org/10.1371/journal.pone.0088816
http://www.ncbi.nlm.nih.gov/pubmed/24594709
https://doi.org/10.1186/s13073-020-00803-9
http://www.ncbi.nlm.nih.gov/pubmed/33261662
https://doi.org/10.1186/s13059-014-0550-8
http://www.ncbi.nlm.nih.gov/pubmed/25516281
https://doi.org/10.1038/ng.3871
http://www.ncbi.nlm.nih.gov/pubmed/28530676
https://doi.org/10.1038/s41467-021-25464-z
http://www.ncbi.nlm.nih.gov/pubmed/34531379
https://doi.org/10.1097/01.asn.0000061774.90975.25
https://doi.org/10.1097/01.asn.0000061774.90975.25
http://www.ncbi.nlm.nih.gov/pubmed/12707387
https://doi.org/10.1002/j.1460-2075.1995.tb07196.x
https://doi.org/10.1002/j.1460-2075.1995.tb07196.x
http://www.ncbi.nlm.nih.gov/pubmed/7538070
https://doi.org/10.1242/dev.038174
http://www.ncbi.nlm.nih.gov/pubmed/19666828
https://doi.org/10.1038/ejhg.2016.63
https://doi.org/10.1186/s13059-016-0974-4
http://www.ncbi.nlm.nih.gov/pubmed/27268795
https://doi.org/10.1172/JCI73072
http://www.ncbi.nlm.nih.gov/pubmed/24789909
https://doi.org/10.1016/s0272-6386(12)80956-5
http://www.ncbi.nlm.nih.gov/pubmed/1585936
https://doi.org/10.1038/s41467-021-24295-2
http://www.ncbi.nlm.nih.gov/pubmed/34210974
https://doi.org/10.1242/dev.199664
http://www.ncbi.nlm.nih.gov/pubmed/34739029
https://doi.org/10.1038/ki.2010.385
http://www.ncbi.nlm.nih.gov/pubmed/20944551
https://doi.org/10.1261/rna.2315010
https://doi.org/10.1261/rna.2315010
https://doi.org/10.1007/BF00864387
https://doi.org/10.1007/BF00864387
http://www.ncbi.nlm.nih.gov/pubmed/8476712

e Llfe Research article

Cell Biology | Developmental Biology

Newby LJ, Streets AJ, Zhao Y, Harris PC, Ward CJ, Ong ACM. 2002. Identification, characterization, and
localization of a novel kidney polycystin-1-polycystin-2 complex. The Journal of Biological Chemistry
277:20763-20773. DOI: https://doi.org/10.1074/jbc.M107788200, PMID: 11901144

Nieuwkoop PD, Faber J. 1994. Normal Table of Xenopus Laevis. Garland Publishing, Inc.

Ogborn MR. 1994. Polycystic kidney disease--a truly pediatric problem. Pediatric Nephrology 8:762-767. DOI:
https://doi.org/10.1007/BF00869116, PMID: 7696122

Ong AC, Harris PC, Davies DR, Pritchard L, Rossetti S, Biddolph S, Vaux DJ, Migone N, Ward CJ. 1999.
Polycystin-1 expression in PKD1, early-onset PKD1, and TSC2/PKD1 cystic tissue. Kidney International
56:1324-1333. DOI: https://doi.org/10.1046/j.1523-1755.1999.00659.x, PMID: 10504485

Ong ACM, Devuyst O, Knebelmann B, Walz G, ERA-EDTA Working Group for Inherited Kidney Diseases. 2015.
Autosomal dominant polycystic kidney disease: the changing face of clinical management. Lancet 385:1993-
2002. DOI: https://doi.org/10.1016/5S0140-6736(15)60907-2, PMID: 26090645

Ong ACM, Harris PC. 2015. A polycystin-centric view of cyst formation and disease: the polycystins revisited.
Kidney International 88:699-710. DOI: https://doi.org/10.1038/ki.2015.207, PMID: 26200945

Pandey P, Brors B, Srivastava PK, Bott A, Boehn SNE, Groene H-J, Gretz N. 2008. Microarray-based approach
identifies microRNAs and their target functional patterns in polycystic kidney disease. BMC Genomics 9:624.
DOI: https://doi.org/10.1186/1471-2164-9-624, PMID: 19102782

Pandey P, Qin S, Ho J, Zhou J, Kreidberg JA. 2011. Systems biology approach to identify transcriptome
reprogramming and candidate microRNA targets during the progression of polycystic kidney disease. BMC
Systems Biology 5:56. DOI: https://doi.org/10.1186/1752-0509-5-56, PMID: 21518438

Parker E, Newby LJ, Sharpe CC, Rossetti S, Streets AJ, Harris PC, O'Hare MJ, Ong ACM. 2007.
Hyperproliferation of PKD1 cystic cells is induced by insulin-like growth factor-1 activation of the Ras/Raf
signalling system. Kidney International 72:157-165. DOI: https://doi.org/10.1038/sj.ki.5002229, PMID:
17396115

Patel V, Hajarnis S, Williams D, Hunter R, Huynh D, Igarashi P. 2012. MicroRNAs regulate renal tubule maturation
through modulation of Pkd1. Journal of the American Society of Nephrology 23:1941-1948. DOI: https://doi.
org/10.1681/ASN.2012030321, PMID: 23138483

Patel V, Williams D, Hajarnis S, Hunter R, Pontoglio M, Somlo S, Igarashi P. 2013. miR-17~92 miRNA cluster
promotes kidney cyst growth in polycystic kidney disease. PNAS 110:10765-10770. DOI: https://doi.org/10.
1073/pnas.1301693110, PMID: 23759744

Pettersen EF, Goddard TD, Huang CC, Couch GS, Greenblatt DM, Meng EC, Ferrin TE. 2004. UCSF Chimera--a
visualization system for exploratory research and analysis. Journal of Computational Chemistry 25:1605-1612.
DOI: https://doi.org/10.1002/jcc.20084, PMID: 15264254

Piazzon N, Maisonneuve C, Guilleret I, Rotman S, Constam DB. 2012. Bicc1 links the regulation of cAMP
signaling in polycystic kidneys to microRNA-induced gene silencing. Journal of Molecular Cell Biology
4:398-408. DOI: https://doi.org/10.1093/jmcb/mjs027, PMID: 22641646

Porath B, Gainullin VG, Cornec-Le Gall E, Dillinger EK, Heyer CM, Hopp K, Edwards ME, Madsen CD,

Mauritz SR, Banks CJ, Baheti S, Reddy B, Herrero JI, Bafales JM, Hogan MC, Tasic V, Watnick TJ, Chapman AB,
Vigneau C, Lavainne F, et al. 2016. Mutations in GANAB, encoding the glucosidase lla subunit, cause
autosomal-dominant polycystic kidney and liver disease. American Journal of Human Genetics 98:1193-1207.
DOI: https://doi.org/10.1016/j.ajhg.2016.05.004, PMID: 27259053

Rehm HL, Bale SJ, Bayrak-Toydemir P, Berg JS, Brown KK, Deignan JL, Friez MJ, Funke BH, Hegde MR, Lyon E,
Working Group of the American College of Medical Genetics and Genomics Laboratory Quality Assurance
Commitee. 2013. ACMG clinical laboratory standards for next-generation sequencing. Genetics in Medicine
15:733-747. DOI: https://doi.org/10.1038/gim.2013.92, PMID: 23887774

Richards S, Aziz N, Bale S, Bick D, Das S, Gastier-Foster J, Grody WW, Hegde M, Lyon E, Spector E,
Voelkerding K, Rehm HL, ACMG Laboratory Quality Assurance Committee. 2015. Standards and guidelines for
the interpretation of sequence variants: a joint consensus recommendation of the American college of medical
genetics and genomics and the association for molecular pathology. Genetics in Medicine 17:405-424. DOI:
https://doi.org/10.1038/gim.2015.30, PMID: 25741868

Rodrigues CH, Pires DE, Ascher DB. 2018. DynaMut: predicting the impact of mutations on protein
conformation, flexibility and stability. Nucleic Acids Research 46:W350-W355. DOI: https://doi.org/10.1093/
nar/gky300, PMID: 29718330

Rossetti S, Kubly VJ, Consugar MB, Hopp K, Roy S, Horsley SW, Chauveau D, Rees L, Barratt TM, van't Hoff WG,
Niaudet P, Torres VE, Harris PC. 2009. Incompletely penetrant PKD1 alleles suggest a role for gene dosage in
cyst initiation in polycystic kidney disease. Kidney International 75:848-855. DOI: https://doi.org/10.1038/ki.
2008.686, PMID: 19165178

Rothé B, Leettola CN, Leal-Esteban L, Cascio D, Fortier S, Isenschmid M, Bowie JU, Constam DB. 2018. Crystal
structure of Bicc1 SAM polymer and mapping of interactions between the ciliopathy-associated proteins Bicc1,
ANKS3, and ANKSé. Structure 26:209-224. DOI: https://doi.org/10.1016/}.5tr.2017.12.002, PMID: 29290488

Rothé B, lkawa Y, Zhang Z, Katoh TA, Kajikawa E, Minegishi K, Xiaorei S, Fortier S, Dal Peraro M, Hamada H,
Constam DB. 2023. Bicc1 ribonucleoprotein complexes specifying organ laterality are licensed by ANKS6-
induced structural remodeling of associated ANKS3. PLOS Biology 21:€3002302. DOI: https://doi.org/10.
1371/journal.pbio.3002302, PMID: 37733651

Schréter J, Dattner T, Hillein J, Jayme A, Heuveline V, Hoffmann GF, Kélker S, Lenz D, Opladen T, Popp B,
Schaaf CP, Staufner C, Syrbe S, Uhrig S, Hilbschmann D, Brennenstuhl H. 2023. aRgus: Multilevel visualization
of non-synonymous single nucleotide variants & advanced pathogenicity score modeling for genetic

Tran, Streets, Smith et al. eLife 2025;14:RP106342. DOI: https://doi.org/10.7554/eLife.106342 20 of 28


https://doi.org/10.7554/eLife.106342
https://doi.org/10.1074/jbc.M107788200
http://www.ncbi.nlm.nih.gov/pubmed/11901144
https://doi.org/10.1007/BF00869116
http://www.ncbi.nlm.nih.gov/pubmed/7696122
https://doi.org/10.1046/j.1523-1755.1999.00659.x
http://www.ncbi.nlm.nih.gov/pubmed/10504485
https://doi.org/10.1016/S0140-6736(15)60907-2
http://www.ncbi.nlm.nih.gov/pubmed/26090645
https://doi.org/10.1038/ki.2015.207
http://www.ncbi.nlm.nih.gov/pubmed/26200945
https://doi.org/10.1186/1471-2164-9-624
http://www.ncbi.nlm.nih.gov/pubmed/19102782
https://doi.org/10.1186/1752-0509-5-56
http://www.ncbi.nlm.nih.gov/pubmed/21518438
https://doi.org/10.1038/sj.ki.5002229
http://www.ncbi.nlm.nih.gov/pubmed/17396115
https://doi.org/10.1681/ASN.2012030321
https://doi.org/10.1681/ASN.2012030321
http://www.ncbi.nlm.nih.gov/pubmed/23138483
https://doi.org/10.1073/pnas.1301693110
https://doi.org/10.1073/pnas.1301693110
http://www.ncbi.nlm.nih.gov/pubmed/23759744
https://doi.org/10.1002/jcc.20084
http://www.ncbi.nlm.nih.gov/pubmed/15264254
https://doi.org/10.1093/jmcb/mjs027
http://www.ncbi.nlm.nih.gov/pubmed/22641646
https://doi.org/10.1016/j.ajhg.2016.05.004
http://www.ncbi.nlm.nih.gov/pubmed/27259053
https://doi.org/10.1038/gim.2013.92
http://www.ncbi.nlm.nih.gov/pubmed/23887774
https://doi.org/10.1038/gim.2015.30
http://www.ncbi.nlm.nih.gov/pubmed/25741868
https://doi.org/10.1093/nar/gky300
https://doi.org/10.1093/nar/gky300
http://www.ncbi.nlm.nih.gov/pubmed/29718330
https://doi.org/10.1038/ki.2008.686
https://doi.org/10.1038/ki.2008.686
http://www.ncbi.nlm.nih.gov/pubmed/19165178
https://doi.org/10.1016/j.str.2017.12.002
http://www.ncbi.nlm.nih.gov/pubmed/29290488
https://doi.org/10.1371/journal.pbio.3002302
https://doi.org/10.1371/journal.pbio.3002302
http://www.ncbi.nlm.nih.gov/pubmed/37733651

e Llfe Research article

Cell Biology | Developmental Biology

vulnerability assessment. Computational and Structural Biotechnology Journal 21:1077-1083. DOI: https://doi.
org/10.1016/j.csbj.2023.01.027, PMID: 36789265

Senum SR, Li YSM, Benson KA, Joli G, Olinger E, Lavu S, Madsen CD, Gregory AV, Neatu R, Kline TL,
Audrézet M-P, Outeda P, Nau CB, Meijer E, Ali H, Steinman Tl, Mrug M, Phelan PJ, Watnick TJ, Peters DJM,
et al. 2022. Monoallelic IFT140 pathogenic variants are an important cause of the autosomal dominant
polycystic kidney-spectrum phenotype. American Journal of Human Genetics 109:136-156. DOI: https://doi.
org/10.1016/j.ajhg.2021.11.016, PMID: 34890546

Shapovalov MV, Dunbrack RL. 2011. A smoothed backbone-dependent rotamer library for proteins derived
from adaptive kernel density estimates and regressions. Structure 19:844-858. DOI: https://doi.org/10.1016/j.
str.2011.03.019, PMID: 21645855

Sive HL, Grainger RM, Harland RM. 2000. Early Development of Xenopus Laevis: A Laboratory Manual. Cold
Spring Harbor Laboratory Press.

Stagner EE, Bouvrette DJ, Cheng J, Bryda EC. 2009. The polycystic kidney disease-related proteins Bicc1 and
samCystin interact. Biochemical and Biophysical Research Communications 383:16-21. DOI: https://doi.org/10.
1016/j.bbrc.2009.03.113, PMID: 19324013

Streets AJ, Newby LJ, O'Hare MJ, Bukanov NO, Ibraghimov-Beskrovnaya O, Ong ACM. 2003. Functional
analysis of PKD1 transgenic lines reveals a direct role for polycystin-1 in mediating cell-cell adhesion. Journal of
the American Society of Nephrology 14:1804-1815. DOI: https://doi.org/10.1097/01.asn.0000076075.49819.
9b, PMID: 12819240

Subramanian A, Tamayo P, Mootha VK, Mukherjee S, Ebert BL, Gillette MA, Paulovich A, Pomeroy SL, Golub TR,
Lander ES, Mesirov JP. 2005. Gene set enrichment analysis: a knowledge-based approach for interpreting
genome-wide expression profiles. PNAS 102:15545-15550. DOI: https://doi.org/10.1073/pnas.0506580102,
PMID: 16199517

Torres VE, Harris PC, Pirson Y. 2007. Autosomal dominant polycystic kidney disease. Lancet 369:1287-1301.
DOI: https://doi.org/10.1016/S0140-6736(07)60601-1, PMID: 17434405

Tran U, Pickney LM, Ozpolat BD, Wessely O. 2007. Xenopus Bicaudal-C is required for the differentiation of the
amphibian pronephros. Developmental Biology 307:152-164. DOI: https://doi.org/10.1016/j.ydbio.2007.04.
030, PMID: 17521625

Tran U, Zakin L, Schweickert A, Agrawal R, Déger R, Blum M, De Robertis EM, Wessely O. 2010. The RNA-
binding protein bicaudal C regulates polycystin 2 in the kidney by antagonizing miR-17 activity. Development
137:1107-1116. DOI: https://doi.org/10.1242/dev.046045, PMID: 20215348

Vujic M, Heyer CM, Ars E, Hopp K, Markoff A, Orndal C, Rudenhed B, Nasr SH, Torres VE, Torra R,

Bogdanova N, Harris PC. 2010. Incompletely penetrant PKD1 alleles mimic the renal manifestations of ARPKD.
Journal of the American Society of Nephrology 21:1097-1102. DOI: https://doi.org/10.1681/ASN.2009101070,
PMID: 20558538

Wang L, Eckmann CR, Kadyk LC, Wickens M, Kimble J. 2002. A regulatory cytoplasmic poly(A) polymerase in
Caenorhabditis elegans. Nature 419:312-316. DOI: https://doi.org/10.1038/nature01039, PMID: 12239571

Wessely O, De Robertis EM. 2000. The Xenopus homologue of Bicaudal-C is a localized maternal mRNA that
can induce endoderm formation. Development 127:2053-2062. DOI: https://doi.org/10.1242/dev.127.10.2053,
PMID: 10769230

Wessely O, Tran U, Zakin L, De Robertis EM. 2001. Identification and expression of the mammalian homologue
of Bicaudal-C. Mechanisms of Development 101:267-270. DOI: https://doi.org/10.1016/s0925-4773(00)
00568-2, PMID: 11231089

Williams SS, Cobo-Stark P, Hajarnis S, Aboudehen K, Shao X, Richardson JA, Patel V, Igarashi P. 2014. Tissue-
specific regulation of the mouse Pkhd1 (ARPKD) gene promoter. American Journal of Physiology. Renal
Physiology 307:F356-F368. DOI: https://doi.org/10.1152/ajprenal.00422.2013, PMID: 24899057

Wu G, D'Agati V, Cai Y, Markowitz G, Park JH, Reynolds DM, Maeda Y, Le TC, Hou H, Kucherlapati R,

Edelmann W, Somlo S. 1998. Somatic inactivation of Pkd2 results in polycystic kidney disease. Cell 93:177-188.
DOI: https://doi.org/10.1016/s0092-8674(00)81570-6, PMID: 9568711

Wu G, Markowitz GS, Li L, D'Agati VD, Factor SM, Geng L, Tibara S, Tuchman J, Cai Y, Park JH, van Adelsberg J,
Hou H, Kucherlapati R, Edelmann W, Somlo S. 2000. Cardiac defects and renal failure in mice with targeted
mutations in Pkd2. Nature Genetics 24:75-78. DOI: https://doi.org/10.1038/71724, PMID: 10615132

Wu G, Tian X, Nishimura S, Markowitz GS, D'Agati V, Park JH, Yao L, Li L, Geng L, Zhao H, Edelmann W, Somlo S.
2002. Trans-heterozygous Pkd1 and Pkd2 mutations modify expression of polycystic kidney disease. Human
Molecular Genetics 11:1845-1854. DOI: https://doi.org/10.1093/hmg/11.16.1845, PMID: 12140187

Xu Y, Streets AJ, Hounslow AM, Tran U, Jean-Alphonse F, Needham AJ, Vilardaga J-P, Wessely O,

Williamson MP, Ong ACM. 2016. The polycystin-1, lipoxygenase, and a-toxin domain regulates polycystin-1
trafficking. Journal of the American Society of Nephrology 27:1159-1173. DOI: https://doi.org/10.1681/ASN.
2014111074, PMID: 26311459

Yheskel M, Lakhia R, Cobo-Stark P, Flaten A, Patel V. 2019. Anti-microRNA screen uncovers miR-17 family within
miR-17~92 cluster as the primary driver of kidney cyst growth. Scientific Reports 9:1920. DOI: https://doi.org/
10.1038/541598-019-38566-y, PMID: 30760828

Zhang B, Tran U, Wessely O. 2011. Expression of wnt signaling components during Xenopus pronephros
development. PLOS ONE 6:€26533. DOI: https://doi.org/10.1371/journal.pone.0026533

Zhang Y, Cooke A, Park S, Dewey CN, Wickens M, Sheets MD. 2013. Bicaudal-C spatially controls translation of
vertebrate maternal mMRNAs. RNA 19:1575-1582. DOI: https://doi.org/10.1261/rna.041665.113, PMID:
24062572

Tran, Streets, Smith et al. eLife 2025;14:RP106342. DOI: https://doi.org/10.7554/eLife.106342 21 of 28


https://doi.org/10.7554/eLife.106342
https://doi.org/10.1016/j.csbj.2023.01.027
https://doi.org/10.1016/j.csbj.2023.01.027
http://www.ncbi.nlm.nih.gov/pubmed/36789265
https://doi.org/10.1016/j.ajhg.2021.11.016
https://doi.org/10.1016/j.ajhg.2021.11.016
http://www.ncbi.nlm.nih.gov/pubmed/34890546
https://doi.org/10.1016/j.str.2011.03.019
https://doi.org/10.1016/j.str.2011.03.019
http://www.ncbi.nlm.nih.gov/pubmed/21645855
https://doi.org/10.1016/j.bbrc.2009.03.113
https://doi.org/10.1016/j.bbrc.2009.03.113
http://www.ncbi.nlm.nih.gov/pubmed/19324013
https://doi.org/10.1097/01.asn.0000076075.49819.9b
https://doi.org/10.1097/01.asn.0000076075.49819.9b
http://www.ncbi.nlm.nih.gov/pubmed/12819240
https://doi.org/10.1073/pnas.0506580102
http://www.ncbi.nlm.nih.gov/pubmed/16199517
https://doi.org/10.1016/S0140-6736(07)60601-1
http://www.ncbi.nlm.nih.gov/pubmed/17434405
https://doi.org/10.1016/j.ydbio.2007.04.030
https://doi.org/10.1016/j.ydbio.2007.04.030
http://www.ncbi.nlm.nih.gov/pubmed/17521625
https://doi.org/10.1242/dev.046045
http://www.ncbi.nlm.nih.gov/pubmed/20215348
https://doi.org/10.1681/ASN.2009101070
http://www.ncbi.nlm.nih.gov/pubmed/20558538
https://doi.org/10.1038/nature01039
http://www.ncbi.nlm.nih.gov/pubmed/12239571
https://doi.org/10.1242/dev.127.10.2053
http://www.ncbi.nlm.nih.gov/pubmed/10769230
https://doi.org/10.1016/s0925-4773(00)00568-2
https://doi.org/10.1016/s0925-4773(00)00568-2
http://www.ncbi.nlm.nih.gov/pubmed/11231089
https://doi.org/10.1152/ajprenal.00422.2013
http://www.ncbi.nlm.nih.gov/pubmed/24899057
https://doi.org/10.1016/s0092-8674(00)81570-6
http://www.ncbi.nlm.nih.gov/pubmed/9568711
https://doi.org/10.1038/71724
http://www.ncbi.nlm.nih.gov/pubmed/10615132
https://doi.org/10.1093/hmg/11.16.1845
http://www.ncbi.nlm.nih.gov/pubmed/12140187
https://doi.org/10.1681/ASN.2014111074
https://doi.org/10.1681/ASN.2014111074
http://www.ncbi.nlm.nih.gov/pubmed/26311459
https://doi.org/10.1038/s41598-019-38566-y
https://doi.org/10.1038/s41598-019-38566-y
http://www.ncbi.nlm.nih.gov/pubmed/30760828
https://doi.org/10.1371/journal.pone.0026533
https://doi.org/10.1261/rna.041665.113
http://www.ncbi.nlm.nih.gov/pubmed/24062572

ELlfe Research article Cell Biology | Developmental Biology

Zhang Y, Park S, Blaser S, Sheets MD. 2014. Determinants of RNA binding and translational repression by the
bicaudal-C regulatory protein. Journal of Biological Chemistry 289:7497-7504. DOI: https://doi.org/10.1074/
jbc.M113.526426

Zhou X, Vize PD. 2004. Proximo-distal specialization of epithelial transport processes within the Xenopus
pronephric kidney tubules. Developmental Biology 271:322-338. DOI: https://doi.org/10.1016/j.ydbio.2004.
03.036

Tran, Streets, Smith et al. eLife 2025;14:RP106342. DOI: https://doi.org/10.7554/eLife.106342 22 of 28


https://doi.org/10.7554/eLife.106342
https://doi.org/10.1074/jbc.M113.526426
https://doi.org/10.1074/jbc.M113.526426
https://doi.org/10.1016/j.ydbio.2004.03.036
https://doi.org/10.1016/j.ydbio.2004.03.036

e Llfe Research article

Cell Biology | Developmental Biology
Appendix 1

Supplementary methods

Cell culture studies

UCL93 kidney epithelial cells were immortalized from primary cultures of tubular cells isolated from
normal human kidneys removed for clinical indications as previously described (Parker et al., 2007,
Streets et al., 2003). Cells were grown in Dulbecco’s modified Eagle’s medium-Ham'’s 12 (DMEM-F12,
Invitrogen) supplemented with 1% I-glutamine (Invitrogen), 5% NuSerum (Becton Dickinson), and 1%
antibiotic/antimycotic solution (Invitrogen) at 33°C/5% CO,. HEK-293 cells were obtained from ATTC
(#CRL1573, RRID:CVCL_0045) and were cultured in Dulbecco’s modified Eagle’s medium-Ham'’s 12
(DMEM-F12, Invitrogen) supplemented with 1% I-glutamine (Invitrogen), 10% FCS and 1% antibiotic/
antimycotic solution (Invitrogen) at 37°C/5% CO,. Cells were transfected using Lipofectamine 3000
(Life Technologies) for 48 hours before the cell assays. Both cell type identities were validated by STR
analyses and regularly tested for mycoplasma contamination.

CRISPR/Cas?-mediated knockout and the BICC1 p.Gly821Glu (BICC1-G821E) and BICC1
p.Ser240Pro (BICC1-S240P) knock-in clones in HEK293T cells were generated by Synthego
Corporation (Redwood City, CA, USA) with the specifics outlined below. The BICC1 knockout was
confirmed by qRT-PCR (Figure 3—figure supplement 1c) and, like in the mouse, resulted in a
loss of Pkd2 expression that could be rescued by re-expression of mouse Bicc1 (Figure 3—figure
supplement 1d). In addition, two other genes lost upon elimination of BICC1, NEFL and LAMB3,
were also restored upon re-expression of mouse Bicc1 (Figure 3—figure supplement 1e and f). For
each engineered cell, two independent clones were generated and analyzed. Data were compared
to the mock-transfected parental cell line. Clonal identity was confirmed at regular intervals using
the PCR primers indicated below.

Details on gene editing of HEK293T cells

Bicc1 KO

Cell line HEK293

Gene name BICC1

Transcript ID ENST00000373886.8

Guide RNA sequence GAGCGAGGAGCGCUUCCGCG

Guide RNA cut location Chr10:58,513,298

Exon targeted 1

PCR and sequencing primers FOR primer (5'-3) TGCAGGGGGACGAGCT
QEV primer (5'-3") TGGAGCTAAACCGGCCG

Sequencing primer ;OR primer (5'-3) TGCAGGGGGACGAGCT

Genotype analysis

1. Clone E1

Indel: +1

Description: homozygous KO clone
2. Clone B8

Indel: =8/+1
Description: compound heterozygous KO clone

Continued on next page
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BICC1 carrying p.Ser240Pro (BICC1-S240P)

Cell line HEK293

Gene name BICC1

Transcript ID ENST00000373886.8

Guide RNA sequence UGACAGUAGCACCAUACAUU

Guide RNA cut location Chr 10: 58,789,402

Donor sequence AACCGGTTCCTGATCCTAATTCCCCCTCTATTCAGCA TATATCACAAAC

GTACAATATTTCAGTACCATTTAAA CAGCGTTCACGAATGTATGGTGCT
ACTGTCATAGTAC GAGGGTCTCAGAATAACACT

PCR and sequencing primers FOR primer (5'-3") TGCTTTAACTCTCTGCTTTGGA
REV primer (5'-3') ACGGGGAAAGATTCTATTGCA

Sequencing primer FOR primer (5'=3) TGCTTTAACTCTCTGCTTTGGA

Genotype analysis

1. Clone C8
Modification: BICC1 p.Ser240Pro (TCA >CCA)
Description: homozygous Kl clone

2. Clone F7

Modification: BICC1 p.Ser240Pro (TCA >CCA)
Description: homozygous Kl clone

BICC1 carrying p.Gly821Glu (BICC1-G821E)

Cell line HEK293

Gene name BICC1

Transcript ID ENST00000373886.8

Guide RNA sequence GACCGAAAUGGAAUUGGACC

Guide RNA cut location Chr10:58,813,922

Donor sequence AGCACTTGGGAGGTGGAAGCGAATCTGATAACTGGAGAGACCG AAATGAAA
TTGGGCCTGGAAGTCATAGTGAATTTGCAGCTTCTATT GGCAGCCCTAA

PCR and sequencing FOR primer (5'-3"): AAAGGCTGTAGGCAGGTTCC

primers REV primer (5'-3"): TCAGAGAGGCCACAGTCAGT

Sequencing primer FOR primer (5'-3"): AAAGGCTGTAGGCAGGTTCC

Genotype analysis

1. Clone A2
Modification: BICC1p.Gly821Glu (GGA >GAA)
Description: homozygous Kl clone

2. Clone E5

Modification: BICC1 p.Gly821Glu (GGA >GAA)
Description: homozygous Kl clone

Transcriptome analysis

For mRNA-sequencing, mRNA was extracted using Trizol followed by DNAse treatment. Each cell
line/clone was analyzed in triplicates as true technical replicates. Library generation was performed
using TruSeq RNA Library Prep Kits (lllumina, San Diego, CA, USA) and sequenced NovaSeqé6000
S4 150PE using the services of Psomagen. Primary sequence analysis was performed using Galaxy
(Afgan et al., 2022). Sequence reads were aligned to the human genome (GRCh38) using STAR
(RRID:SCR_004463) in Galaxy (Galaxy Version 2.7.10B+galaxy4, RRID:SCR_006281) with default
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parameters. Read counts were obtained using FeatureCounts (Galaxy Version 2.0.3+galaxy2,
RRID:SCR_012919) with the default parameters and normalized using DESeqg2 (Galaxy Version
2.11.40.8+galaxy0, RRID:SCR_015687) to identify differentially expressed genes (DEGs) and calculate
their fold changes (FC), p-values, and false discovery rate (FDR)-adjusted p-values (Love et al.,
2014). Gene Set Enrichment Analysis (GSEA, RRID:SCR_003199) was used to identify normalized
enrichment scores of 50 human hallmark gene sets (Subramanian et al., 2005).5 The sequences
data are deposited into the Gene Expression Omnibus (GEO, RRID:SCR_005012) database under
the accession number GSE262417 and are available online.

Plasmids

Full-length PC1 and PC2 plasmids used in this article have been previously reported (Xu et al., 2016).
Polycystin fusion proteins NT2 (PKD2 aa1-223), NT2 1-100 (PKD2 aa1-100), NT2 101-223 (PKD2
aa101-223), CT2 (PKD2 aa680-968), PLAT (PKD1 aa3118-3223), and CT1 (PKD1 aa4107-4303) were
subcloned into pGEX-6P-1, pEBG, or pMAL-c2X vectors to express N-terminal bacterial, mammalian
GST-fusion proteins, or MBP-fusion proteins respectively (Xu et al., 2016; Giamarchi et al., 2010).
myc-mBicc1-ASAM (BICC1 aa1-815) and myc-mBicc1-AKH (BICC1 aa352-977) truncations were
generated by PCR cloning from full-length myc-mBicc1 plasmid. All plasmids were verified by Sanger
sequencing. Of note, we have adapted a spelling of Bicc1, where BICC1 is the human homologue,
mBicc1 is the mouse homologue, and xBicc1 the Xenopus one.

Antibodies

Primary antibodies used in this study were mouse anti-BICC1 mAb (clone A12, Santa Cruz
Biotechnologies, sc-514846), rabbit anti-BICC1 (Sigma-Aldrich, HPA045212, RRID:AB_10959667),
mouse anti-PC1 mAb (clone 7e12, Santa Cruz Biotechnologies, sc-130554, RRID:AB_2163355) (Ong
et al., 1999), rabbit anti-PC1 (clone 2b7) (Newby et al., 2002), goat anti-PC2 (sc-10376, Santa
Cruz), rabbit anti-PC2 Ab (YCC2, a kind gift from Dr. S. Somlo or Santa Cruz Biotech, SC-28331,
RRID:AB_672377), rat anti-HA (clone 3F10, Roche, 11867423001, RRID:AB_390918), mouse anti-
GST mAb (Santa Cruz Biotechnologies, sc-138, RRID:AB_627677), rat anti-Myc (clone JAC6, Bio-
Rad, MCA1929, RRID:AB_322203), mouse anti-V5-Tag mAb (clone SV5-Pk1, Biorad, MCA1360,
RRID:AB_322378), rabbit anti-GAPDH mAb (clone 14C10, Cell Signaling, 2118, RRID:AB_561053)
and mouse anti-y-Tubulin mAb (clone GTU-88, Sigma-Aldrich, T6557, RRID:AB_477584). All primary
antibodies were used at 1:1000 unless otherwise stated. Secondary antibodies used in this study
include goat anti-mouse IgG (1030-05, Southern Biotech), goat anti-rabbit IgG (4050-01, Southern
Biotech), goat anti-rat IgG (3050-01, Southern Biotech), and rabbit anti-goat IgG (P0449, Dako). All
secondary antibodies were used at 1:10,000, unless otherwise stated in the results section.

Protein biochemistry

Cells were lysed by extraction at 4°C using the IP lysis Buffer (25 mM NaCl, 150 mM EDTA, 1 mM
0.5% NP40, 1% Triton X-100, pH 7.0) supplemented with a protease inhibitor cocktail (Roche).
Immunoblotting and immunoprecipitation were performed as previously described (Newby
et al., 2002). Biorad ChemiDocXRS+ and Image Lab 5.1 software were used for visualization and
quantification of proteins of interest. All quantification was carried out on non-saturated bands as
determined by the software from three independent experiments.

Recombinant protein preparation

Plasmids were transformed into the Escherichia coli strain BL21-RIPL, and recombinant protein
expression was induced at 37°C for 3 hours with 0.5 mM IPTG. MBP-tagged, GST fusion, and His-
tagged proteins were purified with Amylose, Glutathione-Sepharose, or Nickel columns, respectively,
as previously described (Giamarchi et al., 2010).

Preparation of in vitro translated Bicc'

Myc-tagged mBicc1 was in vitro transcribed and translated with a reticulocyte lysate system TnT SP6
(Promega, USA). Briefly, the plasmid DNA (1 pg) and 50 pl of the reaction mixture were incubated for
90 minutes at 30°C. Expression of myc-mBicc1,; was determined by western blotting.
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GST pull-down assays

1-2 pg of the bacterial GST fusion protein and 10 pl myc-mBicc1 ,r were incubated in 300 pl binding
buffer (1xTBST with 0.2% Tween20) for 1 hour at room temperature (RT) with gentle rotation. 40 pl
of 50% Glutathione Sepharose 4B beads (GE Healthcare) were then added and the mixture was
incubated with rotation for an additional hour. The beads were sedimented by centrifugation at
6000 rpm for 2 minutes and washed up to six times with 1 ml volumes of ice-cold PBS. Bound
proteins were eluted either using 25 pl of elution buffer or by boiling for 5-10 minutes in reducing
sample buffer.

Xenopus embryo manipulations

Xenopus laevis (RRID:NCBITaxon_8355) embryos obtained by in vitro fertilization were maintained
in 0.1x modified Barth medium (Sive et al., 2000) and staged according to Nieuwkoop and
Faber, 1994. Xenopus experiments, we performed injections using at least three independent
clutches per experimental group. Final numbers of animals/experimental group varied as survival
was clutch-dependent, and animals that did not gastrulate properly or were severely malformed
were excluded from subsequent analysis. Microinjections were performed on randomly selecting
cleaving embryos at the two- to four-cell stage for a given antisense MO/MO combination. Data
analysis was performed in a blinded fashion, and groups were only revealed post data acquisition.
The sequences of the antisense morpholino oligomers (GeneTools, LLC) used in this study were
5'-GGG ACA AAG ATG CTC ATT TTA ACA G-3' (BicC-MO1) (Tran et al., 2007), 5'-GCC ACT ATC
TCT TCA ATC ATC TCC G-3' (BicC-MO2) (Tran et al., 2007), 5'-TCC TTA TGG TCC GAG TTA
CCT TGG G-3' (Pkd1-sMO) (Xu et al., 2016; Zhang et al., 2011), 5'- GGT TTG ATT CTG CTG
GGA TTC ATC G-3' (Pkd2-MOQ) (Tran et al., 2010), and 5'- TAT TGT GTT CTA TTC TTA CCT TTC
T-3' (Pkhd1-sMO). For complete knockdown, a total of 3.2 pMol of Std-MO, Pkd1-sMO, Pkd2-MO,
Pkhd1-sMO, or a mixture of 3.2 pMol Bic-C-MO1 and 3.2 pMol Bic-C-MO2 (Bic-C-MO1+2) was
injected radially at the two- to four-cell stage into Xenopus embryos. Note that Xenopus laevis
is allotetraploid, and while we normally target both the L and S allele with one MO, in the case
of Bicc1, it requires two. For suboptimal knockdowns, 0.8 pMol of the Bic-C-MO1, Bic-C-MO2,
Pkd1-sMO, or Pkd2-MO and 0.4 pMol Pkhd1-sMO were used. Knockdown of Pkd1 and Pkhd1 was
performed using MOs targeting 3’ splice donor sites (Pkd1-sMO and Pkhd1-sMO). Microinjection
assays and RT-PCR demonstrated that both splice MOs are functional and prevent proper splicing of
the two genes (Figure 3—figure supplement 1a and Supplementary Figure S12 in Xu et al., 2016).
Suboptimal concentrations were determined by injecting serially diluted MOs and determining the
concentration-dependent induction of the edema phenotype (Figure 3—figure supplement 1b). Of
note, the combinatorial knockdown approach is based on a sensitized biological readout, but not on
reducing expression levels to a fixed amount such as, for example, 50%.

For synthetic MRNA, pCS2-xBicC’ (Tran et al., 2007) and its derivatives carrying the corresponding
point mutations (generated by Quikchange Il Mutagenesis kit from Stratagene) were linearized
with Notl and transcribed with SP6 RNA polymerase using the mMessage mMachine (Ambion).
Rescue experiments, whole mount in situ hybridizations, and histology were performed as previously
described (Tran et al., 2007). To generate antisense probes, the plasmids were linearized and
transcribed as follows: pSK-Bicc1 (Wessely and De Robertis, 2000) — Notl/T7, pCMV-SPORT6-Nbc1
(Zhou and Vize, 2004) — Sall/T7, pGEM-T-Easy-Pkd1 — Ncol/Spé, pCRII-TOPO-Pkd2 (Tran et al.,
2010) - Notl/Sp6, pGEM-T-Easy-Pkhd1 — Ncol/Spé.

Mouse studies

For the mouse studies, the sample sizes for the experimental groups were not determined a priori
using a power analysis as we did not know the effect sizes for the phenotypes under investigation.
Thus, we collected multiple litters until the number of the mutant phenotypes was statistically
significantly different from the controls and the number of animals in the experimental groups of
interest exceeded 10. Genotyping was performed after collecting the biological data; thus, the
investigator was blinded during the data acquisition phase. No outliers were removed unless mice
were moribund before sacrifice. In addition, we parsed the data based on sex as a biological variable
but did not detect any differences. The Pkd2/Bicc1 mouse crosses were performed using two mouse
strains, one carrying the hypomorphic Bicc1 allele Bpk (Nauta et al., 1993) and one of a Pkd2
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null allele (Wu et al., 1998). As the two mice strains were of different genetic background, that is,
BALB/c (RRID:MG1:2683685) and C57BL/6 (RRID:IMSR_JAX:000664), we utilized a breeding scheme
minimizing the influence of the genetic background. Bicc1*®** and Pkd2*'mice were crossed to
generate Bicc1*®*%:Pkd2""compound heterozygotes as F1 generation. These mice were then
intercrossed to generate the experimental animals in the F2 generation. Mice were genotyped by
PCR and analyzed at postnatal day P4, P14, and P21. Kidneys were examined as previously described
(Tran et al., 2010) for kidney function using BUN (QuantiChrom Urea Assay Kit, BioAssay Systems),
morphometric parameters (body and kidney weight) as well as histology and immunofluorescence
analyses (i.e., Lotus tetragonolobus agglutinin [LTA] and Dolichos biflorus agglutinin [DBA] to
determine cyst origin). Cystic index was calculated as percent of the kidney occupied by proximal
(LTA-positive) or collecting duct (DBA-positive) cysts.

The Pkd1/Bicc1 mouse crosses were performed using the same BiccT hypomorphic allele Bpk,
which was transferred into the C57BL/6 background by backcrossing for more than 10 generations.
The Bpk allele displayed the same cystic kidney phenotype in this background as the one described
for BALB/c (Akbari et al., 2022). These mice were intercrossed to the Pkd1"":Pkhd1-Cre mice (a
kind gift from Drs. Somlo and Igarashi), an allele we refer to as Pkd1°® in this study. Kidneys were
analyzed at postnatal day P7 and P14 for kidney function, morphometric parameters, histology, and
immunofluorescence, as described for the Bicc1/Pkd2 mutants.

Of note, the choice of the mouse strains was based on the availability of mice at the time of
the experiments and not due to scientific reasons. As we had not finished backcrossing the Bicc1-
Bpk strain from Balb/c into C57BL/6, it would have been scientifically unsound to assume genetic
homogeneity and cross them with the Pkd2 mutant mice in an uncontrollable fashion. Thus, the
interaction between Bicc1 and Pkd2 was performed by generating breeders (Bicc1*®°*:Pkd2** and
Bicc1*8°k:Pkd2*") in the F1 generation and the experimental animals in the F2 generation. Yet, when
we started exploring the interaction between Bicc1 and Pkd1, all three mouse strains (Bicc1%,
Pkd1%" and Pkhd1-Cre) were available in the C57BL/6 strain and the Bicc1*/®°< had been backcrossed
into C57BL/6 more than 10 generations. Thus, the Bicc1/Pkd1 study was performed using traditional
breeding schemes.

International diagnostic clinical cohort

Next Generation Sequencing (NGS) technologies and comprehensive bicinformatic analyses utilized
in this project are described in detail elsewhere (Devane et al., 2022; Lu et al., 2017). In brief,
we performed different NGS-based approaches utilizing a customized sequence capture library
with curated target regions — currently comprising more than 650 genes described and associated
with cystic kidney disease or allied disorders — as well as corresponding flanking intronic sequence
according to the manufacturer's recommendations. The panel design is enriched by targets in
non-coding regions for described variants listed in well-accepted databases like HGMD or ClinVar
(RRID:SCR_006169) and optimized for low-performance and disease-critical regions (e.g., PKD1).
DNA samples were enriched using sequence capture, multiplexed, and in most cases sequenced
using lllumina sequencing-by-synthesis technology with an average coverage of more than 300x.
Raw data were processed following bioinformatics best practices. Mapping and coverage statistics
were generated from the mapping output files using standard bioinformatics tools (e.g., Picard).
Statistical analysis was conducted on our internal database currently comprising >20,000 datasets.
The total of this data pool is summarized over samples analyzed by NGS-based customized panel
testing or whole exome sequencing (WES) analysis. Customized panel setups have been regularly
updated. Sub-cohorts of patients were categorized based on clinical, ultrasound, and/or histologic
data. Control cohorts were selected by ruling out any involvement of kidney-related symptoms.
This approach yielded high and reproducible coverage enabling copy number variation (CNV)
analysis. The performance of the wet-lab and bioinformatic processes is validated and controlled
according to national and international guidelines (Chicoine et al., 2007, Zhang et al., 2014)
reaching high sensitivity for SNV, Indels, and CNVs using well-established reference samples,
as well as a large cohort of positive controls, especially for CNVs (Matthijs et al., 2016; Rehm
et al.,, 2013). For interpretation of identified variants, we established a bioinformatic algorithm
automatically calculating ACMG classification based on existing and updated guidelines (Ellard
et al., 2020; Richards et al., 2015) and was conducted according to specific standardized internal
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procedures. Bioinformatically called variants were classified according to ACMG/AMP and ACGS
guidelines in respect to current literature and database entries (internal and external mutation and
frequency databases, public clinical and functional studies) as well as family history and - if available
- segregation results. Variant prioritization was based on this classification and on the frequency of
the respective variants in public databases. Variants e.g., in the genes PKD1, PKD2, and BICC1 were
filtered and prioritized for very rare variants in external (gnomAD) and internal databases in our
cohort of patients with PKD, classified as pathogenic, likely pathogenic, or VUS, not present in the
overall control cohort of all patients in our database and/or patients not affected by PKD or a similar
phenotype. Sequence variants of interest were verified by Sanger sequencing, if NGS results failed
internal validation guidelines.

For statistical analyses of our patient data, we screened our entire internal database. In a
control sub-cohort rigorously screened against any clinical involvement of kidney symptoms
(>10,700 patients), neither a BICC1 variant (class Ill-V) in combination with a PKD1 or PKD2 variant
nor a relevant monoallelic BICC1 variant could be identified using the workflow used for variant
prioritization described above. We also repeated both queries on cohorts of patients clinically
presenting as glomerular disease/focal segmental glomerular sclerosis (FSGS) or atypical hemolytic
uremic syndrome (aHUS) with 957 and 1889 cases and datasets, respectively. Again, we did not
detect a single patient with any of the variants described in the article.

In silico studies

The 3D structure of BICC1 (UniProt: Q9H694), PKD1 (UniProt: P98161) and PKD2 (UniProt:
Q13563) was downloaded from PDB (6GY4, 4RQN, Bicaudal-C ortholog GLD-3 ‘3N89’, 6A70 and
6WB8), modeled by AlphaFold (RRID:SCR_025454) and the PHYRE2 automated protein homology
modeling server (Nakel et al., 2010, Rothé et al., 2018, Kelley et al., 2015, Jumper et al., 2021).
Because no experimentally mutant BICC1 structures have been determined, we generated mutant
structures by individually introducing the missense mutations in silico; missense mutations were then
computationally modeled in UCSF Chimera 1.14 (Pettersen et al., 2004) by first swapping amino
acids using optimal configurations in the Dunbrack rotamer library (Shapovalov and Dunbrack,
2011) and by taking into account the most probable rotameric conformation of the mutant residue.
All kinds of direct interactions, that is, polar and nonpolar, favorable and unfavorable, including
clashes, were analyzed using the contacts command in UCSF Chimera 1.14 (Pettersen et al., 2004).
The evolutionary conservation score of each amino acid of BICC1 in its conserved domains (KH,
KHL, and SAM domains) was determined using the ConSurf algorithm, based on the phylogenetic
relationships between sequence homologues (Ashkenazy et al., 2016). To determine the effects
of the mutations in flexible conformations of the protein, we used DynaMut, a consensus predictor
of protein stability based on the vibrational entropy changes predicted by an elastic network
contact model (ENCoM) (Rodrigues et al., 2018). Pathogenicity of the variants was predicted using
Ensembl Variant Effect Predictor (VEP, RRID:SCR 007931) (McLaren et al., 2016) to calculate a
REVEL score (loannidis et al., 2016) and the structural impact of missense variants analyzed using
VarSite (Laskowski et al., 2020). The pathogenicity score of BICC1, PKD1, and PKD2 variants was
also determined using different predictors with the scores collated from Argus dbNSFP and ProtVar
(Schroter et al., 2023; Liu et al., 2020).
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