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Genetic analysis plus age-adjusted total liver volume provides predictive
information with regard to PLD-related hospitalization
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Highlights Lay summary

� ADPKD-related PLD and isolated ADPLD may lead

to equally severe hepatomegaly.

� Age at first PLD-related hospitalization may serve
as a novel clinically applicable endpoint to assess
PLD severity.

� Genetic confirmation is predictive for risk of hos-
pitalization in both isolated and non-isolated PLD.

� Age-adjusted liver volumetry may improve disease
prognostication at early stages.
https://doi.org/10.1016/j.jhepr.2022.100579
Polycystic liver disease (PLD) is a highly variable
condition that can be asymptomatic or severe. How-
ever, it is currently difficult to predict clinical out-
comes such as hospitalization, symptom burden, and
need for transplantation in individual patients. In the
current study, we aimed to investigate the clinical
value of genetic confirmation and an age-adjusted
total liver volume classification for individual disease
prediction. While genetic confirmation generally
pointed to more severe disease, estimated age-
adjusted increases in liver volume could be useful
for predicting clinical outcomes.
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Background & Aims: Polycystic liver disease (PLD) manifests as numerous fluid-filled cysts scattered throughout the liver
parenchyma. PLD most commonly develops in females, either as an extra-renal manifestation of autosomal-dominant
polycystic kidney disease (ADPKD) or as isolated autosomal-dominant polycystic liver disease (ADPLD). Despite known ge-
netic causes, clinical variability challenges patient counselling and timely risk prediction is hampered by a lack of genotype-
phenotype correlations and prognostic imaging classifications.
Methods: We performed targeted next-generation sequencing and multiplex ligation-dependent probe amplification to
identify the underlying genetic defect in a cohort of 80 deeply characterized patients with PLD. Identified genotypes were
correlated with total liver and kidney volume (assessed by CT or MRI), organ function, co-morbidities, and clinical endpoints.
Results: Monoallelic diagnostic variants were identified in 60 (75%) patients, 38 (48%) of which pertained to ADPKD-gene
variants (PKD1, PKD2, GANAB) and 22 (27%) to ADPLD-gene variants (PRKCSH, SEC63). Disease severity defined by age at
waitlisting for liver transplantation and first PLD-related hospitalization was significantly more pronounced in mutation
carriers compared to patients without genetic diagnoses. While current imaging classifications proved unable to differentiate
between severe and moderate courses, grouping by estimated age-adjusted total liver volume progression yielded significant
risk discrimination.
Conclusion: This study underlines the predictive value of providing a molecular diagnosis for patients with PLD. In addition,
we propose a novel risk-classification model based on age- and height-adjusted total liver volume that could improve in-
dividual prognostication and personalized clinical management.
Lay summary: Polycystic liver disease (PLD) is a highly variable condition that can be asymptomatic or severe. However, it is
currently difficult to predict clinical outcomes such as hospitalization, symptom burden, and need for transplantation in
individual patients. In the current study, we aimed to investigate the clinical value of genetic confirmation and an age-
adjusted total liver volume classification for individual disease prediction. While genetic confirmation generally pointed to
more severe disease, estimated age-adjusted increases in liver volume could be useful for predicting clinical outcomes.
© 2022 The Author(s). Published by Elsevier B.V. on behalf of European Association for the Study of the Liver (EASL). This is an
open access article under the CC BY-NC-ND license (http://creativecommons.org/licenses/by-nc-nd/4.0/).
Introduction
Polycystic liver disease (PLD) is characterized by progressively
growing liver cysts originating from the biliary epithelium.
Clinically and etiologically, PLD can be differentiated into isolated
and non-isolated forms typically with familial background as a
common denominator. Most commonly, PLD presents as an
Keywords: polycystic disease; polycystic kidney disease; ADPLD; ADPKD; PCLD; PLD;
PRKCSH; SEC63; PKD1; PKD2; GANAB; hepatomegaly; total liver volume.
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extra-renal manifestation of autosomal-dominant polycystic
kidney disease (ADPKD), which is based on monoallelic genetic
variation in two main disease genes PKD1 (encoding polycystin
1) and PKD2 (encoding polycystin 2). ADPKD shows almost
obligatory but highly variable liver involvement.1,2 More rarely,
isolated familial PLD occurs without significant cystic kidney
involvement. This condition, which is termed autosomal-
dominant polycystic liver disease (ADPLD), is mostly based on
monoallelic genetic aberration in another two disease genes,
PRKCSH3 and SEC63.4 Unlike ADPKD, clinically significant ADPLD
is a rare disorder with an estimated prevalence of less than
1:10,000 live births.5 Morphologically, ADPKD- and ADPLD-
associated liver cysts cannot be differentiated from one another
and clinical signs and symptoms broadly overlap, ranging from
asymptomatic courses to severe impairment due to mass ef-
fects.6 Known PLD risk factors include female sex and
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premenopausal estrogen exposure7,8; therefore, women are
more likely to endure severe courses.9 Interestingly, a genetic
interaction network involved in N-glycosylation and quality
control in the endoplasmic reticulum mechanistically links both
entities via polycystin 1 and seems to govern the degree of cystic
liver and kidney involvement.10,11 Thereby, typical ADPKD and
ADPLD represent both ends of a cystic disease spectrum, over-
whelmingly associated with either pathogenic variants in PKD1/
PKD2 (ADPKD), or pathogenic PRKCSH/SEC63 variation (ADPLD).
Additional disease genes (LRP5,12 SEC61B,11 ALG8,11 ALG9,13

GANAB,14 DNAJB11,15 PKHD116) have been primarily linked to
atypical forms or hybrids further reflecting the phenotypic con-
tinuum of cystic liver and kidney disease. As a molecular diag-
nosis is not possible in about 50% of patients with ADPLD,
additional causative genes remain to be discovered. However,
genotype-phenotype correlations are poorly defined. While the
odds of renal survival correlate with the ADPKD genotype, in
terms of PKD1-truncation/non-truncation and PKD2,17,18 a similar
association was not shown for liver volume progression.19 Also,
previous genetic studies on PLD either investigated PKD1/PKD2
or PRKCSH/SEC63 mutually exclusive but found mutation carriers
to exhibit more severe courses than non-mutation carriers, at
least in the latter.9,20 Furthermore, predictive imaging modal-
ities, such as the ADPKD-Mayo classification,21 are only estab-
lished for renal survival. For liver outcomes, however, currently
available imaging categories (Quian criteria,22 Kim classifica-
tion6) are non-predictive. Moreover, unlike definite renal end-
points such as end-stage kidney disease (ESKD), clinically
significant liver endpoints are more challenging to define. While
waitlisting for liver transplantation (LTx) may represent such a
clinical endpoint, the use of the model for end-stage liver disease
(MELD) score is not fully applicable in PLD. Standard and non-
standard exception MELD scores are not being used beyond the
Eurotransplant region and have raised concerns regarding
outcome disparities.23 Hence, applicable liver endpoints and
predictive classifications are urgently needed to allow for more
accurate disease prognostication. With this study, we aimed to
combine imaging and genetic modalities to comparatively assess
patients with PLD and propose ways to overcome current
limitations.
Patients and methods
Study population
After written informed consent (institutional review board pro-
tocols at University of Leipzig, Ethics vote 289/20-ek), 132 adult
patients with clinically diagnosed PLD since 2009 were formally
enrolled at the Leipzig University Medical Center between May
2018 and May 2021. After revision of electronic health records
and imaging data, we included 80 patients with PLD from 68
families eligible for continued follow-up from the outpatients’
clinics for hepatobiliary diseases, nephrogenetic diseases, and
transplantation. Fifty-two cases were excluded because of loss to
follow-up or there being less than three liver cysts upon imaging
(ultrasound/CT/MRI) (Fig. 1A).

Genetic analyses
Pathogenic alterations were assessed by targeted next-generation
sequencing (tNGS) and multiplex ligation-dependent probe
amplification (MLPA) at the Institutes of Human Genetics Bio-
scientia and Medical Genetics Mainz. The customized gene panel
covered all exon-intron boundaries and coding regions of PKD1,
JHEP Reports 2022
PKD2, GANAB, PRKCSH, SEC63, PKHD1, HNF1B, ALG8, ALG9, DNAJB11,
and SEC61B. Furthermore, whole exome sequencing was carried
out on tNGS- and MLPA-negative cases. Segregation analysis was
performed by direct sequencingmethods upon sample availability.
Nonsense, frameshift, large deletion/insertions, and (canonical)
splice site variants were categorized as truncating, while small in-
frame deletions/insertions (delins) and missense variants were
grouped as non-truncating. Variants were classified according to
diagnostic criteria of the American College of Medical genetics and
Genomics (ACMG).24 Class III variants (alias variants of uncertain
significance, VUS) were only included if “tepid”, “warm” or “hot”
according to published Association for Clinical Genomic Sciences
(ACGS) guidelines (https://www.acgs.uk.com/media/11631/uk-
practice-guidelines-for-variant-classification-
v4-01-2020.pdf).

Radiological assessment
CT and MRI studies were used to determine total liver volume
(TLV) and total kidney volume (TKV). If more than one scan was
available, most recent imaging before any type of surgical vol-
ume reduction was used for TLV/TKV assessment (index image).
Pre-surgery liver imaging was available in 65 patients and kidney
imaging in 67 patients. Intellispace Portal 9.0 software (Phillips,
The Netherlands) was used to perform 3D reconstruction
through both manual and semi-automatic segmentation. Regions
of interest were manually highlighted and extrapolated between
slices, facilitating 3D volume calculation.

Symptom questionnaire
Clinical questionnaires were sent to all patients to complement
electronic health record data and to assess current symptom
burden (e.g. pain, fullness, fatigue, reflux, limited mobility)
(adapted from PLD-Q25; Fig. S1). We divided symptom count into
three sections: 0–4 were considered mild symptom burden, while
5–9 were regarded as moderate and above 10 as severe. Response
rate was 79% (n = 34/43) among non-transplanted patients.

Study endpoints and classifications
Height-adjusted TLVs (hTLVs) were categorized according to the
severityclassificationproposedbyKimH etal.20156 intomild (hTLV
<1,600 ml/m), moderate (hTLV 1,600–3,200 ml/m), and severe
(hTLV >3,200 ml/m). We defined survival without a PLD-related
hospitalization (alias liver event) as the primary endpoint. For ac-
curate definition of hepatic events,we scrutinizedmedical histories
for the age at first PLD-related hospitalization (e.g. treatment either
conservatively or by surgical intervention, such as cyst aspiration/
fenestration, resection or even liver transplantation). Secondary
endpoints included survival without LTx and renal survival defined
by absence of ESKD. TKVs were used to estimate renal disease
severity and progression as proposed by the Mayo classification.21

Laboratory MELD scores as well as standard exception MELD
scores were compiled for selected cases.23

Statistical analyses
All statistical analyses were carried out using SPSS software,
version 17 (IBM Corp., USA) and GraphPad Prism version 9.2.0
(GraphPad Software, USA). Statistical testing utilized a p value of
<0.05 as the significance threshold. For normally distributed data
we used Student’s t test and ANOVA; for non-normal distributions
we used Mann-Whitney U test and Kruskal–Wallis test. Multiple
comparisons were corrected by Tukey’s and Dunn�s test. Categor-
ical variables were analyzed using Chi-square or Fisher’s exact
2vol. 4 j 100579
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Fig. 1. Study design and cohort stratification by genetic analyses and liver/kidney volumetry. (A) Recruitment strategy of PLD patients and genetic interaction
network between ADPKD and ADPLD. (B) Liver and kidney volumetry and resulting distribution according to current imaging classifications (Kim and Mayo) of
the cohort. (C) Genetic analysis by gene panel and MLPA yielding molecular diagnoses in PKD1, PKD2, GANAB, PRKCSH, and SEC63 according to ACMG classification
(class IV-V).
test. By regression and correlation analyses, we investigated the
relationship between potential confounder variables with hTLV as
a dependent variable. Consecutive logistic regression aimed to
assess the likelihood of experiencing a PLD-related event,
adjusting for predictor variables (e.g. hTLV, genetic etiology).
Survival analyses were performed by the Kaplan-Meier method
and differences between the curves were compared by log-rank
testing. Cox proportional hazard regression was used to investi-
gate the effect of aforementioned predictor variables on survival.
Results
Baseline cohort characteristics
Baseline cohort characteristics of all patients are displayed in
Table 1. The cohort included 65 (81%) females and 15 (19%)
males, with a mean age of 62 ± 1 years. Upon volumetry, median
hTLV was 3,116 ml/m [IQR 1,567–4,723 ml/m] and median hTKV
was 383 ml/m [IQR 199–825 ml/m] (Fig. 1B). Thirty-six (45%)
patients had either undergone LTx or been registered on the LTx
JHEP Reports 2022
waitlist (mean age of 51 ± 2 years), whilst 21 (26%) had reached
ESKD at a mean age of 56 ± 7 years.

Genetic analysis
Mutation analysis revealed diagnostic variants (ACMG class IV-V)
in 60 (75%) patients from 49 families (n = 50 unique monoallelic
variants, 16 [32%] novel variants), 38 (48%) of which pertained to
ADPKD-associated genes (PKD1, PKD2, GANAB) and 22 (27%) to
ADPLD-associated genes (PRKCSH, SEC63) (Fig. 1C, Table S1).
Moreover, five (6%) patients (four families) carried ‘tepid/warm/
hot’ VUS (ACMG class III/ACGS criteria), four in PKD1 and one in
GANAB. Another 10 patients with a tNGS/MLPA-negative result
were further analyzed by whole exome sequencing (unsolved n =
15, 19%) to examine for potential candidate genes. Overall, 45
(75%) diagnostic variants were categorized as truncating,
whereas 15 (25%) mutations were characterized as non-
truncating. In four individuals with ADPLD, mutation analysis
revealed an additional VUS in a separate gene apart from the
primary diagnostic variant. Two of these cases consisted of a
3vol. 4 j 100579



Table 1. Baseline characteristics of total cohort and genotype-based subgroup.

Genetic
stratification

Total ADPKD genes ADPLD genes Unknown Statistical testing

n (%)
Mean
± SEM Median IQR1 IQR3 n (%)

Mean
± SEM Median IQR1 IQR3 n (%)

Mean
± SEM Median IQR1 IQR3 n (%)

Mean
± SEM Median IQR1 IQR3 Omnibus p values

80 (100) 43 (54) 22 (28) 15 (19) ADPKD vs.
ADPLD

ADPKD vs.
unknown

ADPLD vs.
unknown

Sex [female] 65 (81) 36 (84) 17 (77) 12 (80)

Current age [yr] 80 (100) 61.9 ± 1.3 43 (100) 61.0 ± 1.5 22 (100) 60.1 ± 2.8 15 (100) 67.1 ± 2.8 ns 0.125
BMI [m2] 79 (99) 26.0 ± 0.5 43 (100) 25.7 ± 0.6 21 (95) 26.5 ± 1.3 15 (100) 26.4 ± 1.4 ns 0.7643
BSA [kg/m2] 79 (99) 1.8 ± 0.03 43 (100) 1.9 ± 0.03 21 (95) 1.8 ± 0.1 15 (100) 1.8 ± 0.1 ns 0.719
Age at
diagnosis [yr]

69 (86) 41.2 ± 1.5 34 (79) 35.9 ± 1.5 20 (91) 40.9 ± 2.7 15 (100) 53.8 ± 3.1 **** <0.0001 0.171 <0.0001 0.002

Age at LTx
waitlisting [yr]

36 (44) 51.0 ± 1.5 26 (63) 50.6 ± 1.5 9 (41) 52.3 ± 4.7 1 (7) 49.7 ns 0.887

LabMELD [6-40] 62 (78) 8 7 15 32 (74) 11 8 20 16 (73) 7 6 10 14 (93) 6 6 8 **** <0.0001 0.013 <0.0001 0.378
seMELD [11-40] 14 (18) 29 22 32 9 (21) 29 23 32 5 (23) 29 21 33 0 ns 0.946
Age at first PLD
related event [yr]

57 (71) 51.5 ± 1.4 36 (84) 49.9 ± 1.1 15 (68) 50.6 ± 3.7 6 (40) 63.0 ± 4.6 * 0.0132 0.973 0.0101 0.0294

Age at first PLD
complication [yr]

35 (44) 52.8 ± 2.0 16 (37) 50.3 ± 1.5 14 (64) 51.2 ± 3.9 5 (40) 65.7 ± 4.6 * 0.0261 0.9765 0.025 0.039

Imaging analysis
Age at liver
segmentation [yr]

65 (81) 52.5 ± 1.2 34 (79) 50.7 ± 1.3 18 (82) 50.2 ± 3.0 13 (87) 60.0 ± 2.3 ** 0.008 0.98 0.01 0.02

hTLV [ml/m] 65 (81) 3,116 1,567 4,723 34 (79) 3,797 2,570 5,408 18 (82) 3,112 1,763 4,809 13 (87) 994 794 1,820 *** <0.001 >0.99 <0.001 0.003
Log hTLV 65 (81) 3.4 ± 0.04 34 (79) 3.6 ± 0.04 18 (82) 3.5 ± 0.1 13 (87) 3.1 ± 0.1 *** <0.001 0.563 <0.0001 <0.0001
Maximum cyst
diameter [cm]

65 (81) 8.4 6.3 10.7 34 (79) 8.1 6.3 10.9 18 (82) 9.9 8.4 12.4 13 (87) 8.1 3.2 10.0 ns 0.091

Age at kidney
segmentation [yr]

67 (84) 52.4 ± 1.3 35 (81) 50.0 ± 1.4 18 (82) 50.7 ± 2.9 14 (93) 60.5 ± 2.2 ** 0.003 0.960 0.003 0.015

hTKV [ml/m] 67 (84) 383 199 825 35 (81) 616 417 127 18 (82) 206 174 246 14 (93) 221 174 507 **** <0.0001 <0.0001 0.002 0.924

Renal function
Age at ESRD [yr] 20 (25) 55.3 ± 1.6 19 (44) 54.7 ± 1.6 0 1 (7) 66.0
eGFR [ml/min/
1.73 cm2]

74 (93) 60.5 ± 3.8 40 (93) 47.6 ± 5.5 19 (86) 75.7 ± 5.3 15 (100) 75.4 ± 5.8 *** 0.001 0.003 0.008 0.999

Laboratory data
GGT [xULN] 74 (93) 1.5 0.6 3.5 40 (93) 1.5 0.6 3.1 20 (91) 2.1 0.9 4.6 14 (93) 0.7 0.5 2.0 * 0.035 0.450 0.306 0.029
ALP [xULN] 72 (90) 0.8 0.6 1.0 40 (93) 0.8 0.6 1.0 18 (82) 0.9 0.7 1.2 14 (93) 0.7 0.5 0.8 ns 0.18
Bilirubin total
[lmol/L]

71 (89) 8.6 6.3 11.6 39 (91) 8.3 5.0 10.9 18 (82) 8.4 6.6 13.2 14 (93) 10.7 7.1 13.8 ns 0.163

Albumin [g/L] 67 (84) 44.4 42.3 45.9 37 (86) 43.6 40.6 45.4 16 (73) 44.8 41.8 48.0 14 (93) 45.2 44.1 47.3 ns 0.069
Cholinesterase
[lkat/L]

60 (75) 111.4 94.9 131.7 33 (77) 101.1 88.8 120.2 14 (64) 112.7 95.2 129.0 13 (87) 133.8 117.9 143.9 ** 0.002 0.394 0.002 0.300
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PKD1-VUS in addition to diagnostic PRKCSH variants, while the
other two cases concerned VUS in LRP5 and GANAB on top of
diagnostic SEC63 variants. Among patients with ADPKD, six cases
also comprised more than one (likely) pathogenic variant; five
individuals with additional PKD1-VUS, and in one case an added
GANAB-VUS (Table S1).

Genotype-phenotype correlations
With the underlying molecular diagnoses, we divided patients
into the following three subgroups, ADPKD-associated PLD
(PKD1, PKD2, GANAB), isolated PLD (ADPLD) (PRKCSH, SEC63), and
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genetically unsolved PLD. In all subgroups, female sex was pre-
dominant (84% in ADPKD vs. 77% in ADPLD). Patients with a
genetically confirmed diagnosis were significantly younger at
diagnosis than those without genetic confirmation (p <0.0001)
(Table 1). Also, family history of PLD was significantly more
frequent in the genetically confirmed subgroup (p <0.001)
(Table 1). Among patients eligible for LTx, standard exception
MELD score did not differ between ADPKD and ADPLD (p =
0.946), while laboratory MELD scores were significantly higher
for ADPKD cases (p = 0.013), mirroring impaired renal function
(mean estimated glomerular filtration rate 48 ml/min/cm3 vs.
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76 ml/min/cm3, respectively, p = 0.003). Ultimately, ESKD was
reached at a mean age of 55 ± 2 years in 44% of ADPKD probands.
While laboratory liver function parameters (e.g. albumin,
cholinesterase) showed only subtle alterations throughout all
groups, gamma-glutamyl transferase (GGT) was elevated for
both ADPKD and ADPLD cases in contrast to unsolved PLD (p =
0.029). Median hTLV for patients with ADPKD and ADPLD was
equivalently severe (3,797 ml/m [IQR 2,570–5,408 ml/m] vs.
3,112 ml/m [IQR 1,763–4,809 ml/m], p >0.99) and significantly
larger than median hTLV in those without molecular diagnoses
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(994 ml/m [IQR 794–1,820 ml/m], p <0.001) (Fig. 2A, B). As ex-
pected, hTKVs differed significantly between ADPKD and ADPLD
subgroups (median hTKV 616 ml/m [IQR 126–417 ml/m] vs.
206 ml/m [IQR 174–246 ml/m], p <0.0001) (Fig. 2C). Clinically,
unsolved cases did not show renal involvement except in two
cases. Hence, their median hTKV was similar to the ADPLD group
(221 ml/m [IQR 174–507 ml/m], p = 0.924) (Fig. 2C, D). Liver cyst
size clinically appeared to be larger in patients with ADPLD than
in those with ADPKD, but investigation of the maximum cyst
diameter (MCD) among subgroups revealed only a statistical
30 40 50 60 70 80
0

10
20
30
40
50
60
70
80
90

100

Age@LTX waitlist (yrs)

Male (n = 15)

Female (n = 65)

0.2816

73.3
60.6

LT
X (n

 = 
30

)

n-L
TX (n

 = 
35

)
0

10

20

30

40

50

ADPKD (n = 43)

ADPLD (n = 22)

Unsolved (n = 15)

806040200

30 40 50 60 70 80
0

10
20
30
40
50
60
70
80
90

100

Age@first liver event (yrs)

D

H

0.0137

65.0

52.2

Eve
nt 

(n 
= 4

8)

No e
ve

nt 
(n 

= 1
7)

0

10

20

30

40

50 Kim class I (n = 16)

Kim class II (n = 18)

Kim class III (n = 31)

Male (n = 15)

Female (n = 65)

Pr
ob

ab
ilit

y 
of

 s
ur

vi
va

l (
%

)

Pr
ob

ab
ilit

y 
of

 s
ur

vi
va

l (
%

)
# 

of
 p

at
ie

nt
s

Age@first liver event (yrs)

not discriminate between moderate and severe courses. (A) Distribution of
ses, and the total cohort. (B) Similar distribution of Kim classes according to sex
status. (D) Distribution of Kim classes according to absence or presence of liver
ified by Kim classes (Log-rank (Mantel-Cox)). (F) Survival analysis using age at
k (Mantel-Cox)). (G) Survival analysis using age at LTx-waitlisting as clinical
at first liver event as clinical endpoint stratified by sex (Log-rank (Mantel-Cox)).
PLD, Kim class II vs. Kim class I, Kim class III vs. Kim class I, Kim class III vs. Kim
bability of liver event free survival (stratified by genetic subgroup) yielded
etically unsolved cases (grey). Levels of significance p = 0.0332 (*); 0.0021 (**);

7vol. 4 j 100579



Research article
trend (p = 0.068) (Fig. 2E). However, MCD correlated with hTLV in
the overall cohort, indicating that this parameter could poten-
tially be useful in clinical evaluation (r = 0.61; 95% CI 0.42–0.74; p
<0.0001) (Fig. 2F).

When comparing intra-individual organ enlargement, liver
and kidney growth did not correlate, for individuals displayed
discordant cystic organ involvement (Fig. 2G). Of note, 65% (n =
13) of ADPLD cases exhibited kidney cysts, however, none had
more than 10 cysts. Based on a standard baseline liver volume of
850 ml/m6 at the age of 20 years, we normalized the rate of liver
enlargement (nTLV) (Fig. 2H, I). For normalization of kidney
enlargement, we used a baseline hTKV of 150 ml/m (nTKV).21 The
relationship between normalized kidney and liver enlargements
did not correlate with age for either genetically confirmed or
unsolved cases (Fig. 2J). Nonetheless, genetic confirmation was
3.4-fold (95% CI 1.8–8.5) more likely with every doubling of TLV
in our cohort (p <0.0001) (Fig. S2).

The mean number of PLD-related symptoms was similar for
both genetic subgroups (p >0.99) but was significantly lower
among unsolved cases (p = 0.009 vs. ADPKD) (Fig. S3A). While
patients with genetically unsolved cases more often suffered
from pain, tiredness, and limited mobility, loss of appetite,
sarcopenia or shortness of breath were associated with mod-
erate to severe courses in genetically confirmed cases (Fig. S3B).
In terms of co-morbidities, arterial hypertension was most
commonly reported, followed by chronic kidney disease, kidney
cysts, and hypercholesterolemia. Interestingly, almost one-third
of patients were co-diagnosed with hypothyroidism (n = 22,
29%) (Fig. S3C).

Comparison of clinical outcomes and organ survival
Among LTx-patients, median age at waitlisting was comparable
throughout all subgroups (Fig. 3A, Fig. S4A-B). Overall, hTLV was
significantly higher in patients eligible for LTx than in those who
were ineligible (median 4,292 ml/m [IQR 3,169–6,151 ml/m] vs.
1,702 ml/m [IQR 994–3,157 ml/m], p <0.001), independent of
genetic background and age; 49% of patients with ADPKD (me-
dian hTLV = 4,835 ml/m [IQR 3,306–6,244 ml/m]) and 41% with
ADPLD (median hTLV of 4,202 ml/m [IQR 2,613–4,611 ml/m])
were eligible for LTx (Fig. 3B). In order to evaluate the likelihood
of LTx, logistic regressionwas conducted with hTLV as a predictor
variable. Log-likelihood ratio test (LRT) was statistically signifi-
cant for both genetic subgroups (p = 0.0017 and p = 0.024, AUC
0.79 and 0.83) and hTLV contributed to the models with an odds
ratio (OR) of 2.3 (95% CI 1.3–4.2) for ADPLD and of 2.1 (95% CI
1.1–7.1) for ADPKD (Fig. 3C). LTx-free survival differed between
patients with genetically confirmed and unsolved disease, but
not between genetic subgroups (57 years for ADPKD vs. 65.3
years for ADPLD, p = 0.104) (Fig. 3D). As an alternative clinical
endpoint for disease severity, we analyzed the age at first PLD-
related hospitalization (alias liver event). The most common
event was liver cyst fenestration (39%), followed by liver cyst
rupture (13%) and hemi-hepatectomy (10%) (Fig. S4C). Using this
primary endpoint, patients with genetic diagnoses were more
likely to exhibit a liver event (79% for genetically confirmed vs.
40% for unsolved, p = 0.009) and were significantly younger at
first liver event compared to patients with genetically unsolved
disease (Fig. 3E). As patients with liver events showed signifi-
cantly higher hTLVs compared to those without an event
(Fig. 3F), we further investigated the relationship of hTLV with
regard to the risk of events using logistic regression. This analysis
rendered significant model fit (LRT p = 0.0004) with an AUC of
JHEP Reports 2022
0.80 and an OR of 2.1 (95% CI 1.3–4.0) for every liter increase in
hTLV (Fig. 3G). Genetic subgroup comparison showed only a
significant effect for the ADPLD subgroup (p = 0.019, OR 5.3; 95%
CI 1.2–130.9). Upon survival analysis, median age at first liver
event was non-significant between ADPKD and ADPLD (50.3
years vs. 57.7 years, p = 0.136), whereas patients in the unsolved
group presented significantly later on average (median age of
71.1 years) (p <0.0001 vs. ADPKD). Furthermore, each centimeter
increase in MCD was associated with a 38% risk elevation for
experiencing an event in the total cohort (LRT p = 0.0005, OR
1.38; 95% CI 1.13–1.81) (Fig. S5).

Classification of total liver volumes
We next categorized hTLVs according to the current imaging
classification by Kim (Kim classes I, II, III – Table S2), separately
for genetic subgroups as well as for both sexes without yielding
significant differences (ADPKD vs. ADPLD p = 0.498, male vs. fe-
male p = 0.741) (Fig. 4A,B). While none of the patients with Kim
class I was eligible for LTx, 39% of the moderately enlarged group
(Kim class II) and 74% of the severest Kim class III were registered
for LTx (at mean age 53 ± 3 and 51 ± 2 years) (Fig. 4C). Further-
more, 31% of Kim class I, 83% of Kim class II, and 90% of Kim class
III patients experienced liver events (Fig. 4D). Survival analyses
using both LTx and liver events as clinical endpoints could not
statistically discern between patients with moderately (Kim II)
and severely (Kim III) enlarged livers (median survival 58.2 vs.
55.6 years, p = 0.080) (Fig. 4E-F). Comparison of liver event-free
survival reached statistical significance between mild and severe
classes, but non-significance between moderate and severe
classes (I vs. III p = 0.002, II vs. III p = 0.099) (Fig. 4F).

Of note, female sex was not associated with an overall higher
risk for LTx, but median LTx-free survival was 12 years lower
than in men (60.6 years vs. 73.3 years, p = 0.282) (Fig. 4G,
Table S3). Also, analysis of onset of liver events yielded a sig-
nificant difference in survival of 13 years in favor of male sex
(52.2 years vs. 65 years, p = 0.014) (Fig. 4H).

Using cox proportional hazards regression analysis, we
investigated the hazard ratios for experiencing a liver event
based on Kim-imaging classes and genetic etiology (sex-
adjusted). As a result, severe Kim III classes were associated with
a 5-fold increase in the risk of any liver event compared to mild
Kim I classes (hazard ratio 4.9; 95% CI 1.6–15.1) and the likeli-
hood for any liver event was 10-fold higher in females (hazard
ratio 10.4; 95% CI 2.8–38.9) (Fig. 4I). Genetic confirmation yielded
a significant effect on overall survival compared to inconclusive
genetic testing (Fig. 4J).

Model of age-adjusted progression groups
To assess individual disease progression, liver volumes are best
interpreted in the light of patient age. As the Kim-classification
does not consider patient age at index imaging, we sought to
adjust for age by extrapolating liver growth rates under an
exponential growth assumption relative to the standard liver
volume (Fig. 5A, Fig. S6). To further define three age-adjusted
progression groups (PG I-III), we delineated the following
thresholds: less than 3.3% growth rate/year (green/mild), greater
than 3.3% but less than 6.6% growth rate/year (red/moderate),
and exceeding 6.6% growth rate/year (black/severe) (Fig. 5A).
Subsequent survival analyses with aforementioned clinical end-
points (LTx and liver events) yielded significant differences for all
three progression groups (Fig. 5B-C). Hence, categorization into
predefined progression groups enabled discrimination regarding
8vol. 4 j 100579



the probability of event-free survival in terms of transplantation
and PLD-related hospitalization (events) (p = 0.0002 for PG I vs.
II, p <0.0001 PG I vs. III, p = 0.0006 PG II vs. III) (Fig. 5B-C).

Discussion
Despite the given limitations of a retrospective single-center
analysis, the rationale of our study was to improve PLD risk
prediction by means of genetic determination, deep-
phenotyping, and profound radiological assessment.

To date, there are several co-existing PLD classification sys-
tems (Gigot,26 Qian,22 Kim,6 Schnelldorfer27). However, none of
the existing systems is truly predictive, as they are designed to
categorize current disease severity descriptively. As a matter of
fact, present PLD classifications do not consider underlying mo-
lecular diagnoses and do not adjust for patient age at imaging. As
PLD is often clinically silent, these limitations call for optimiza-
tion in order to adequately counsel patients at early stages; a
situation that is notably warranted in dominant disorders for
subsequent generations. Likewise, patients affected by an auto-
somal recessive disorder can be relieved with regard to the
negligible risk their own offspring bears for the disease.

Key findings of our study are that genetic confirmation is asso-
ciated with (i) higher TLV, (ii) younger age at diagnosis, (iii) higher
symptom burden, (iv) earlier onset of liver-related events, and (v)
higherprobabilityof registration forLTxwhencomparedtopatients
with negative genetic testing. Without drawing firm conclusions,
our study points to the predictive value of providing a molecular
diagnosis for all patients with PLD, both isolated and non-isolated.
For isolated PLD (ADPLD), this is in line with previous reports on
increased disease severity among PRKCSH/SEC63mutation carriers
compared to those without PRKCSH/SEC63 alterations.9 However,
for non-isolated PLD (ADPKD), we are not aware of similar analyses
comparing PLD severity of PKD1/PKD2 carriers with genetically
unsolved cases. In contrast to renal outcomes, PKD1/PKD2 muta-
tional status did not correlate with PLD severity in previous ana-
lyses,19 corroborating the notion of liver disease modification by
environmental (extrinsic) factors and genetic background.

Another major finding is that age-adjusted hTLV-categories
based on extrapolated liver growth rates correlated with clinically
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relevant endpoints such as hospitalization and transplantation.
Therefore, these age-adjusted progression groups warrant vali-
dation in larger PLD populations. Ideally, a clinically predictive
classification should hence comprise both genetics and age-
adjusted hTLV classes to allow for timely risk-stratification.

For evaluating PLD severity, we further suggest the use of age at
first PLD-related event as a clinical endpoint. We believe that PLD-
related events are highly relevant to both patients and physicians
and seem more applicable to the entirety of PLD population than
LTx,which only applies to themost severe cases, further depending
onnon-medical conditions, suchasnational transplant-regulations.

To date, the clinical diagnosis of PLD is poorly defined and in
contrast to PKD,28 cyst count is not adjusted for age at index
imaging. Therefore, our recruitment criterion (>−3 cysts at any
given age) was chosen inclusively to also detect low impact
variants. In line with previous data reporting on hypomorphic
PRKCSH/SEC63 missense variants, we also found genetic
involvement in 57% (n = 9/16) of clinically mild PLD cases, with
less than 10 cysts.20 Otherwise, identified PRKCSH/SEC63 variants
were predominantly (n = 12, 86%) truncating. Possibly, non-
truncating PRKCSH/SEC63 alterations remain clinically undiag-
nosed more often, and thus would bypass tertiary referral.

In total, we obtained a diagnostic yield of 75% in our cohort,
leaving only 25% genetically unsolved. Amongst the latter, there
are likely new PLD disease genes to be discovered but most of
these PLD cases may rather be due to complex genetics and
environmental factors.

Interestingly, median hTLVs were similar in both ADPKD and
ADPLD. In addition, no significant differences were identified
between liver cyst morphology in ADPLD and ADPKD. In accor-
dance with previous observations,29 however, ADPLD patients
displayed an overall tendency for larger cyst size in our cohort.
Recently, maximum cyst diameter has been proposed as a
prognostic parameter for ADPKD-associated PLD.30 Indeed, the
correlation of MCD with hTLV and clinical outcomes supports
utilization of MCD as a prognostic marker in ADPLD as well. Still,
we did not find significant prognostic differences in patients
with genetically confirmed ADPKD and ADPLD in terms of clin-
ical endpoints such as LTx and PLD-related hospitalization.
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Therefore, the major clinical difference remains preserved
kidney function in ADPLD, demonstrated by normal TKV and
absence of ESKD. Moreover, it is unclear whether additional
growth of cystic kidneys would further worsen the PLD pheno-
type. With less abdominal space, one could expect an earlier
onset of PLD-related symptoms and events in ADPKD. This hy-
pothesis, however, was not confirmed by our data.

This study has several limitations. First, inclusion bias has to
be considered, as patients were recruited exclusively from ter-
tiary referral and previous publications using hTLV as a primary
outcome variable reported lower median TLVs.8,31 Therefore, our
cohort broadly included the most severe fraction of cases with
milder cases being underrepresented. Additionally, most patients
had single imaging only but no longitudinal imaging data,
impeding intra-individual liver growth assessment. For this
reason, we had to use simplified liver growth assumptions, likely
associated with inaccuracy in both ways (potential under- and
JHEP Reports 2022
overestimation). Unlike in prospective studies, our retrospective
study design did not allow for consistent observational periods
and was prone to incomplete clinical information. The greatest
limitation, however, is the rather small sample size, which calls
for confirmation in larger multicentric PLD cohorts in order to
validate the proposed model.

In our study, patients with an estimated liver growth rate of
more than 3.3%/year were likely to suffer from a clinically
symptomatic form of genetic PLD. Thus, age-adjusted liver vol-
ume and genetic diagnostics promise to improve disease pre-
diction. Identifying the most progressive courses as quickly as
possible is essential in this oligosymptomatic disorder. Subject to
clinical validation, the progression groups proposed herein may
prove helpful in identifying patients who will benefit most from
tight monitoring, avoidance of extrinsic progression factors, and
inclusion into future clinical trials.
Abbreviations
ACGS, Association for Clinical Genomic Sciences; ACMG, American College
of Medical genetics and Genomics; ADPKD, autosomal-dominant poly-
cystic kidney disease; ADPLD, autosomal-dominant polycystic liver dis-
ease; ESKD, end-stage kidney disease; hTKV, height-adjusted total kidney
volume; hTLV, height-adjusted total liver volume; LRT, log-likelihood
ratio test; MCD, maximum cyst diameter; LTx, liver transplantation;
MELD, model for end-stage liver disease; MLPA, multiplex ligation-
dependent probe amplification; nTKV, normalized total kidney volume;
nTLV, normalized total liver volume; PG, progression groups; PKD1, pol-
ycystin 1; PKD2, polycystin 2; PLD, polycystic liver disease; OR, odds ratio;
tNGS, targeted next-generation sequencing; VUS, variants of uncertain
significance.

Financial support
D.S. was financially supported by the Roland Ernst Foundation (RES), R.S.
receives funding from Else Kroener-Fresenius Foundation (EKFS) and
Deutsche Forschungsgemeinschaft (DFG). J.H. obtains funding from DFG
(HA 6908/3-1, HA 6908/4-1, HA 6908/7-1, HA 6908/8-1). C.B. holds a part-
time faculty appointment at the University of Freiburg in addition to his
engagement with the Medizinische Genetik Mainz and his employment
with the Limbach Group for which he heads and manages Limbach Ge-
netics GmbH. His labs receive support from the DFG, German Research
Foundation) (BE 3910/8-1, BE 3910/9-1 and Collaborative Research Center
SFB 1453 (Project ID: 431984000) and the Federal Ministry of Education
and Research (BMBF, 01GM1903I and 01GM1903G).

Conflict of interest
The authors declare not conflict of interest concerning the content of this
manuscript.

Please refer to the accompanying ICMJE disclosure forms for further
details.

Authors’ contributions
J.H. and T.B. designed the study; D.S., A.H, J. F, J.d.F., and N.L. carried out
phenotypic analyses; C.B., A.F., R.S. and E.H. conducted genetic analyses;
D.S. and R.S. analyzed the data and created the Fig.s; D.S., R.S. and J.H.
drafted the paper; all authors approved the final version of the manuscript.

Data availability statement
All data is available from the corresponding authors upon special request.

Acknowledgements
We thank all participating patients and their families for their contribu-
tions. We thank Matthias Horn from the Institute for Medical Informatics,
Statistics and Epidemiology (IMISE) for his support and advice on sta-
tistical analyses.
Supplementary data
Supplementary data to this article can be found online at https://doi.org/1
0.1016/j.jhepr.2022.100579.

References
Author names in bold designate shared co-first authorship.

[1] Bae KT, Zhu F, Chapman AB, Torres VE, Grantham JJ, Guay-Woodford, et al.
Magnetic resonance imaging evaluation of hepatic cysts in early
autosomal-dominant polycystic kidney disease: the Consortium for
Radiologic Imaging Studies of Polycystic Kidney Disease cohort. Clin J Am
Soc Nephrol: CJASN 2006;1:64–69.

[2] Cornec-Le Gall E, Alam A, Perrone RD. Autosomal dominant polycystic
kidney disease. Lancet (London, England) 2019;393:919–935.

[3] Drenth JPH, te Morsche RHM, Smink R, Bonifacino JS, Jansen JBMJ.
Germline mutations in PRKCSH are associated with autosomal dominant
polycystic liver disease. Nat Genet 2003;33:345–347.

[4] Davila S, Furu L, Gharavi AG, Tian X, Onoe T, Qian Q, et al. Mutations in
SEC63 cause autosomal dominant polycystic liver disease. Nat Genet
2004;36:575–577.

[5] Suwabe T, Chamberlain AM, Killian JM, King BF, Gregory AV, Madsen CD,
et al. Epidemiology of autosomal-dominant polycystic liver disease in
Olmsted county. JHEP Rep: Innovat Hepatol 2020;2:100166.

[6] Kim H, Park HC, Ryu H, Kim K, Kim HS, Oh K-H, et al. Clinical correlates of
mass effect in autosomal dominant polycystic kidney disease. PLoS one
2015;10:e0144526.

[7] van Aerts RMM, Bernts LHP, Gevers TJG, Kievit W, Koopmans L,
Nieboer TE, et al. Estrogen-containing oral contraceptives are associated
with polycystic liver disease severity in premenopausal patients. Clin
Pharmacol Therapeut 2019;106:1338–1345.

[8] van Aerts RMM, Kievit W, de Jong ME, Ahn C, Bañales JM, Reiterová J, et al.
Severity in polycystic liver disease is associated with aetiology and female
gender: results of the International PLD Registry. Liver Int: Off J Int Assoc
Study Liver 2019;39:575–582.

[9] van Keimpema L, de Koning DB, van Hoek B, van den Berg AP, van
Oijen MGH, Man RA de, et al. Patients with isolated polycystic liver dis-
ease referred to liver centres: clinical characterization of 137 cases. Liver
Int: Off J Int Assoc Study Liver 2011;31:92–98.

[10] Fedeles SV, Tian X, Gallagher A-R, Mitobe M, Nishio S, Lee SH, et al.
A genetic interaction network of five genes for human polycystic kidney
and liver diseases defines polycystin-1 as the central determinant of cyst
formation. Nat Genet 2011;43:639–647.

[11] Besse W, Dong K, Choi J, Punia S, Fedeles SV, Choi M, et al. Isolated
polycystic liver disease genes define effectors of polycystin-1 function.
J Clin Invest 2017;127:1772–1785.

[12] Cnossen WR, te Morsche RHM, Hoischen A, Gilissen C, Chrispijn M,
Venselaar H, et al. Whole-exome sequencing reveals LRP5 mutations and
canonical Wnt signaling associated with hepatic cystogenesis. Proc Natl
Acad Sci USA 2014;111:5343–5348.
10vol. 4 j 100579

https://doi.org/10.1016/j.jhepr.2022.100579
https://doi.org/10.1016/j.jhepr.2022.100579
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref1
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref1
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref1
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref1
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref1
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref2
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref2
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref3
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref3
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref3
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref4
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref4
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref4
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref5
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref5
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref5
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref6
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref6
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref6
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref7
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref7
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref7
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref7
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref8
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref8
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref8
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref8
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref9
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref9
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref9
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref9
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref10
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref10
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref10
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref10
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref11
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref11
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref11
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref12
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref12
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref12
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref12


[13] Besse W, Chang AR, Luo JZ, Triffo WJ, Moore BS, Gulati A, et al. ALG9
Mutation carriers develop kidney and liver cysts. J Am Soc Nephrol: JASN
2019;30:2091–2102.

[14] Porath B, Gainullin VG, Cornec-Le Gall E, Dillinger EK, Heyer CM, Hopp K,
et al. Mutations in GANAB, encoding the glucosidase IIa subunit, cause
autosomal-dominant polycystic kidney and liver disease. Am J Hum Genet
2016;98:1193–1207.

[15] Cornec-Le Gall E, Olson RJ, Besse W, Heyer CM, Gainullin VG, Smith JM,
et al. Monoallelic mutations to DNAJB11 cause atypical autosomal-
dominant polycystic kidney disease. Am J Hum Genet 2018;102:832–844.

[16] Wang J, Yang H, Guo R, Sang X, Mao Y. Association of a novel PKHD1
mutation in a family with autosomal dominant polycystic liver disease.
Ann Transl Med 2021;9:120.

[17] Cornec-Le Gall E, Audrézet M-P, Rousseau A, Hourmant M, Renaudineau E,
Charasse C, et al. The PROPKD score: a new algorithm to predict renal
survival in autosomal dominant polycystic kidney disease. J Am Soc
Nephrol: JASN 2016;27:942–951.

[18] Schönauer R, Baatz S, Nemitz-Kliemchen M, Frank V, Petzold F,
Sewerin S, et al. Matching clinical and genetic diagnoses in autosomal
dominant polycystic kidney disease reveals novel phenocopies and po-
tential candidate genes. Genet Med: Off J Am Coll Med Genet
2020;22:1374–1383.

[19] Chebib FT, Jung Y, Heyer CM, IrazabalMV, HoganMC, Harris PC, et al. Effect of
genotypeon the severityandvolumeprogressionofpolycystic liverdisease in
autosomal dominant polycystic kidney disease. Nephrol Dial, Transplant: Off
Publ Eur Dial Transpl Assoc - Eur Ren Assoc 2016;31:952–960.

[20] Waanders E, te Morsche RHM, Man RA de, Jansen JBMJ, Drenth JPH.
Extensive mutational analysis of PRKCSH and SEC63 broadens the spec-
trum of polycystic liver disease. Hum Mutat 2006;27:830.

[21] Irazabal MV, Rangel LJ, Bergstralh EJ, Osborn SL, Harmon AJ, Sundsbak JL,
et al. Imaging classification of autosomal dominant polycystic kidney
disease: a simple model for selecting patients for clinical trials. J Am Soc
Nephrol: JASN 2015;26:160–172.

[22] Qian Q, Li A, King BF, Kamath PS, Lager DJ, Huston J, et al. Clinical profile of
autosomal dominant polycystic liver disease. Hepatology (Baltimore, Md.)
2003;37:164–171.
JHEP Reports 2022
[23] Umgelter A, Hapfelmeier A, Kopp W, van Rosmalen M, Rogiers X, Guba M.
Disparities in Eurotransplant liver transplantation wait-list outcome be-
tween patients with and without model for end-stage liver disease ex-
ceptions. Liver Transplant: Off Publ Am Assoc Study Liver Dis Int Liver
Transplant Soc 2017;23:1256–1265.

[24] Richards S, Aziz N, Bale S, Bick D, Das S, Gastier-Foster, et al. Standards and
guidelines for the interpretation of sequence variants: a joint consensus
recommendation of the American College of Medical Genetics and Ge-
nomics and the Association for Molecular Pathology. Genet Med: Off J Am
Coll Med Genet 2015;17:405–424.

[25] Neijenhuis MK, Gevers TJG, Hogan MC, Kamath PS, Wijnands TFM, van
den Ouweland RCPM, et al. Development and validation of a disease-
specific questionnaire to assess patient-reported symptoms in polycy-
stic liver disease. Hepatology (Baltimore, Md.) 2016;64:151–160.

[26] Gigot JF, Jadoul P, Que F, van Beers BE, Etienne J, Horsmans Y, et al. Adult
polycystic liver disease: is fenestration the most adequate operation for
long-term management? Ann Surg 1997;225:286–294.

[27] Schnelldorfer T, Torres VE, Zakaria S, Rosen CB, Nagorney DM. Polycystic
liver disease: a critical appraisal of hepatic resection, cyst fenestration,
and liver transplantation. Ann Surg 2009;250:112–118.

[28] Pei Y, Obaji J, Dupuis A, Paterson AD, Magistroni R, Dicks E, et al. Unified
criteria for ultrasonographic diagnosis of ADPKD. J Am Soc Nephrol: JASN
2009;20:205–212.

[29] Hoevenaren IA, Wester R, Schrier RW, McFann K, Doctor RB, Drenth JPH,
et al. Polycystic liver: clinical characteristics of patients with isolated
polycystic liver disease compared with patients with polycystic liver and
autosomal dominant polycystic kidney disease. Liver Int: Off J Int Assoc
Study Liver 2008;28:264–270.

[30] Kataoka H, Watanabe S, Sato M, Manabe S, Makabe S, Akihisa T, et al.
Predicting liver cyst severity by mutations in patients with
autosomal-dominant polycystic kidney disease. Hepatology Int
2021;15:791–803.

[31] Hogan MC, Abebe K, Torres VE, Chapman AB, Bae KT, Tao C, et al. Liver
involvement in early autosomal-dominant polycystic kidney disease. Clin
Gastroenterol Hepatol: Off Clin Pract J Am Gastroenterol Assoc
2015;13:155–164.e6.
11vol. 4 j 100579

http://refhub.elsevier.com/S2589-5559(22)00151-3/sref13
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref13
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref13
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref14
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref14
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref14
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref14
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref15
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref15
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref15
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref16
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref16
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref16
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref17
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref17
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref17
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref17
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref18
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref18
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref18
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref18
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref18
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref19
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref19
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref19
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref19
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref20
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref20
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref20
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref21
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref21
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref21
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref21
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref22
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref22
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref22
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref23
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref23
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref23
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref23
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref23
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref24
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref24
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref24
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref24
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref24
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref25
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref25
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref25
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref25
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref26
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref26
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref26
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref27
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref27
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref27
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref28
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref28
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref28
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref29
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref29
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref29
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref29
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref29
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref30
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref30
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref30
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref30
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref31
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref31
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref31
http://refhub.elsevier.com/S2589-5559(22)00151-3/sref31

	JHEPR100579_grabs
	JHEPR100579_proof
	Modelling polycystic liver disease progression using age-adjusted liver volumes and targeted mutational analysis
	Introduction
	Patients and methods
	Study population
	Genetic analyses
	Radiological assessment
	Symptom questionnaire
	Study endpoints and classifications
	Statistical analyses

	Results
	Baseline cohort characteristics
	Genetic analysis
	Genotype-phenotype correlations
	Comparison of clinical outcomes and organ survival
	Classification of total liver volumes
	Model of age-adjusted progression groups

	Discussion
	Financial support
	Conflict of interest
	Authors’ contributions
	Data availability statement
	Supplementary data
	References



