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ABSTRACT
Background Primary ciliopathies represent a group of 
inherited disorders due to defects in the primary cilium, 
the ’cell’s antenna’. The 100,000 Genomes Project was 
launched in 2012 by Genomics England (GEL), recruiting 
National Health Service (NHS) patients with eligible 
rare diseases and cancer. Sequence data were linked 
to Human Phenotype Ontology (HPO) terms entered by 
recruiting clinicians.
Methods Eighty- three prescreened probands were 
recruited to the 100,000 Genomes Project suspected to 
have congenital malformations caused by ciliopathies in 
the following disease categories: Bardet- Biedl syndrome 
(n=45), Joubert syndrome (n=14) and ’Rare Multisystem 
Ciliopathy Disorders’ (n=24). We implemented a 
bespoke variant filtering and analysis strategy to improve 
molecular diagnostic rates for these participants.
Results We determined a research molecular diagnosis 
for n=43/83 (51.8%) probands. This is 19.3% higher 
than previously reported by GEL (n=27/83 (32.5%)). A 
high proportion of diagnoses are due to variants in non- 
ciliopathy disease genes (n=19/43, 44.2%) which may 
reflect difficulties in clinical recognition of ciliopathies. 
n=11/83 probands (13.3%) had at least one causative 
variant outside the tiers 1 and 2 variant prioritisation 
categories (GEL’s automated triaging procedure), which 
would not be reviewed in standard 100,000 Genomes 
Project diagnostic strategies. These include four structural 
variants and three predicted to cause non- canonical 
splicing defects. Two unrelated participants have biallelic 
likely pathogenic variants in LRRC45, a putative novel 
ciliopathy disease gene.
Conclusion These data illustrate the power of linking 
large- scale genome sequence to phenotype information. 
They demonstrate the value of research collaborations in 
order to maximise interpretation of genomic data.

INTRODUCTION
Ciliopathies represent a group of inherited genetic 
disorders that arise as a result of defects in the 
primary cilium, the ‘cell’s antenna’,1 or motile cilia, 
organelles responsible for the movement of fluid 
over the surface of cells.2 They encompass a range 
of severe developmental and degenerative diseases 

that are individually rare but collectively common, 
affecting an estimated 15.8 million people world-
wide including an estimated 133 000 people in the 
UK. Cilia have also been implicated in conditions 
such as diabetes, cancer, congenital heart disease 
and osteoarthritis.3–5 As cilia have a near- ubiquitous 
anatomical distribution, genetic defects affecting 
the structure or function of cilia cause a range of 
conditions that can affect multiple organs. Ciliopa-
thies are typically classified into: retinal ciliopathies 
that exclusively or predominantly affect the eye6; 
renal ciliopathies, which include autosomal domi-
nant polycystic kidney disease affecting around 
1:500 people7; skeletal ciliopathies that cause a 
diverse range of skeletal dysplasias and cranio- facial 
dysmorphology8; metabolic or ‘obesity’ ciliopa-
thies9; neurodevelopmental ciliopathies10; and the 
respiratory motile ciliopathies.11

It is estimated that around 1000 genes contribute 
to ciliogenesis and cilium function,12–15 and ciliop-
athies are highly genetically heterogeneous.16 17 
Approximately one- third of the around 270 genes 
implicated in inherited retinal dystrophies are cilia 
genes,18 whereas roughly 20 genes have been asso-
ciated with renal ciliopathies (PKD OMIM pheno-
typic series PS173900; nephronophthisis OMIM 
PS256100). The short- rib polydactyly syndromes, 
which encompass most of the skeletal ciliopathies, 
have 22 known genetic causes (OMIM PS208500). 
There are 24 known genetic causes of the meta-
bolic/obesity ciliopathy Bardet- Biedl syndrome 
(BBS) (OMIM PS209900). In this same series, 
Alström syndrome is unusual, because it is a single 
gene ciliopathy (caused by pathogenic variants in 
ALMS1). There is extensive genetic overlap between 
neurodevelopmental ciliopathies Joubert syndrome 
(JBTS) and Meckel- Gruber syndrome (MKS), with 
37 known JBTS genes (OMIM PS213300) and 13 
MKS genes (OMIM PS249000), many of which 
also cause JBTS. Several MKS and JBTS disease 
genes also overlap with the nine genes known to 
cause complex multiorgan ciliopathy orofacial 
digital syndrome (OFD) (OMIM PS311200). OFD 
is considered by some to be a skeletal ciliopathy, 
involving malformations of the face, mouth and 
digits, while OFD type 1, which specifically includes 
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polycystic kidney disease, may be considered a renal ciliopathy. 
In total, at least 220 different genes have been shown to cause a 
single (or multiple) ciliopathy when mutated.

The number of identified ciliopathy disease genes has 
advanced rapidly since the early to mid- 2010s following the 
ubiquitous implementation of next- generation sequencing 
(NGS) technologies. Using targeted gene panel, or whole 
exome sequencing (WES) approaches, genetic diagnosis rates 
for syndromic primary (non- motile) ciliopathies are typically 
40%–70% and for motile (respiratory ciliopathies) are approx-
imately 70% (studies summarised in online supplemental table 
1). A recent large whole genome sequencing (WGS) study in 
125 families with ciliopathies achieved an 87% diagnosis rate,16 
and a further increase was achieved following the inclusion of 
structural variant (SV) analysis and RNA sequencing in carefully 
phenotyped cohorts.19

The 100,000 Genomes project is a hybrid clinical/research 
initiative, launched in 2012 and overseen by Genomics England 
Ltd (GEL), a company set up and wholly owned by the UK 
Government Department of Health and Social Care.20 The 
project aimed to sequence 100 000 genomes from 70 000 indi-
viduals with rare diseases and cancer. Rare disease patients’ 
genomes were sequenced alongside their family members in a 
trio testing approach. Cancer patients’ germline and somatic 
genomes were sequenced from matched tumour and normal 
tissue. Genome sequence data were linked to clinical data from 
longitudinal patient records and Human Phenotype Ontology 
(HPO) terms entered by recruiting clinicians. Participants 
consented to receive a diagnosis for the specific condition they 
were recruited to the project for and to allow access to their fully 
anonymised genome sequence data and phenotype information 
for approved academic and commercial researchers. Recruitment 
to 190 different rare disease domains took place between 2016 
and 2018 across 85 NHS Trusts, coordinated by 13 Genomic 
Medicine Centres (GMCs). In the data release used in this study 
(Main Programme Release 11 (17 December 2020)), data were 
available for 88 918 individuals: 71 682 in the rare diseases arm 
of the 100,000 Genomes Project and 17 236 in the cancer arm. 
In the rare diseases arm, 33 329 participants were entered as 
probands and 38 352 as relatives.

GEL also developed PanelApp (available from https:// 
panelapp.genomicsengland.co.uk), a crowdsourcing tool for 
sharing and evaluation of gene panels by the scientific commu-
nity.21 Virtual gene panels were applied to WGS data to facil-
itate focused analysis, returning variants in selected genes on 
curated lists with convincing evidence of an association with 
the disease(s) of interest. Not only does this shorten the list of 
variants to analyse, but it also reduces the risk of unwanted inci-
dental findings.

As part of the effort to integrate NGS into standard of care 
(SOC) testing in the UK’s National Health Service (NHS), cili-
opathy patients who had previously undergone existing SOC 
testing (typically gene panel testing) were recruited to the 
100,000 Genomes Project to undergo WGS.22 Patients recruited 
under congenital malformations caused by ciliopathies (CMC) 
categories (subdivided into BBS, JBTS and rare multisystem cili-
opathy disorders (RMCD) or respiratory ciliopathies) accounted 
for just under 1% of the total rare disease cohort. There were 
no dedicated recruitment categories for retinal ciliopathies, renal 
ciliopathies or skeletal ciliopathies, and these were recruited 
under subcategories of ophthalmological disorders, renal and 
urinary tract disorders or other categories, and so there are likely 
to be many further ciliopathy participants in the rare disease 
cohort. In this study, we aimed to optimise strategies to improve 

molecular diagnostic rates for probands recruited to the CMC 
category within the 100,000 Genomes Project.

MATERIALS AND METHODS
Participant selection and phenotypic classification
Participants recruited under CMC categories were extracted 
from the GEL Main Programme Release 11 (17 December 
2020) using the user interface ‘LabKey’ within the GEL secure 
research environment. All data analysis was conducted within 
the GEL Research Environment. We exported anonymised data 
for publication through the Airlock system, after review by the 
GEL Airlock Review Committee. HPO terms recorded for each 
participant by their recruiting clinicians were assessed within the 
research environment prior to genetic analysis to determine the 
most likely clinical diagnosis for each proband based on pheno-
typic features alone. For selected cases, further clinical informa-
tion was obtained through the ‘Participant Explorer’ interface.

Variant filtering and analysis
The GEL data processing pipeline, which includes an automated 
variant triaging algorithm to classify variants into a series of 
‘Tiered’ categories (as defined by the Genomics England Rare 
Disease Tiering Process), has been described previously.22 Vari-
ants were tiered against ‘green’ genes listed in PanelApp panels 
selected according to entered HPO terms. PanelApp provides a 
traffic light system for genes: ‘green’ genes are diagnostic grade, 
‘amber’ genes are borderline and ‘red’ genes have a low level 
of evidence. In instances where tiered variants did not indicate 
the cause of disease, untiered single nucleotide variants (SNVs) 
including heterozygous variants were extracted from participant 
genomes using a custom Python script (‘ find_ variants_ by_ gene_ 
and_ consequence. py’; available at https://github.com/JLord86/ 
Extract_variants). The script extracts variants in diagnostic 
grade ‘green’ genes from provided PanelApp panels and candi-
date genes with the variant effect predictor (VEP) annotations 
stop_gained, splice_acceptor, splice_donor, frameshift, missense 
and splice_region (if the variant was within either the terminal 
1–3 bases of the exon or terminal 3–8 bases of the intron).

The script was first run using the RMCD Super Panel V.4.91 
(available from https://panelapp.genomicsengland.co.uk/panels/ 
728/) (green genes recorded in online supplemental table 2) and 
ciliopathy candidate genes from several sources. These include 
all ‘red’ and ‘amber’ genes from the PanelApp RMCD panel, 
genes of interest highlighted by local research teams and all 
genes on the curated SYSCILIA gold standard (SCGSv1) (online 
supplemental table 3). If a single potentially pathogenic hetero-
zygous SNV in a recessive gene was identified through this 
strategy, manual inspection of the whole gene locus was under-
taken using the Integrative Genomics Browser (IGV)23 to deter-
mine if a potential SV could be identified as the second biallelic 
variant. SVs were considered potentially causative if present 
in >30% of reads.

For those cases that remained unsolved, untiered SNVs 
were then extracted using further panels compatible with the 
participant’s phenotype. These included: the Retinal Disor-
ders panel V.2.172 for those with retinal dystrophy only (avail-
able from https://panelapp.genomicsengland.co.uk/panels/ 
307/), the Developmental Disorders Genotype- to- Phenotype 
database (DDG2P) panel V.2.21 for those with multisystemic 
developmental disorders (https://panelapp.genomicsengland. 
co.uk/panels/484/), the Laterality Disorders and Isomerism 
panel V.1.21 for those with a laterality defect (https://panelapp. 
genomicsengland.co.uk/panels/549/) and the Broad Renal Super 
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panel V.2.346 for those with isolated renal anomalies (https:// 
panelapp.genomicsengland.co.uk/panels/902/).

For all remaining unsolved participants, variants potentially 
affecting splicing (SpliceAI delta scores  >0.5) in diagnostic 
grade ‘green’ genes) from the PanelApp RMCD panel were 
extracted with a further custom Python script (‘ find_ variants_ 
by_ gene_ and_ SpliceAI_ score. py’; available at https://github. 
com/JLord86/Extract_variants).24 Finally, the  find_ variants_ by_ 
gene_ and_ SpliceAI_ score. py Python script was run again using 
the DDG2P panel V.2.21 for all remaining unsolved participants.

Bespoke research variant analysis pipeline
All data anlysis was conducted within the secure online Research 
Environment including interrogation of BAM, VCF, SV and HPO 
information files. The Ensembl VEP was used to obtain variant 
information for interpretation of variant pathogenicity.25 Infor-
mation about associations between genes and disease phenotypes 
was obtained from the OMIM database (https://www.omim.org). 
The mode of inheritance was defined according to the literature 
and OMIM for each gene. Variant evidence was reviewed using 
ACMG/AMP guidelines for clinical variant interpretation,26 
and each variant of interest was assigned a pathogenicity score 
according to current (Association for Clinical Genomic Science 
(ACGS) guidelines.27

The research analysis workflow comprised steps to filter 
genomic data (figure 1A), assess putative pathogenic vari-
ants (figure 1B), then classify and assign diagnostic confidence 
(figure 1C).

Variant classification and diagnostic confidence
To benchmark our ability to appropriately classify and interpret 
identified variants, first- pass analysis was blinded to previous 
results, and then verified against the GEL reported findings in 
the GMC exit questionnaires. These were completed by regional 
NHS GMCs for each analysed participant. Recruiting clinicians 
were contacted through the GEL secure airlock system for noti-
fication of a research molecular diagnoses, if they did not have 
a consistent completed GMC exit questionnaire. Additional 
clinical data were requested, where required, using the ‘contact 
the clinician’ form. All diagnoses identified through this blinded 
research strategy were termed ‘research molecular diagnoses’. 
The interpretation of these findings was subdivided into ‘confi-
dent’, ‘probable’ or ‘possible’ according to the ACMG classifi-
cation for each variant, the inheritance pattern of the identified 
condition and the match to the proband’s phenotypic features 
(summarised in figure 1C).

RESULTS
Congenital malformations caused by ciliopathies cohort
A total of 83 probands were identified in the CMC cohort. This 
was subdivided into 45 in the BBS category, 14 in the JBTS cate-
gory and 24 in the RMCD category. Fifteen participants were 
recruited as singleton cases, and for 68 individuals at least one 
additional family member underwent WGS. Including probands 
and relatives, genomic data were available for 211 individuals.

HPO term analysis
Analysis of HPO terms for the 83 probands shows that for 51 
cases, phenotypes were consistent with their disease recruitment 
category. The remaining 32 probands lack recorded phenotypes 
suggestive of a syndromic ciliopathy (table 1). This suggests 
that participants were either frequently misdiagnosed as having 
ciliopathies or HPO terms were not entered accurately.

Tiered variants
Thirty- eight tier 1 variants were identified in 28 different genes 
among 29 different probands in the CMC cohort. Two hundred 
and sixteen tier 2 variants were identified in 142 different genes 
among 53 different probands. A total of 8777 tier 3 variants 
were identified in 5220 different genes among all 83 probands. 
No SVs had been tiered.

GEL reported molecular diagnoses
GMC exit questionnaires were completed for 67/83 (80.7%) 
patients by Release 11 (released 17 December 2020) (table 1). 
Twenty- three participants (27.7%) had GMC exit question-
naires reporting causative tier 1 or tier 2 variants, with one 
case partially solved and 22 fully solved. Four GMC exit ques-
tionnaires reported variants of uncertain significance (VUS) 
(figure 2A).

We identified that one of the cases previously reported as 
solved was a false positive. The GMC questionnaire reported 
compound heterozygous ALMS1 variants in participant #32 
including an untiered heterozygous exon 11 deletion. The dele-
tion was not visible using the IGV or detectable in the patients 

Figure 1 Research analysis workflow that (A) describes steps to filter 
genomic data, (B) analyse putative pathogenic variants and (C) classify 
variants then assign diagnostic confidence. ACMG, Association for Clinical 
Genomic Science; DDG2P, Development Disorder Genotype - Phenotype 
Database; GEL, Genomics England; IGV, Integrative Genomics Browser; 
RMCD, rare multisystem ciliopathy disorders; SNV, single nucleotide variant; 
SV, structural variant; VEP, variant effect predictor; VUS, variant of uncertain 
significance.
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Table 1 Anonymised phenotypic and research molecular diagnosis data for the probands in the congenital malformations caused by ciliopathies 
cohort

Research 
number

Recruitment 
category

Most likely clinical 
diagnosis based on 
HPO terms

Does recruitment 
category match 
most likely clinical 
diagnosis?

GEL GMC 
exit report

Research molecular 
diagnosis Gene

Is identified 
diagnosis a 
ciliopathy?

Diagnostic 
confidence

1 JBTS JBTS Yes Sol CHARGE Syn CHD7 No Conf

2 BBS Non- cil MS cond No Sol Alström Syn ALMS1 Yes Conf

3 BBS BBS Yes Sol BBS +RP ARL6 +IMPG2 Yes Conf

4 BBS BBS Yes Sol RP RPGR Yes Conf

5 BBS Non- cil MS cond No Sol Retinal cil, possibly syndromic CEP290 Yes Conf

6 JBTS JBTS Yes Sol JBTS KIAA0586 Yes Conf

7 RMCD OFD- like cil Yes Sol OFD1, PKD +inherited cataract OFD1, PKD1, 
CRYBB1

Yes (OFD1) OFD1 Conf, 
PKD1 +CRYYB1 
Poss

8 BBS Isol RD No Sol RP PRPF8 No Conf

9 RMCD JBTS- like MS cil Yes Uns Seckel Syn CEP152 No Poss

10 JBTS JBTS Yes Sol JBTS CEP290 Yes Conf

11 RMCD Jeune- like cil Yes Unr Feingold Syn MYCN No Conf

12 JBTS JBTS Yes Unr JBTS ARMC9 Yes Conf

13 BBS BBS Yes Unr Tubulinopathy TUBA1A No Poss

14 RMCD Jeune- like cil Yes Unr Jeune Syn WDR19 Yes Conf

15 BBS Isol RD No Unr RP RHO No Conf

16 RMCD Non- cil MS cond No VUS STAG1 syndromic ID syn STAG1 No Prob

17 BBS BBS Yes Sol BBS BBS1 Yes Conf

18 BBS BBS Yes Sol Neurodevelopmental disorder RERE No Conf

19 BBS BBS Yes Sol Alström Syn ALMS1 Yes Conf

20 BBS Isol eye cond (not RD) No Sol BBS BBS2 Yes Conf

21 JBTS JBTS Yes Unr Poretti- Boltshauser 
Syn+Arboleda Tham Syn

LAMA1, KAT6A No LAMA1 Prob, 
KAT6A Poss

22 BBS BBS Yes Sol BBS MKKS Yes Conf

23 JBTS JBTS Yes Sol JBTS CEP290 Yes Prob

24 BBS Non- cil MS cond No Uns Uns

25 BBS BBS Yes Sol Smith Magenis Syn RAI1 No Conf

26 BBS BBS Yes Sol Cone- rod dystrophy PROM1 No Conf

27 JBTS Non- cil MS cond No Unr Luscan- Lumish Syn SETD2 No Conf

28 BBS Non- cil MS cond No Sol Optic Atrophy OPA1 No Conf

29 BBS Non- cil MS cond No Sol Alström Syn ALMS1 Yes Conf

30 BBS BBS Yes Sol Chung- Jansen Syn PHIP No Conf

31 BBS Isol RD No Sol Cone- rod dystrophy RAB28 Yes Conf

32 BBS BBS Yes Sol None: Unsolved ALMS1 N/a False+ve

33 RMCD Non- cil MS cond No Uns Uns

34 RMCD Non- cil MS cond No Uns Van Esch- O'Driscoll Syn POLA1 No Poss

35 JBTS JBTS Yes Uns Uns

36 JBTS JBTS Yes Uns Uns

37 RMCD Non- cil MS cond No Uns Uns

38 BBS BBS Yes Uns Uns

39 BBS BBS Yes Uns Uns

40 BBS BBS Yes Uns Uns

41 JBTS JBTS Yes Uns JBTS CSPP1 Yes Prob

42 JBTS JBTS Yes Unr JBTS PIBF1 Yes Prob

43 BBS BBS Yes Uns Uns

44 RMCD Non- cil MS cond No Uns Uns

45 BBS Isol polydactyly No Uns Uns

46 RMCD MKS/JBTS- like MS cil Yes Uns Uns

47 BBS Non- cil MS cond No Unr Uns

48 RMCD BBS- like MS cil Yes Uns Candidate cil LRRC45 Candidate Poss

49 RMCD Non- cil MS cond No Unr Uns

50 BBS BBS Yes Unr Uns

51 RMCD DM DM Unr Uns

Continued
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VCF file; following correspondence with the GEL helpdesk. the 
variant was confirmed to be a false positive.

Identification of research molecular diagnoses
Our bespoke variant- to- diagnosis pipeline shows that 43 of the 
83 probands (51.8%) have a research molecular diagnosis that 
is compatible with their phenotypic features (table 1). Indi-
vidual variant information, including data taken into consider-
ation in performing ACMG classification, is recorded in online 
supplemental table 4. Twenty- eight of the 83 participants 
(33.7%) are classified as having a confident diagnosis, 5/83 
(6%) a probable diagnosis and 10/83 (12%) only a possible 
diagnosis (figure 2B). Overall, 34/83 participants (41%) had 
a research molecular diagnosis that fully accounted for their 
entered phenotypic features and 9/83 (10.8%) that partially 
accounted for their entered features (online supplemental table 

4). No phenotypic features were entered for proband #75, 
but the possible molecular diagnosis of BBS matches their BBS 
recruitment category. Diagnoses according to recruitment cate-
gory are shown in figure 2C.

Seventeen of the 43 research molecular diagnoses (39.5%) can 
be considered novel findings. Fourteen diagnoses are new find-
ings in probands with no completed GMC exit questionnaire 
(unreported) and three are in probands with negative GMC 
outcome questionnaires (reported as ‘unsolved’). Interestingly, 
a significant proportion of research molecular diagnoses have 
been made in non- ciliopathy genes. Only 23 of the 43 poten-
tially solved participants (53.5%) have variants in genes known 
to be causative of ciliopathy syndromes. The remaining 19/43 
potentially solved probands (44.2%) have variants identified in 
non- ciliopathy genes.

Research 
number

Recruitment 
category

Most likely clinical 
diagnosis based on 
HPO terms

Does recruitment 
category match 
most likely clinical 
diagnosis?

GEL GMC 
exit report

Research molecular 
diagnosis Gene

Is identified 
diagnosis a 
ciliopathy?

Diagnostic 
confidence

52 RMCD JBTS- like MS cil Yes Unr Uns

53 RMCD Isol GI disorder No Unr Uns

54 RMCD Non- cil MS cond No Uns Uns

55 JBTS JBTS Yes Uns Uns

56 BBS Isol eye cond (not RD) No VUS BBS BBS9 Yes Poss

57 JBTS JBTS Yes Uns Uns

58 RMCD JBTS- like MS cil Yes Uns Uns

59 BBS BBS Yes Uns Uns

60 BBS BBS Yes Uns Uns

61 RMCD Non- cil MS cond No Unr WT1- related disorder WT1 No Conf

62 RMCD Non- cil MS cond No Uns Uns

63 RMCD Non- cil MS cond No Uns Uns

64 RMCD JBTS- like MS cil Yes Uns Uns

65 BBS BBS Yes Uns Uns

66 RMCD BBS- like MS cil Yes Uns Uns

67 BBS Non- cil MS cond No VUS Alström Syn ALMS1 Yes Poss

68 JBTS JBTS Yes Uns Uns

69 BBS BBS Yes Sol BBS BBS1 Yes Conf

70 BBS Non- cil MS cond No Uns Uns

71 RMCD Non- cil MS cond No Unr Shukla- Vernon Syn BCORL1 No Poss

72 BBS BBS Yes Unr Sifrim- Hitz- Weiss Syn CHD4 No Poss

73 RMCD Isol GI disorder No Uns Uns

74 BBS Non- cil MS cond No Uns Uns

75 BBS DM DM Unr BBS BBS4 Yes Poss

76 BBS BBS Yes VUS BBS BBS10 Yes Poss

77 BBS BBS Yes Uns Uns

78 BBS BBS Yes Uns Uns

79 BBS BBS Yes Uns Uns

80 BBS BBS Yes Uns Uns

81 BBS BBS Yes Uns Uns

82 BBS Non- cil MS cond No Unr Attenuated 
mucopolysaccharidosis 1

IDUA No Prob

83 BBS BBS Yes Uns Uns

Table includes the recruitment category, designated ‘most likely’ clinical diagnosis based on entered HPO terms alone, GEL GMC exit questionnaire reporting outcome, research 
molecular diagnosis (determined by genotype), responsible gene, whether the identified diagnosis is a ciliopathy and diagnostic confidence. Note: individual variant information, 
including data taken into consideration in forming ACMG classifications, can be found in online supplemental table 4.
BBS, Bardet- Biedl syndrome; Cil, ciliopathy; Cond, condition; Conf, confident; DM, data missing; GEL, Genomics England; GI, gastrointestinal; GMC, Genomic Medicine Centres; 
HPO, Human Phenotype Ontology; Isol, isolated; JBTS, Joubert syndrome; MKS, Meckel Gruber syndrome; MS, multisystemic; PKD, polycystic kidney disease; Poss, possible; Prob, 
probable; RD, retinal dystrophy; RMCD, rare multisystem ciliopathy disorders; RP, retinitis pigmentosa; Sol, solved; Syn, syndrome; Unr, unreported; Uns, unsolved.

Table 1 Continued
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Research molecular diagnoses made outside GEL tiers 1 and 2
Thirty- two of the 83 probands (38.5%) have research molecular 
diagnoses made from tier 1 and 2 variants only. The remaining 
11/83 probands (13.3%) with research molecular diagnoses have 
at least one variant outside of tiers 1 and 2 (variant information 
provided in online supplemental table 4). These diagnoses would 
have been missed by the standard 100,000 Genomes Project 
diagnostic pipeline, which routinely inspects only tier 1 and 2 
variants. Five tier 3 variants and 12 untiered variants contribute 
to the diagnoses for these 11 participants. Three of the untiered 
variants are SVs (IGV captures shown in figure 3); the other nine 
are SNVs identified through our bespoke filtering pipeline. Inter-
estingly, a variant annotated by GEL as a tier 2 ALMS1 missense 
was discovered via IGV inspection to be an indel (92 nucleotide 

deletion and 31 nucleotide insertion) leading to a splice acceptor 
change (participant #29, shown in figure 3A).

SpliceAI analysis of variants filtered using our pipeline iden-
tified three untiered ciliopathy gene variants predicted to cause 
splice donor site losses. One is a homozygous synonymous 
variant in ARL6 in proband #3, entered with suspected BBS 
(NM_001278293.3:c.534A>G, NP_001265222.1:p.Gln178=) 
(online supplemental table 4). The overall allele frequency (AF) 
on gnomAD is 0.000007960 with zero homozygotes.28 The 
100,000 Genomes Project AF is 0.00049985 for participants 
called on GrCh37 (one heterozygote) and 0.0000571872 for 
participants called on GrCh38 (three heterozygotes and three 
homozygotes). On further analysis, the two further homozygous 
individuals were identified as affected siblings of proband #3. The 
heterozygous individuals are the parents of proband #3 plus one 
unrelated participant. This variant has previously been published 
in association with BBS and proven to cause aberrant splicing in 
vitro by minigene assay.29 The other two are at +3 and +5 posi-
tions in probands #75 (BBS4 NM_033028.5:c.642+3A>T) and 
#41 (CSPP1 NM_001382391.1:c.2968+5G>A). Clinical mate-
rial was not available for testing to validate splicing effects at the 
molecular level. Therefore, both have been classified as VUSs.

Putative novel disease genes
Participant #48, entered to the RMCD category and deter-
mined most likely to have BBS based on entered HPO terms, 
has two separate homozygous, protein- truncating variants in 
candidate ciliopathy genes. Proband #48 has a sibling who was 
separately entered to the 100,000 Genomes Project in the intel-
lectual disability category, without additional features suggestive 
of a syndromic ciliopathy. Further phenotypic analysis using the 
Participant Explorer tool revealed that participant #48 also has 
clinical features suggestive of a motile ciliopathy. Specific clinical 
features cannot be provided to protect participant anonymity. 
There is a recorded history of parental consanguinity in this 
family.

The first variant of interest identified in participant #48 is a 
homozygous frameshift variant in LRRC45 (GrCh38 chromosome 
17: 82028260 C>CTG; NM_144999.4:c.1074_1075insTG, 
NP_659436.1:p.Leu359CysfsTer19). This was also found to 
be homozygous in the proband’s sibling from the intellectual 
disability category. Segregation analysis is consistent with auto-
somal recessive inheritance; both parents are confirmed hetero-
zygotes. According to the Illumina Region of Homozygosity 
(ROH) caller, this LRRC45 variant is in a 1 359 569 base pair ROH 
(GrCh38 chromosome 17: 81841582–83201151) containing 
797 homozygous and zero heterozygous variants (ROH score 
19.92) in the proband and an 1 364 960 base pair ROH (GrCh38 
chromosome 17: 81841582–83206542) containing 728 homo-
zygous and zero heterozygous variants (ROH score 18.2) in the 
sibling. The second variant of interest is a homozygous stop 
gain variant in CFAP45 (CCDC19) (GrCh38 chromosome 1: 
159 887 996 G>A; NM_012337.3:c.433C>T, NP_036469.2:p.
Arg145Ter) (online supplemental table 4). Segregation analysis 
showed again that the parents are both heterozygotes but the 
sibling in the intellectual disability category is homozygous for 
the reference allele. This CFAP45 variant is in a 8142476 bp 
ROH (GrCh38 chromosome 1: 158386429–166528905) 
containing 3821 homozygous and zero heterozygous variants 
(ROH score 95.53), not present in the sibling.

Next, we searched for other biallelic, potentially causative 
variants in either LRRC45 or CFAP45 across the entire rare 
disease 100 000 genomes dataset to gain independent replication 

Figure 2 Comparison of diagnostic reporting outcomes between gel 
GMC exit reports (A) and research diagnostic outcomes (B) for the 83 
probands in the CMC cohort. (C) Research molecular diagnoses according 
to recruitment category. Genes with identified potentially causative variants 
are grouped according to whether they are known to be associated 
with ciliopathies or not. A ‘+’ is used where participants had potentially 
causative variants in more than one gene contributing to their clinical 
features (additional gene(s) are included in brackets). Diagnostic confidence 
for each research molecular diagnosis is shown in table 1. Detailed variant 
information, including whether the gene variants(s) are thought to be a 
full or partial match to phenotype, is provided in online supplemental table 
4. BBS, Bardet- Biedl syndrome; CMC, congenital malformations caused 
by ciliopathies; GEL, Genomics England; GMC, Genomic Medicine Centre; 
JBTS, Joubert syndrome; RMCD, rare multisystem ciliopathy disoder.
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of causality. No additional potentially pathogenic variants 
were identified for CFAP45. However, we identified a second 
proband with LRRC45 variants within the cone- rod dystrophy 
recruitment category and with an ‘unsolved’ GMC exit question-
naire. We identified a heterozygous LRRC45 start loss variant: 
NM_144999.4:c.1A>T, NP_659436.1:p.Met1? (absent from 
gnomAD, GEL 100K MAF 1.271×10–5), and a heterozygous 
splice acceptor variant: NM_144999.4:c.1126–1G>A (gnomAD 
allele frequency 8.059×10–6, GEL 100K MAF 2.542×10–5). 
The proband was entered as a singleton participant, so parental 
sequence is not available in the 100,000 Genomes Project or on 
clinician request to establish phase. LRRC45 therefore remains 
a putative novel disease gene accounting for the phenotype in 
these individuals.

DISCUSSION
Diagnosis rate for participants in the CMC cohort of the 
100,000 Genomes Project
This study provides a research molecular diagnosis from WGS 
data for just over half of the participants in the CMC cohort of 
the 100,000 Genomes Project (43/83, 51.8%), 33 of which are 
classified as confident or probable (39.8%). Our overall diag-
nosis rate is 19.3% higher than the 27/83 (32.5%) with GEL 
reported findings in GMC exit questionnaires (23/83 reported as 
solved plus 4/83 with VUSs). It is likely that at least nine of the 
novel research molecular diagnoses would eventually be made 

and reported by GEL given that they contain only tier 1 or 2 
variants (participants #11, #12, #13, #14, #15, #21, #27, 
#72 and #75). In identifying and alerting clinical teams, we are 
providing benefit to participants who have, in some cases, been 
waiting years for identification of a molecular diagnosis (recruit-
ment to the 100,000 Genomes Project ended in 2018).

There are 11 participants with research molecular diagnoses 
with at least one variant outside of tiers 1 and 2, which would 
be missed by the standard diagnostic strategy of inspecting only 
those variants. Therefore, the added diagnostic value of under-
taking analyses outside tiers 1 and 2 is at least 11/83 (13.3%). 
This highlights the value of research collaborations to investi-
gate unsolved cases and improved diagnosis rates from accessible 
genomic data.

Unfortunately, major challenges remain in returning research 
identified diagnoses to recruiting clinicians to ensure they are 
successfully fed back to participants, which is being addressed 
with collaborators at GEL. Improved communication between 
recruiting clinicians and researchers would facilitate better inter-
pretation of variants, but a lack of an automated system for 
researcher/clinician contact introduces a significant bottleneck, 
and the long time between recruitment and research identified 
molecular diagnosis has meant that some recruiting clinicians no 
longer work in the NHS trust and GMC where they recruited 
patients to the project, and there is no mechanism of forwarding 
emails in cases such as this. Recruiting clinician collaboration is 

Figure 3 IGV captures of structural variants identified among participants of the congenital malformations caused by ciliopathies cohort. First, an untiered 
ALMS1 SV identified in participant #29 was initially called a tier 2 ALMS1 missense variant. Closer inspection on IGV determined that this was an indel (92 
nucleotide deletion and 31 nucleotide insertion) leading to a splice acceptor change at the beginning of exon 6 (A). Our filtering pipeline identified a second 
untiered ALMS1 frameshift variant, completing the molecular diagnosis of Alström syndrome. Three larger heterozygous deletions were identified through 
manual IGV inspection of whole gene loci when searching for second hits in probands with potentially causative SNVs. An untiered 13.3 kb deletion in PIBF1 
(also known as CEP90) (B) was identified in a proband with an untiered novel missense variant (proband #42). An untiered 4.5 kb deletion in BBS1 (C) was 
found in a proband with an untiered, ClinVar pathogenic missense variant (proband #69). Finally, a 2.7 kb deletion in CSPP1 (D) was found in a proband 
with a predicted splice donor loss (SpliceAI DS_DL 0.79) (proband #41). This CSPP1 deletion was only seen in ~30% of reads in the proband but in ~50% 
of reads in their father. SNV, single nucleotide variant.
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hugely valuable to provide additional clinical information where 
required, as well as contacting patients to ask for consent to 
publication of more detailed clinical data. Furthermore, they can 
obtain relevant tissue samples to validate variant effects, particu-
larly useful for novel splice variants and SVs.

Conditions identified
Among probands in the CMC cohort with research molecular 
diagnoses, a surprisingly high proportion have causative variants 
in non- ciliopathy genes (19/43, 44.2%). This suggests that there 
are likely to be significant numbers of participants with ciliop-
athies recruited to other rare disease categories. This misdiag-
nosis rate may be because primary ciliopathies can be difficult to 
recognise clinically due to the great diversity of possible disease 
features. More specific ‘hard’ phenotypic features can sign-
post healthcare professionals to the likelihood of a ciliopathy 
syndrome, but these are not always present. The best example 
is the molar tooth sign, which is the pathognomonic sign for 
JBTS- related conditions with no differential diagnoses.30 This 
is reflected in the highest correlation between recruitment cate-
gory and identified molecular diagnosis rate being for the JBTS 
group: 6/14 (42.9%) were recruited as suspected JBTS, and 
then confirmed to have JBTS at the molecular level. Ten of the 
14 patients recruited with suspected JBTS had the HPO term 
‘Molar Tooth Sign on MRI’ entered by the recruiting clinician, 
including all six that were solved at the molecular level.

Another reason for the high proportion of non- ciliopathy 
diagnoses could be limitations or difficulties in choosing appro-
priate recruitment categories for participants of the 100,000 
Genomes Project. Categories may have been selected for conve-
nience or lack of awareness of alternative, potentially more 
appropriate options. The RMCD category may have been 
treated as a ‘catch- all’ group for participants with constella-
tions of multisystemic features, not obviously recognisable as 
a specific syndrome. This is reflected by this group having the 
lowest diagnosis rate of the three included in the CMC cohort: 
9/24 (37.5%) have a research- identified molecular diagnosis, but 
only two are ciliopathies.

An important outcome to explore further is the relatively high 
number of participants recruited in the BBS category, found 
to have variants causative of isolated eye disorders (n=4). It is 
unclear if recruiting clinicians suspected BBS due to the presence 
of non- ocular features or whether the participants were inap-
propriately included in the BBS category. This problem clearly 
demonstrates the importance of accurate and comprehensive 
phenotyping to refine the interpretation of sequence variants.

Mutational mechanism of causative variants
Sixty- four individual, potentially causative variants, have been 
identified in this research study (online supplemental table 4). 
Of the variants detected, at least four would not have been 
detectable or accurately described by WES or gene panel, as 
they are SVs including significant intronic regions (figure 3). 
Ideally, all SVs of interest should be confirmed by long- range 
PCR and either third generation nanopore or Sanger sequencing, 
but DNA samples from these cases could not be obtained from 
referring clinicians. A recent study of NHS rare diseases patients 
undergoing WGS, reported 102 large deletions and six complex 
SVs from 1103 distinct causal variants (9.8% SVs).31 Our iden-
tified rate of SVs is slightly lower at 4/64 (6.3%). It seems likely 
that further SVs are responsible for a proportion of the unsolved 
participants in the CMC cohort, but strategies to detect them are 
not yet well established.

WGS, particularly PCR- free WGS, offers great advantages in 
SV analysis over WES, due to even coverage of the whole genome 
permitting reliable identification of SVs, but we are yet to fully 
take advantage of these methodologies. The GEL dataset is being 
used to improve the way we analyse SVs, with a gnomAD- type 
database of all SVs in GEL with allele frequencies in the cohort 
having been developed by Jing Yu in Oxford to permit exclu-
sion of SVs from analysis in a patient if that SV appears above 
a particular minor allele frequency (MAF) in the GEL dataset. 
PCR- free WGS adds the further benefit of improved coverage of 
GC rich regions of the genome that are not efficiently amplified 
in PCR. As many promoter regions are GC rich, this provides an 
advantage for identifying regulatory region variants.

A further benefit of WGS over WES or gene panel testing is 
the opportunity to analyse intronic regions. We used the in silico 
tool SpliceAI to find variants predicted to cause novel splicing 
effects and identified three variants outside the canonical splice 
sites predicted to cause splice donor site defects. No novel 
splicing variants were identified in genes from the DDG2P gene 
panel using our SpliceAI script in unsolved participants of the 
cohort. However, given the diversity of diagnoses, it is highly 
likely that further causative splicing variants could be found in 
non- ciliopathy genes. As well as splice variant identification, 
intronic WGS data can also be interrogated for regulatory region 
variants implicated in human disease, using resources such as 
the UTRannotator tool to annotate high- impact 5′ untranslated 
region variants either creating new upstream opening reading 
frames (ORFs) or disrupting existing upstream ORFs.32

Despite the many advantages of WGS over WES, WES 
remains a popular sequencing strategy as it involves 
sequencing of only around 2% of the genome, significantly 
lowering costs of sequencing, permitting sequencing to 
greater depth on a limited budget, lowering demands on data 
storage, increasing analysis times and reducing workload for 
clinical scientists and researchers to process and interpret the 
significantly smaller number of identified variants. Further-
more, coding region variants are more straightforward to 
classify, making analysis of WES data more straightforward 
than analysis of WGS data.

Candidate gene analysis
A list of 302 candidate ciliopathy genes (online supplemental 
table 3) was used in conjunction with our custom variant 
filtering pipeline in pursuit of diagnosis for probands unsolved 
through tiered variant analysis. One proband, participant #48, 
has two homozygous, protein- truncating variants in the candi-
date ciliopathy genes LRRC45, a protein associated with distal 
appendages of the basal body that contributes to early steps of 
axoneme extension during ciliogenesis,33 and CFAP45, a coiled 
coil domain protein and expressed in nasopharyngeal epithelium 
and trachea.34

There are various possibilities regarding the potential contri-
bution of these variants to the clinical features of proband #48 
and their sibling in the intellectual disability category. The 
two siblings share neurodevelopmental delay and intellectual 
disability. Proband #48 also has additional features in keeping 
with both syndromic primary and motile ciliopathies. CFAP45 
has been recently published as a motile ciliopathy gene,35 so it is 
possible that the homozygous nonsense CFAP45 variant present 
in participant #48 but not their sibling could account for the 
clinical motile ciliopathy features in participant #48, with the 
LRRC45 variants accounting for the neurodevelopmental delay 
and intellectual disability in both siblings.
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Given the phenotypic heterogeneity in ciliopathies even 
within families with the same variant, another hypothesis is 
that the two siblings have different presentations of a condi-
tion caused by their shared homozygous LRRC45 frame-
shift variant. The putative loss of function (pLoF) gnomAD 
score for LRRC45 (pLoF=0.88) suggests that LRRC45 is not 
tolerant to loss of function.28 The additional proband from 
the cone- rod dystrophy category with compound heterozy-
gous high impact LRRC45 variants adds to the evidence that 
this may be a ciliopathy gene.

Value of diagnoses
Undertaking broad genomic tests like WES and WGS can curtail 
the ‘diagnostic odyssey’ experienced by many patients with rare 
disorders, potentially sparing them multiple invasive tests and 
misdiagnoses.36 Analysis can be iterative such that the data can be 
‘opened up’ beyond the first virtual gene panel without the need 
for serial testing. Results from this study demonstrate the value 
of this approach, given the high proportion of participants with 
non- ciliopathy diagnoses. The NHS Genomic Medicine service, 
introduced in 2018 as a follow on from the 100,000 Genomes 
Project, provides a curated National Genomic Test Directory 
including WES and WGS where appropriate.20 This will embed 
genomic testing into mainstream care and standardise testing 
across the country.

Determining the underlying genotype for a patient’s pheno-
type allows provision of accurate information about their 
condition, including potential current and future associated 
features for which screening or treatment may be available. 
An example of this in action is participant #61, recruited 
in the RMCD category. An untiered heterozygous missense 
variant in WT1 was identified through our filtering that is 
listed as pathogenic on ClinVar, in keeping with autosomal 
dominant WT1- related disorder. This diagnosis, which was 
successfully fed back to the recruiting clinician, is consid-
ered especially important given the associated risk of Wilms’ 
tumour and the recommendation for regular screening to 
facilitate early detection and treatment.37

Lack of a genetic diagnosis can lead to inappropriate manage-
ment of conditions and delays in accessing specialised services 
such as the multidisciplinary service for BBS and Alström 
syndrome in Birmingham Children’s Hospital and Great 
Ormond Street Hospital in the UK. Without greater awareness 
and higher diagnosis rates of ciliopathies, it may continue to be 
difficult to secure funding for additional specialist services for 
rare ciliopathies.

Perspective on the future of genetic diagnosis
This study prompts reconsideration of approaches to genetic 
diagnostics, particularly traditional forward genetics in compar-
ison with reverse phenotyping. Classically, clinicians have 
suggested a possible underlying diagnosis based on the collec-
tion of clinical features observed, then the lab have tested for 
variants in gene(s) associated with that suspected diagnosis. This 
study demonstrates the utility of a reverse genetics strategy, by 
going ‘backwards’ from variants that are assessed as pathogenic 
at the molecular level, to determine if they could match with the 
patient’s features and the disease’s inheritance pattern. As the 
cost and availability of large- scale sequencing tests including WES 
and WGS continues to fall, this reverse phenotyping strategy is 
becoming increasingly integrated into NHS genetic diagnostics. 
With this, the current bottleneck is clinical interpretation of vari-
ants. To realise the potential of WES and WGS, investment into 

dedicated time and resourcing for specialist variant interpreta-
tion is essential, as is careful and comprehensive phenotyping 
and strong communication between clinical scientists, clinical 
geneticists, mainstream clinicians and researchers. Improved 
integration of SV and splice variant analysis tools, such as 
SpliceAI, will be essential to maximise the diagnostic potential 
of WGS data beyond coding variants in exons of virtual panels 
of genes. The 19.3% genetic diagnosis uplift achieved in our 
study demonstrates what can be achieved with additional time 
and resources invested into WGS analysis. Now that this variant 
filtering and analysis pipeline has been established, we anticipate 
that this additional analysis can be achieved within days or weeks 
rather than months.

Clearly, large- scale genomic studies such as the 100,000 
Genomes Project offer huge opportunities to improve diagnos-
tics, understanding of disease mechanisms and identification of 
novel drug targets. The current challenge is to improve our strat-
egies to analyse sequence data to provide the maximum benefit 
for patients and the scientific community.

Author affiliations
1Division of Molecular Medicine, University of Leeds Leeds Institute of Medical 
Research at St James’s, Leeds, UK
2Department of Clinical Genetics, Leeds Teaching Hospitals NHS Trust, Leeds, UK
3Department of Human Development and Health, University of Southampton Faculty 
of Medicine, Southampton, UK
4University Hospital Southampton NHS Foundation Trust, Southampton, UK
5Mid Yorkshire Hospitals NHS Trust, Wakefield, UK
6Department of Yorkshire Regional Genetics Service, Leeds Teaching Hospitals NHS 
Trust, Leeds, UK
7School of Medicine, University of Leeds, Leeds, UK
8Genomics England, Queen Mary University of London, London, UK
9Division of Evolution and Genomic Sciences, Faculty of Biology, Medicine and 
Health, University of Manchester, Manchester, UK
10Manchester Centre for Genomic Medicine, Manchester, UK
11East Anglian Medical Genetics Service, Addenbrooke’s Hospital, Cambridge, UK
12Southampton University Hospitals NHS Trust, Southampton, UK

Twitter Christopher M Watson @ChrisM_Watson, James A Poulter @jamesapoulter 
and Gabrielle Wheway @gabriellewheway

Acknowledgements This research was made possible through access to the data 
and findings generated by the 100,000 Genomes Project. The 100,000 Genomes 
Project is managed by Genomics England Limited (a wholly owned company of the 
Department of Health and Social Care). The 100,000 Genomes Project is funded 
by the National Institute for Health Research andNational Health Service (NHS) 
England. The Wellcome Trust, Cancer Research UK and the Medical Research Council 
have also funded research infrastructure. The 100,000 Genomes Project uses data 
provided by patients and collected by the NHS as part of their care and support.

Collaborators John C Ambrose (Genomics England, London, UK); Prabhu 
Arumugam (Genomics England, London, UK); Roel Bevers (Genomics England, 
London, UK); Marta Bleda (Genomics England, London, UK); Freya Boardman- Pretty 
(Genomics England, London, UK; William Harvey Research Institute, Queen Mary 
University of London, London, EC1M 6BQ, UK); Christopher R Boustred (Genomics 
England, London, UK); Helen Brittain (Genomics England, London, UK); Mark J 
Caulfield (Genomics England, London, UK; William Harvey Research Institute, Queen 
Mary University of London, London, EC1M 6BQ, UK); Georgia C Chan (Genomics 
England, London, UK); Greg Elgar (Genomics England, London, UK; William Harvey 
Research Institute, Queen Mary University of London, London, EC1M 6BQ, UK); 
Tom Fowler (Genomics England, London, UK); Adam Giess (Genomics England, 
London, UK); Angela Hamblin (Genomics England, London, UK); Shirley Henderson 
(Genomics England, London, UK; William Harvey Research Institute, Queen Mary 
University of London, London, EC1M 6BQ, UK); Tim J P Hubbard (Genomics 
England, London, UK); Rob Jackson (Genomics England, London, UK); Louise J Jones 
(Genomics England, London, UK; William Harvey Research Institute, Queen Mary 
University of London, London, EC1M 6BQ, UK); Dalia Kasperaviciute (Genomics 
England, London, UK; William Harvey Research Institute, Queen Mary University of 
London, London, EC1M 6BQ, UK); Melis Kayikci (Genomics England, London, UK); 
Athanasios Kousathanas (Genomics England, London, UK); Lea Lahnstein (Genomics 
England, London, UK); Sarah E A Leigh (Genomics England, London, UK); Ivonne 

 on July 25, 2022 by guest. P
rotected by copyright.

http://jm
g.bm

j.com
/

J M
ed G

enet: first published as 10.1136/jm
edgenet-2021-108065 on 29 O

ctober 2021. D
ow

nloaded from
 

https://twitter.com/ChrisM_Watson
https://twitter.com/jamesapoulter
https://twitter.com/gabriellewheway
http://jmg.bmj.com/


746 Best S, et al. J Med Genet 2022;59:737–747. doi:10.1136/jmedgenet-2021-108065

Diagnostics

U S Leong (Genomics England, London, UK); Javier F Lopez (Genomics England, 
London, UK); FionaMaleady- Crowe (Genomics England, London, UK); Meriel 
McEntagart (Genomics England, London, UK); Federico Minneci (Genomics England, 
London, UK); Loukas Moutsianas (Genomics England, London, UK; William Harvey 
Research Institute, Queen Mary University of London, London, EC1M 6BQ, UK); 
Michael Mueller (Genomics England, London, UK; William Harvey Research Institute, 
Queen Mary University of London, London, EC1M 6BQ, UK); Nirupa Murugaesu 
(Genomics England, London, UK); Anna C Need (Genomics England, London, UK; 
William Harvey Research Institute, Queen Mary University of London, London, EC1M 
6BQ, UK); Peter O’Donovan (Genomics England, London, UK); Chris A Odhams 
(Genomics England, London, UK); Christine Patch (Genomics England, London, UK); 
Mariana Buongermino Pereira (Genomics England, London, UK); Daniel Perez- Gil 
(Genomics England, London, UK); John Pullinger (Genomics England, London, UK); 
Tahrima Rahim (Genomics England, London, UK); Augusto Rendon (Genomics 
England, London, UK); Tim Rogers (Genomics England, London, UK); Kevin Savage 
(Genomics England, London, UK); Kushmita Sawant (Genomics England, London, 
UK); Richard H Scott (Genomics England, London, UK); Afshan Siddiq (Genomics 
England, London, UK); Alexander Sieghart (Genomics England, London, UK); Samuel 
C Smith (Genomics England, London, UK); Alona Sosinsky (Genomics England, 
London, UK; William Harvey Research Institute, Queen Mary University of London, 
London, EC1M 6BQ, UK); Alexander Stuckey (Genomics England, London, UK); 
Mélanie Tanguy (Genomics England, London, UK); Ana Lisa Taylor Tavares (Genomics 
England, London, UK); Ellen R A Thomas (Genomics England, London, UK; William 
Harvey Research Institute, Queen Mary University of London, London, EC1M 6BQ, 
UK); Simon R Thompson (Genomics England, London, UK); Arianna Tucci (Genomics 
England, London, UK; William Harvey Research Institute, Queen Mary University of 
London, London, EC1M 6BQ, UK); Matthew J Welland (Genomics England, London, 
UK); Eleanor Williams (Genomics England, London, UK); Katarzyna Witkowska 
(Genomics England, London, UK; William Harvey Research Institute, Queen Mary 
University of London, London, EC1M 6BQ, UK); Suzanne M Wood (Genomics 
England, London, UK; William Harvey Research Institute, Queen Mary University of 
London, London, EC1M 6BQ, UK).

Contributors Conceptualisation: SB, JL, CT, CFI, CAJ, GW; Data curation: SB, JL, 
MR, RPJB, AS, KS, JAP, JC, HB, Genomics England Research Consortium, G.W; Formal 
analysis: SB, JL, MR, JAP, CT, CFI, CAJ, GW; Funding acquisition: SB, JL, CT, CFI, CAJ, 
GW; Investigation: SB, JL, MR, CW, JAP, CT, CFI, CAJ, GW; Methodology: SB, JL, 
MR, CT, CFI, CAJ, GW; Software: JL, MR, RPJB, AS, JME; Project administration: SB, 
Genomics England Research Consortium, G.W; Resources: SB, JL, MR, RPJB, AS, KS, 
JME, JC, HB, Genomics England Research Consortium; Supervision: CT, CFI, CAJ, GW; 
Validation: JC, HB; Writing – original draft: SB, GW; Writing – review and editing: all 
authors; Guarantors: CAJ, GW.

Funding SB acknowledges support from the Wellcome Trust 4Ward North Clinical 
PhD Academy (ref. 203914/Z/16/Z). GW acknowledges support from Wellcome Trust 
Seed Award (ref. 204378/Z/16/Z). CAJ acknowledges support from MRC project 
grants MR/M000532/1 and MR/T017503/1. JL is supported by an NIHR Research 
Professorship awarded to Professor Diana Baralle (DB NIHR RP- 2016- 07- 011). JAP is 
supported by a UKRI Future Leader Fellowship (MR/T02044X/1).

Competing interests Disclosure: HB, RPJB and AS are employed by Genomics 
England, UK. GW is employed by Illumina. The other authors declare no conflict of 
interest.

Patient consent for publication Not applicable.

Ethics approval Written informed consent was obtained from all participants (or 
from their parent/legal guardian) in the 100,000 Genomes Project (IRAS ID 166046; 
REC reference 14/EE/1112). Access to the secure online Research Environment 
within the Genomics England Ltd (GEL) Data Embassy was provided by the GEL 
Access Review Committee, and research project RR185 ’Study of cilia and ciliopathy 
genes across the 100,000 GP cohort’ was registered and approved by GEL. This 
research study received ethical approval from University of Southampton Faculty of 
Medicine Ethics Committee (ERGO#54400).

Provenance and peer review Not commissioned; externally peer reviewed.

Data availability statement Data may be obtained from a third party and are 
not publicly available. Full data is available in the Secure Genomic England Secure 
Research Environment.

Supplemental material This content has been supplied by the author(s). 
It has not been vetted by BMJ Publishing Group Limited (BMJ) and may not 
have been peer- reviewed. Any opinions or recommendations discussed are 
solely those of the author(s) and are not endorsed by BMJ. BMJ disclaims all 
liability and responsibility arising from any reliance placed on the content. 
Where the content includes any translated material, BMJ does not warrant the 
accuracy and reliability of the translations (including but not limited to local 
regulations, clinical guidelines, terminology, drug names and drug dosages), and 

is not responsible for any error and/or omissions arising from translation and 
adaptation or otherwise.

Open access This is an open access article distributed in accordance with the 
Creative Commons Attribution 4.0 Unported (CC BY 4.0) license, which permits 
others to copy, redistribute, remix, transform and build upon this work for any 
purpose, provided the original work is properly cited, a link to the licence is given, 
and indication of whether changes were made. See: https://creativecommons.org/ 
licenses/by/4.0/.

ORCID iDs
Christopher M Watson http://orcid.org/0000-0003-2371-1844
James A Poulter http://orcid.org/0000-0003-2048-5693
Jamie M Ellingford http://orcid.org/0000-0003-1137-9768
Gabrielle Wheway http://orcid.org/0000-0002-0494-0783

REFERENCES
 1 Singla V, Reiter JF. The primary cilium as the cell’s antenna: signaling at a sensory 

organelle. Science 2006;313:629–33.
 2 Oud MM, Lamers IJC, Arts HH. Ciliopathies: genetics in pediatric medicine. J Pediatr 

Genet 2017;6:018–29.
 3 Higgins M, Obaidi I, McMorrow T. Primary cilia and their role in cancer. Oncol Lett 

2019;17:3041–7.
 4 Gabriel GC, Young CB, Lo CW. Role of cilia in the pathogenesis of congenital heart 

disease. Semin Cell Dev Biol 2021;110:S1084- 9521(19)30166- 1:2–10.
 5 Barsch F, Niedermair T, Mamilos A, Schmitt VH, Grevenstein D, Babel M, Burgoyne T, 

Shoemark A, Brochhausen C. Physiological and pathophysiological aspects of primary 
Cilia- A literature review with view on functional and structural relationships in 
cartilage. Int J Mol Sci 2020;21:4959.

 6 Bujakowska KM, Liu Q, Pierce EA. Photoreceptor cilia and retinal ciliopathies. Cold 
Spring Harb Perspect Biol 2017;9:a028274.

 7 McConnachie DJ, Stow JL, Mallett AJ. Ciliopathies and the kidney: a review. Am J 
Kidney Dis 2021;77:S0272- 6386(20)31013- 1:410–9.

 8 Handa A, Voss U, Hammarsjö A, Grigelioniene G, Nishimura G. Skeletal ciliopathies: a 
pattern recognition approach. Jpn J Radiol 2020;38:193–206.

 9 Engle SE, Bansal R, Antonellis PJ, Berbari NF. Cilia signaling and obesity. Semin Cell 
Dev Biol 2021;110:S1084- 9521(19)30183- 1:43–50.

 10 Hasenpusch- Theil K, Theil T. The multifaceted roles of primary cilia in the development 
of the cerebral cortex. Front Cell Dev Biol 2021;9.

 11 Wallmeier J, Nielsen KG, Kuehni CE, Lucas JS, Leigh MW, Zariwala MA, Omran H. 
Motile ciliopathies. Nat Rev Dis Primers 2020;6.

 12 van Dam TJP, Kennedy J, van der Lee R, de Vrieze E, Wunderlich KA, Rix S, Dougherty 
GW, Lambacher NJ, Li C, Jensen VL, Leroux MR, Hjeij R, Horn N, Texier Y, Wissinger Y, 
van Reeuwijk J, Wheway G, Knapp B, Scheel JF, Franco B, Mans DA, van Wijk E, Képès 
F, Slaats GG, Toedt G, Kremer H, Omran H, Szymanska K, Koutroumpas K, Ueffing M, 
Nguyen T- MT, Letteboer SJF, Oud MM, van Beersum SEC, Schmidts M, Beales PL, Lu 
Q, Giles RH, Szklarczyk R, Russell RB, Gibson TJ, Johnson CA, Blacque OE, Wolfrum U, 
Boldt K, Roepman R, Hernandez- Hernandez V, Huynen MA. CiliaCarta: an integrated 
and validated compendium of ciliary genes. PLoS One 2019;14:e0216705.

 13 Boldt K, van Reeuwijk J, Lu Q, Koutroumpas K, Nguyen T- MT, Texier Y, van Beersum 
SEC, Horn N, Willer JR, Mans DA, Dougherty G, Lamers IJC, Coene KLM, Arts HH, 
Betts MJ, Beyer T, Bolat E, Gloeckner CJ, Haidari K, Hetterschijt L, Iaconis D, Jenkins D, 
Klose F, Knapp B, Latour B, Letteboer SJF, Marcelis CL, Mitic D, Morleo M, Oud MM, 
Riemersma M, Rix S, Terhal PA, Toedt G, van Dam TJP, de Vrieze E, Wissinger Y, Wu KM, 
Apic G, Beales PL, Blacque OE, Gibson TJ, Huynen MA, Katsanis N, Kremer H, Omran 
H, van Wijk E, Wolfrum U, Kepes F, Davis EE, Franco B, Giles RH, Ueffing M, Russell 
RB, Roepman R, UK10K Rare Diseases Group. An organelle- specific protein landscape 
identifies novel diseases and molecular mechanisms. Nat Commun 2016;7:11491.

 14 Wheway G, Schmidts M, Mans DA, Szymanska K, Nguyen T- MT, Racher H, Phelps IG, 
Toedt G, Kennedy J, Wunderlich KA, Sorusch N, Abdelhamed ZA, Natarajan S, Herridge 
W, van Reeuwijk J, Horn N, Boldt K, Parry DA, Letteboer SJF, Roosing S, Adams M, Bell 
SM, Bond J, Higgins J, Morrison EE, Tomlinson DC, Slaats GG, van Dam TJP, Huang L, 
Kessler K, Giessl A, Logan CV, Boyle EA, Shendure J, Anazi S, Aldahmesh M, Al Hazzaa 
S, Hegele RA, Ober C, Frosk P, Mhanni AA, Chodirker BN, Chudley AE, Lamont R, 
Bernier FP, Beaulieu CL, Gordon P, Pon RT, Donahue C, Barkovich AJ, Wolf L, Toomes 
C, Thiel CT, Boycott KM, McKibbin M, Inglehearn CF, Stewart F, Omran H, Huynen 
MA, Sergouniotis PI, Alkuraya FS, Parboosingh JS, Innes AM, Willoughby CE, Giles 
RH, Webster AR, Ueffing M, Blacque O, Gleeson JG, Wolfrum U, Beales PL, Gibson 
T, Doherty D, Mitchison HM, Roepman R, Johnson CA. An siRNA- based functional 
genomics screen for the identification of regulators of ciliogenesis and ciliopathy 
genes. Nat Cell Biol 2015;17:1074–87.

 15 van Dam TJ, Wheway G, Slaats GG, Huynen MA, Giles RH, SYSCILIA Study Group. The 
SYSCILIA gold standard (SCGSv1) of known ciliary components and its applications 
within a systems biology Consortium. Cilia 2013;2:7.

 16 Shamseldin HE, Shaheen R, Ewida N, Bubshait DK, Alkuraya H, Almardawi E, Howaidi 
A, Sabr Y, Abdalla EM, Alfaifi AY, Alghamdi JM, Alsagheir A, Alfares A, Morsy H, 
Hussein MH, Al- Muhaizea MA, Shagrani M, Al Sabban E, Salih MA, Meriki N, Khan 
R, Almugbel M, Qari A, Tulba M, Mahnashi M, Alhazmi K, Alsalamah AK, Nowilaty 

 on July 25, 2022 by guest. P
rotected by copyright.

http://jm
g.bm

j.com
/

J M
ed G

enet: first published as 10.1136/jm
edgenet-2021-108065 on 29 O

ctober 2021. D
ow

nloaded from
 

https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
http://orcid.org/0000-0003-2371-1844
http://orcid.org/0000-0003-2048-5693
http://orcid.org/0000-0003-1137-9768
http://orcid.org/0000-0002-0494-0783
http://dx.doi.org/10.1126/science.1124534
http://dx.doi.org/10.1055/s-0036-1593841
http://dx.doi.org/10.1055/s-0036-1593841
http://dx.doi.org/10.3892/ol.2019.9942
http://dx.doi.org/10.1016/j.semcdb.2020.04.017
http://dx.doi.org/10.3390/ijms21144959
http://dx.doi.org/10.1101/cshperspect.a028274
http://dx.doi.org/10.1101/cshperspect.a028274
http://dx.doi.org/10.1053/j.ajkd.2020.08.012
http://dx.doi.org/10.1053/j.ajkd.2020.08.012
http://dx.doi.org/10.1007/s11604-020-00920-w
http://dx.doi.org/10.1016/j.semcdb.2020.05.006
http://dx.doi.org/10.1016/j.semcdb.2020.05.006
http://dx.doi.org/10.3389/fcell.2021.630161
http://dx.doi.org/10.1038/s41572-020-0209-6
http://dx.doi.org/10.1371/journal.pone.0216705
http://dx.doi.org/10.1038/ncomms11491
http://dx.doi.org/10.1038/ncb3201
http://dx.doi.org/10.1186/2046-2530-2-7
http://jmg.bmj.com/


747Best S, et al. J Med Genet 2022;59:737–747. doi:10.1136/jmedgenet-2021-108065

Diagnostics

SR, Alhashem A, Hashem M, Abdulwahab F, Ibrahim N, Alshidi T, AlObeid E, Alenazi 
MM, Alzaidan H, Rahbeeni Z, Al- Owain M, Sogaty S, Seidahmed MZ, Alkuraya FS. The 
morbid genome of ciliopathies: an update. Genet Med 2020;22:1051–60.

 17 Shaheen R, Szymanska K, Basu B, Patel N, Ewida N, Faqeih E, Al Hashem A, Derar 
N, Alsharif H, Aldahmesh MA, Alazami AM, Hashem M, Ibrahim N, Abdulwahab 
FM, Sonbul R, Alkuraya H, Alnemer M, Al Tala S, Al- Husain M, Morsy H, Seidahmed 
MZ, Meriki N, Al- Owain M, AlShahwan S, Tabarki B, Salih MA, Faquih T, El- Kalioby 
M, Ueffing M, Boldt K, Logan CV, Parry DA, Al Tassan N, Monies D, Megarbane 
A, Abouelhoda M, Halees A, Johnson CA, Alkuraya FS, Ciliopathy WorkingGroup. 
Characterizing the morbid genome of ciliopathies. Genome Biol 2016;17:242.

 18 Estrada- Cuzcano A, Roepman R, Cremers FPM, den Hollander AI, Mans DA. Non- 
Syndromic retinal ciliopathies: translating gene discovery into therapy. Hum Mol 
Genet 2012;21:R111–24.

 19 Hammarsjö A, Pettersson M, Chitayat D, Handa A, Anderlid B- M, Bartocci M, Basel 
D, Batkovskyte D, Beleza- Meireles A, Conner P, Eisfeldt J, Girisha KM, Chung BH- Y, 
Horemuzova E, Hyodo H, Korņejeva L, Lagerstedt- Robinson K, Lin AE, Magnusson 
M, Moosa S, Nayak SS, Nilsson D, Ohashi H, Ohashi- Fukuda N, Stranneheim 
H, Taylan F, Traberg R, Voss U, Wirta V, Nordgren A, Nishimura G, Lindstrand A, 
Grigelioniene G. High diagnostic yield in skeletal ciliopathies using massively parallel 
genome sequencing, structural variant screening and RNA analyses. J Hum Genet 
2021;66:995–1008.

 20 Turnbull C, Scott RH, Thomas E, Jones L, Murugaesu N, Pretty FB, Halai D, Baple E, 
Craig C, Hamblin A, Henderson S, Patch C, O’Neill A, Devereau A, Smith K, Martin AR, 
Sosinsky A, McDonagh EM, Sultana R, Mueller M, Smedley D, Toms A, Dinh L, Fowler 
T, Bale M, Hubbard T, Rendon A, Hill S, Caulfield MJ, 100 000 Genomes Project. The 
100 000 Genomes Project: bringing whole genome sequencing to the NHS. BMJ 
2018;361:k1687.

 21 Martin AR, Williams E, Foulger RE, Leigh S, Daugherty LC, Niblock O, Leong IUS, Smith 
KR, Gerasimenko O, Haraldsdottir E, Thomas E, Scott RH, Baple E, Tucci A, Brittain H, 
de Burca A, Ibañez K, Kasperaviciute D, Smedley D, Caulfield M, Rendon A, McDonagh 
EM. PanelApp crowdsources expert knowledge to establish consensus diagnostic 
gene panels. Nat Genet 2019;51:1560–5.

 22 Wheway G, Mitchison HM, Genomics England Research Consortium. Corrigendum: 
opportunities and challenges for molecular understanding of Ciliopathies- The 
100,000 genomes project. Front Genet 2019;10:569.

 23 Thorvaldsdóttir H, Robinson JT, Mesirov JP. Integrative genomics Viewer (IGV): 
high- performance genomics data visualization and exploration. Brief Bioinform 
2013;14:178–92.

 24 Jaganathan K, Kyriazopoulou Panagiotopoulou S, McRae JF, Darbandi SF, Knowles D, 
Li YI, Kosmicki JA, Arbelaez J, Cui W, Schwartz GB, Chow ED, Kanterakis E, Gao H, Kia 
A, Batzoglou S, Sanders SJ, Farh KK- H. Predicting splicing from primary sequence with 
deep learning. Cell 2019;176:S0092- 8674(18)31629- 5:535–48.

 25 McLaren W, Gil L, Hunt SE, Riat HS, Ritchie GRS, Thormann A, Flicek P, Cunningham F. 
The Ensembl variant effect predictor. Genome Biol 2016;17:122.

 26 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. 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. Genet Med 2015;17:405–23.

 27 Ellard SB, Berry I, Forrester N, Turnbull C, Owens M, Eccles DM, Abbs S, Scott R, Deans 
Z, Lester T, Campbell J, Newman W, McMullan D. ACGS best practice guidelines for 
variant classification in rare disease 2020. Available: https://www.acgs.uk.com/media/ 
11631/uk-practice-guidelines-for-variant-classification-v4-01-2020.pdf

 28 Karczewski KJ, Francioli LC, Tiao G, Cummings BB, Alföldi J, Wang Q, Collins RL, 
Laricchia KM, Ganna A, Birnbaum DP, Gauthier LD, Brand H, Solomonson M, Watts 
NA, Rhodes D, Singer- Berk M, England EM, Seaby EG, Kosmicki JA, Walters RK, 

Tashman K, Farjoun Y, Banks E, Poterba T, Wang A, Seed C, Whiffin N, Chong JX, 
Samocha KE, Pierce- Hoffman E, Zappala Z, O’Donnell- Luria AH, Minikel EV, Weisburd 
B, Lek M, Ware JS, Vittal C, Armean IM, Bergelson L, Cibulskis K, Connolly KM, 
Covarrubias M, Donnelly S, Ferriera S, Gabriel S, Gentry J, Gupta N, Jeandet T, Kaplan 
D, Llanwarne C, Munshi R, Novod S, Petrillo N, Roazen D, Ruano- Rubio V, Saltzman A, 
Schleicher M, Soto J, Tibbetts K, Tolonen C, Wade G, Talkowski ME, Neale BM, Daly MJ, 
MacArthur DG, Genome Aggregation Database Consortium. Author correction: the 
mutational constraint spectrum quantified from variation in 141,456 humans. Nature 
2021;590:E53.

 29 Maria M, Lamers IJC, Schmidts M, Ajmal M, Jaffar S, Ullah E, Mustafa B, Ahmad 
S, Nazmutdinova K, Hoskins B, van Wijk E, Koster- Kamphuis L, Khan MI, Beales 
PL, Cremers FPM, Roepman R, Azam M, Arts HH, Qamar R. Genetic and clinical 
characterization of Pakistani families with Bardet- Biedl syndrome extends the genetic 
and phenotypic spectrum. Sci Rep 2016;6:34764.

 30 Poretti A, Boltshauser E, Valente EM. The molar tooth sign is pathognomonic for 
Joubert syndrome! Pediatr Neurol 2014;50:S0887- 8994(13)00666- 8:e15–16.

 31 Turro E, Astle WJ, Megy K, Gräf S, Greene D, Shamardina O, Allen HL, Sanchis- Juan 
A, Frontini M, Thys C, Stephens J, Mapeta R, Burren OS, Downes K, Haimel M, Tuna 
S, Deevi SVV, Aitman TJ, Bennett DL, Calleja P, Carss K, Caulfield MJ, Chinnery PF, 
Dixon PH, Gale DP, James R, Koziell A, Laffan MA, Levine AP, Maher ER, Markus HS, 
Morales J, Morrell NW, Mumford AD, Ormondroyd E, Rankin S, Rendon A, Richardson 
S, Roberts I, Roy NBA, Saleem MA, Smith KGC, Stark H, Tan RYY, Themistocleous 
AC, Thrasher AJ, Watkins H, Webster AR, Wilkins MR, Williamson C, Whitworth 
J, Humphray S, Bentley DR, Kingston N, Walker N, Bradley JR, Ashford S, Penkett 
CJ, Freson K, Stirrups KE, Raymond FL, Ouwehand WH, NIHR BioResource for the 
100,000 Genomes Project. Whole- Genome sequencing of patients with rare diseases 
in a national health system. Nature 2020;583:96–102.

 32 Zhang X, Wakeling M, Ware J, Whiffin N. Annotating high- impact 
5’untranslated region variants with the UTRannotator. Bioinformatics 
2021;37:1171–3.

 33 Kurtulmus B, Yuan C, Schuy J, Neuner A, Hata S, Kalamakis G, Martin- Villalba 
A, Pereira G. LRRC45 contributes to early steps of axoneme extension. J Cell Sci 
2018;131:jcs223594.

 34 Li Z, Yao K, Cao Y. Molecular cloning of a novel tissue- specific gene from human 
nasopharyngeal epithelium. Gene 1999;237:235–40.

 35 Dougherty GW, Mizuno K, Nöthe- Menchen T, Ikawa Y, Boldt K, Ta- Shma A, Aprea I, 
Minegishi K, Pang Y- P, Pennekamp P, Loges NT, Raidt J, Hjeij R, Wallmeier J, Mussaffi 
H, Perles Z, Elpeleg O, Rabert F, Shiratori H, Letteboer SJ, Horn N, Young S, Strünker 
T, Stumme F, Werner C, Olbrich H, Takaoka K, Ide T, Twan WK, Biebach L, Große- 
Onnebrink J, Klinkenbusch JA, Praveen K, Bracht DC, Höben IM, Junger K, Gützlaff J, 
Cindrić S, Aviram M, Kaiser T, Memari Y, Dzeja PP, Dworniczak B, Ueffing M, Roepman 
R, Bartscherer K, Katsanis N, Davis EE, Amirav I, Hamada H, Omran H. CFAP45 
deficiency causes situs abnormalities and asthenospermia by disrupting an axonemal 
adenine nucleotide homeostasis module. Nat Commun 2020;11:5520.

 36 Sawyer SL, Hartley T, Dyment DA, Beaulieu CL, Schwartzentruber J, Smith A, Bedford 
HM, Bernard G, Bernier FP, Brais B, Bulman DE, Warman Chardon J, Chitayat D, 
Deladoëy J, Fernandez BA, Frosk P, Geraghty MT, Gerull B, Gibson W, Gow RM, 
Graham GE, Green JS, Heon E, Horvath G, Innes AM, Jabado N, Kim RH, Koenekoop 
RK, Khan A, Lehmann OJ, Mendoza-Londono R, Michaud JL, Nikkel SM, Penney 
LS, Polychronakos C, Richer J, Rouleau GA, Samuels ME, Siu VM, Suchowersky O, 
Tarnopolsky MA, Yoon G, Zahir FR, Majewski J, Boycott KM. Utility of whole-exome 
sequencing for those near the end of the diagnostic odyssey: time to address gaps in 
care. Clin Genet 2016;89:275–84.

 37 Lipska- Ziętkiewicz BS. WT1 Disorder. In: Adam MP, Ardinger HH, Pagon RA, Wallace 
SE, Bean LJH, Stephens K, eds. GeneReviews. Seattle (WA): University of Washington, 
Seattle, 2020.

 on July 25, 2022 by guest. P
rotected by copyright.

http://jm
g.bm

j.com
/

J M
ed G

enet: first published as 10.1136/jm
edgenet-2021-108065 on 29 O

ctober 2021. D
ow

nloaded from
 

http://dx.doi.org/10.1038/s41436-020-0761-1
http://dx.doi.org/10.1186/s13059-016-1099-5
http://dx.doi.org/10.1093/hmg/dds298
http://dx.doi.org/10.1093/hmg/dds298
http://dx.doi.org/10.1038/s10038-021-00925-x
http://dx.doi.org/10.1136/bmj.k1687
http://dx.doi.org/10.1038/s41588-019-0528-2
http://dx.doi.org/10.3389/fgene.2019.00569
http://dx.doi.org/10.1093/bib/bbs017
http://dx.doi.org/10.1016/j.cell.2018.12.015
http://dx.doi.org/10.1186/s13059-016-0974-4
http://dx.doi.org/10.1038/gim.2015.30
https://www.acgs.uk.com/media/11631/uk-practice-guidelines-for-variant-classification-v4-01-2020.pdf
https://www.acgs.uk.com/media/11631/uk-practice-guidelines-for-variant-classification-v4-01-2020.pdf
http://dx.doi.org/10.1038/s41586-020-03174-8
http://dx.doi.org/10.1038/srep34764
http://dx.doi.org/10.1016/j.pediatrneurol.2013.11.003
http://dx.doi.org/10.1038/s41586-020-2434-2
http://dx.doi.org/10.1093/bioinformatics/btaa783
http://dx.doi.org/10.1242/jcs.223594
http://dx.doi.org/10.1016/S0378-1119(99)00234-6
http://dx.doi.org/10.1038/s41467-020-19113-0
http://dx.doi.org/10.1111/cge.12654
http://jmg.bmj.com/

	Molecular diagnoses in the congenital malformations caused by ciliopathies cohort of the 100,000 Genomes Project
	Abstract
	Introduction
	Materials and methods
	Participant selection and phenotypic classification
	Variant filtering and analysis
	Bespoke research variant analysis pipeline
	Variant classification and diagnostic confidence

	Results
	Congenital malformations caused by ciliopathies cohort
	HPO term analysis
	Tiered variants
	GEL reported molecular diagnoses
	Identification of research molecular diagnoses
	Research molecular diagnoses made outside GEL tiers 1 and 2
	Putative novel disease genes

	Discussion
	Diagnosis rate for participants in the CMC cohort of the 100,000 Genomes Project
	Conditions identified
	Mutational mechanism of causative variants
	Candidate gene analysis
	Value of diagnoses
	Perspective on the future of genetic diagnosis

	References


