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Abstract
Background  The regulation of the chromatin state 
by epigenetic mechanisms plays a central role in gene 
expression, cell function, and maintenance of cell 
identity. Hereditary disorders of chromatin regulation 
are a group of conditions caused by abnormalities of the 
various components of the epigenetic machinery, namely 
writers, erasers, readers, and chromatin remodelers. 
Although neurological dysfunction is almost ubiquitous 
in these disorders, the constellation of additional features 
characterizing many of these genes and the emerging 
clinical overlap among them indicate the existence of 
a community of syndromes. The introduction of high-
throughput next generation sequencing (NGS) methods 
for testing multiple genes simultaneously is a logical step 
for the implementation of diagnostics of these disorders.
Methods  We screened a heterogeneous cohort of 263 
index patients by an NGS-targeted panel, containing 
68 genes associated with more than 40 OMIM entries 
affecting chromatin function.
Results  This strategy allowed us to identify clinically 
relevant variants in 87 patients (32%), including 30 for 
which an alternative clinical diagnosis was proposed 
after sequencing analysis and clinical re-evaluation.
Conclusion  Our findings indicate that this approach is 
effective not only in disorders with locus heterogeneity, 
but also in order to anticipate unexpected misdiagnoses 
due to clinical overlap among cognate disorders. Finally, 
this work highlights the utility of a prompt diagnosis in 
such a clinically and genetically heterogeneous group of 
disorders that we propose to group under the umbrella 
term of chromatinopathies.

Introduction
In the last decade, research in Mendelian disorders 
has witnessed an explosion in the discovery of genetic 
variants in the various components of the epigenetic 
machinery linked to a number of human genetic 
disorders.1–5 Clinically relevant variants may occur 
in gene encoding for writers, erasers and readers of 
epigenetic marks as well as in chromatin remodellers. 
The writers place the appropriate modifications on 

particular regions of the genome based on the cell 
type, developmental stage and metabolic state. These 
marks ‘highlight’ individual regions for use or disuse 
depending on whether the mark favours a more open 
or more closed chromatin state.6 The erasers remove 
these marks, thus favouring the opposite chromatin 
states. The readers recognise post-translational 
modifications within a single histone tail, within two 
tails on the same nucleosome or within two histone 
tails on different nucleosomes.7 Finally, chromatin 
remodellers are multiprotein assemblies containing 
an ATPase subunit of the Snf2 subfamily that is 
capable of mobilising the nucleosomes by using the 
energy of ATP hydrolysis and thereby altering chro-
matin structure.8

To date, over 60 Mendelian disorders, such as 
Kabuki, Kleefstra, Coffin-Lowry, Wiedemann-
Steiner, Rubinstein-Taybi, Floating-Harbor and 
Cornelia de Lange syndromes, are associated with 
genetic alterations of the various components of the 
epigenetic machinery (online supplementary table 
S1).2 9 Most of them are characterised by intellec-
tual and neurological dysfunctions, a fact demon-
strating the pivotal role of chromatin remodelling 
in central nervous system development and func-
tion.6 Although these conditions are often distin-
guished by the pattern of ancillary findings and/or 
facial dysmorphic features, clinical and molecular 
overlap is increasingly described among them, as an 
expected result of convergent pathogenesis in these 
disorders.

The recent introduction of high-throughput 
next-generation sequencing (NGS) methods facili-
tated the reduction of reporting time, costs and the 
rates of negative or inconsistent results of molec-
ular testing in the clinical context. Here, we report 
our findings in a cohort of 263 index patients 
analysed with a customised NGS diagnostic panel 
of 68 selected genes associated with chromatin-
related disorder. As the primary role of these genes 
concerns the structure and function of chromatin, 
we propose to group these disorders under the 
umbrella term of chromatinopathies.
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Materials and methods
Samples
We applied our customised NGS Chromatinopathy Panel 
(ChrPan; online supplementary table S1) to analyse 263 individ-
uals with a suspected diagnosis of a chromatin-related disorder. 
In some cases, the clinical diagnosis was sharply defined. In 
others, considering the increasing awareness on the existence 
of an overlapping phenotypic spectrum caused by mutations of 
genes involved in the epigenetic machinery, samples were sent 
with a suspected diagnosis of ‘Chromatinopathy’ with features 
suggestive but not pathognomonic of a specific syndrome.

Genomic DNA (gDNA) was extracted from fresh and/or 
frozen peripheral blood leucocytes of patients and their avail-
able family members using an automated DNA extractor and 
commercial DNA extraction kits (EZ1 Advanced XL, Qiagen, 
Germany).

Targeted resequencing and NGS
A customised HaloPlex Target Enrichment NGS panel (Agilent 
Technologies, Santa Clara, California) was designed using 
Agilent’s SureDesign tool available at www.​agilent.​com/​
genomics/​suredesign (online supplementary table S1 and figure 
S1). Total genome target that spanned 384 kb was theoretically 
estimated to be completely covered (99.82%). A total of 17 470 
amplicons were generated. The full design is available as a .bed 
file on request. The NGS panel was preliminarily validated using 
a cohort of 30 DNA samples with known variants in chromat-
inopathies genes or resulted negative to sequence analysis.10–12

Libraries were prepared according to the manufacturer’s 
protocol using the human reference genome GRCh37/hg19. 
Fluorometry-based Qubit dsDNA BR Assay (Thermo Fisher 
Scientific) was used to determine the precise DNA concentra-
tion. DNA was fragmented using eight double-digests. Library 
of gDNA was hybridised to the probe set in the presence of 
indexing primer allowing for pooling, and the probe-fragment 
hybrids were captured on magnetic beads. The library was 
then amplified by PCR to produce a sequencing-ready, target-
enriched sample. Fragmented gDNA and final libraries were 
evaluated using High Sensitivity D1000 ScreenTape System on 
TapeStation 2200 (Agilent Technologies) and Qubit dsDNA HS 
Assay Kits on Qubit 4 Fluorometer (Thermo Fisher Scientific) 
for quantification, according to the manufacturer’s instructions. 
Sequencing was performed on Illumina MiSeq System, using the 
MiSeq Reagent Kit V2-500 cycles (Illumina, San Diego, Cali-
fornia), yielding 151 bp-long, paired-end reads and achieving an 
average read depth of at least 400× and at least 20× per-base 
coverage in more than 98% of the targeted regions for 11–22 
samples.

Data analysis and variants validation
The quality of sequences was preliminary checked with FastQC 
(http://www.​bioinformatics.​babraham.​ac.​uk/​projects/​fastqc) and 
trimmed using Trimmomatic13 if the quality of at least half-
read was lower than 10 (phred quality score). Residual adapter 
sequences were removed by cutadapt (https://​cutadapt.​readthe-
docs.​io/​en/​stable/). Preprocessed reads were aligned against the 
GRCh37/hg19 reference genome sequence by the BWA-0.7.17 
software. The depth of coverage statistics for the target regions 
was calculated by means of TEQC (https://​bioconductor.​org/​
packages/​release/​bioc/​html/​TEQC.​html) and other custom 
scripts. Variants were identified by means of the Haplotype-
Caller tool of GATK V.3.8, discarded if their calling quality did 
not exceed a phred threshold value of 20 or were not covered by 

at least 30 reads, otherwise annotated with ANNOVAR, using 
RefSeq gene and transcript annotations (updated December 
2016). Variants were sought in the most important public collec-
tions, including dbSNP V.150,14 ExAC V.0.3, Exome Variant 
Server (http://​evs.​gs.​washington.​edu/​EVS, accessed in December 
2016) and gnomAD.15 Allelic frequencies were annotated using 
Haplotype Reference Consortium, Kaviar and ClinVar data-
bases16 (accessed in June 2018). Sequencing artefacts were 
controlled by matching individual-specific variants against 
an internal database of variants. Missense variants were fully 
annotated using dbNSFP V.3.5, from which we have retrieved 
precomputed pathogenicity predictions and evolutionary conser-
vation predictions and measures. Potentially pathogenic variants 
were confirmed with PCR amplification and Sanger sequencing, 
as reported in refs.17 18 When available, DNA from parents was 
analysed for variant inheritance.

The significance of candidate variants was classified according 
to the American College of Medical Genetics and Genomics 
criteria using InterVar (http://​wintervar.​wglab.​org/),19 Varsome 
(https://​varsome.​com/),20 CAVA21 and PMut prediction (http://​
mmb.​pcb.​ub.​es/​PMut/)22 tools. Sequence variants were described 
according to the Human Genome Variation Society nomencla-
ture guidelines (https://​varnomen.​hgvs.​org/).23

Results
Mutational screening of chromatinopathies cohort
We found variants of clinical relevance in 87 index patients 
(32%). The distribution of these variants is reported in tables 1 
and 2, with 61 (70%) pathogenic or likely pathogenic variants 
and the remaining 26 (30%) of unknown significance (VOUS). 
Twenty-nine individuals (29 of 263; 10%) presented with features 
suggestive but not pathognomonic of a specific syndrome, 
referred to us as ‘Chromatinopathy-affected’ (table 1). Among 
them we found patient GDB1326 exhibited the c.5128T>C; p.
(Cys1710Arg) pathogenic variant (table 1) located in a region 
between bp 5128 and 5614, which includes nine distinct codons 
of exon 30 of CREBBP. This exonic region has been associated 
with the recently described Menke-Hennekam syndrome-2 
(MIM #618333), thus expanding the number of individuals 
affected by this newly described syndrome.24–26

Cases with an alternative clinical diagnosis after NGS analysis
In nine index patients molecular findings resulted in a patho-
genic or likely pathogenic variant in a gene not associated with 
the original clinical suspicion. In four of them we have confirmed 
the clinical diagnosis after a clinical re-evaluation of the individu-
al’s phenotype (table 2). In 21 additional cases a VOUS was iden-
tified in a gene not associated with the referred clinical suspicion 
(table 2), a result that needs further and accurate investigations.

The following sections describe in detail the four patients with 
a confirmed clinical diagnosis after medical re-evaluation.

Case GDB1200
This patient, referred to us with a clinical suspicion of KS, is a 
7-year-old boy born at term by caesarean section from consan-
guineous (first cousins) parents, by natural conception and with 
uneventful pregnancy. At birth he presented a weight of 3.420 g 
(50th centile), height 50 cm (50th centile) and head circum-
ference of 36.5 cm (75th centile). Family history was mute. 
Transcranial ultrasound was normal at birth. On physical exam-
ination at the age of 7, his weight was 23 kg (25th–50th centile), 
height was 127 cm (50th–75th centile) and head circumference 
was 49.5 cm (<3rd centile). Hypertelorism, thick eyebrows, long 
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palpebral fissures, epicanthic folds, large and prominent ears, 
short philtrum, and thin lips were also noted. In addition to the 
global developmental delay, the parents also reported repetitive 
and compulsive-like behaviours. Kidney/abdominal ultrasound, 
ECG and echocardiography were normal. ChrPan revealed the 
likely pathogenic de novo variant c.1033C>T; p.(His345Tyr) 
in CTCF, which causes the autosomal dominant intellectual 
disability type 21 (MIM #615502)27; this variant was never 
reported in gnomAD, dbSNP, ExAC and ClinVar.

Case GDB1054
The proband is the only child of an unaffected mother; the father 
was not available for genetic analysis. Antenatal ultrasound 
showed hydroureteronephrosis (third grade), tricuspid valve 
insufficiency and mild pericardial effusion. Birth parameters 
were in the normal range. At birth, patent foramen ovale, mitral 
insufficiency, pyelectasis of the right kidney and a choroid plexus 
cyst were diagnosed. He underwent surgery for pyloric stenosis 
and vesicoureteral reflux at 1 and 9 months of age, respectively. 
At the age of 2, the patient had osteomyelitis of the right femur. 
Other medical problems include astigmatism, advanced bone 
age and overweight. Psychomotor development was delayed, 
and he received the diagnosis of borderline intellectual disability 
(IQ=70). The mother described him as very insecure and some-
times aggressive. He tends to isolate himself from peers. At the 
age of 10, his weight was 41.5 kg (90th–97th centile), height was 
135 cm (25th centile) and head circumference was 52.5 cm (25th–
50th centile). He showed overweight, hypertrichosis, high and 
narrow palate, a flat profile, synophrys, hypertelorism, epican-
thus of the right eye, upslanting palpebral fissures, broad nose 
with bulbous tip and tapering fingers. A provisional diagnosis 
of KS was proposed by the referring clinician. ChrPan revealed 
the pathogenic de novo variant c.4727dupA; p.(Tyr1576*) in the 
KMT2A, which is causative of the Wiedemann-Steiner syndrome 
(MIM #605130)28; this variant was never reported in gnomAD, 
dbSNP, ExAC and ClinVar.

Case 4075-17
This 7-year-old girl was the second child of healthy non-
consanguineous parents. Pregnancy and delivery were uneventful. 
At birth hypotonia and mild dysmorphic features were noted. 
She had a history of global developmental delay, moderate/severe 
intellectual disability (according to the Vineland Scale), bilateral 
neurosensorial deafness, recurrent otitis media and unilateral 
myopia. At the age of 7, her weight was 23 kg (25th–50th centile), 
height was 120.3 cm (25th–50th centile) and head circumference 
was 50 cm (10th centile). Dysmorphic features included sparse 
hair, long face, bushy eyebrows, upslanting palpebral fissures, 
flat nasal root, anteverted nares, macrostomia and thick lower 
lip. For this case, the referring clinician proposed a provisional 
diagnosis of KS. ChrPan detected the pathogenic de novo variant 
c.4536G>A; p.(Trp1512*) in the ARID1B, which is one of the 
gene causative of the Coffin-Siris syndrome (MIM #135900)29; 
this variant was absent in gnomAD, dbSNP and ExAC.

Case GDB1401
This patient is a 29-year-old man, the second child of healthy 
and unrelated parents. Family history was negative. He was born 
at term after an uneventful pregnancy. Delivery was dystocic 
with perinatal respiratory distress. His birth weight was 3700 g 
(50th centile), length was 51 cm (–50th centile) and head circum-
ference was 36 cm (50th centile). At birth, perianal fistula, 
cryptorchidism and epigastric hernia were noted and surgically 
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treated. Psychomotor development was delayed: he walked with 
a gait on tiptoe and spoke his first words at 2 years. Growth 
parameters were in the normal range. In childhood, he reported 
sleep disorder, which has gradually resolved. No critical events 
were observed and EEG was always normal. A brain MRI 
performed at 6 years of age which showed areas of non-specific 
parietal leucoencephalopathy was reported, while at 20 years 
a single focal area of 12 mm in diameter with a gliotic aspect 
on a repeated brain MRI was reported. On examination, facial 
features included long face, bushy eyebrows, hypertelorism, 
anteverted nares, broad nose with bulbous tip, macrostomia, 
thick lower lip and agenesis of two lower incisors. No haema-
tological alterations or alpha-thalassaemic trait is present. A 
diagnostic hypothesis of Coffin-Lowry syndrome was proposed. 
Constitutional karyotype, array-comparative genomic hybridisa-
tion, sequence analysis for Coffin-Lowry syndrome and FRAXA 
were all negative. ChrPan revealed the pathogenic, maternally 
inherited variant c.109C>T p.(Arg37*) in ATR-X, associated 
with the X linked recessive disorder ‘alpha thalassemia-mental 
retardation/intellectual disability syndrome’ (MIM #301040)30; 
this variant has been reported as pathogenic in ClinVar (https://
www.​ncbi.​nlm.​nih.​gov/​clinvar/​variation/​11742/).

Discussion
In this work, we presented our experience of molecular 
screening of a cohort of 263 index patients with an initial suspi-
cion of various hereditary disorders of chromatin regulation by 
application of a custom-made NGS panel of 68 causative and/
or candidate genes (online supplementary table S1). We found 
variants of potential clinical relevance in 32% (87 patients) of 
them, with a predominance of pathogenic and likely pathogenic 
variants (tables 1 and 2). In families with positive results, our 
findings impacted the establishment of a final diagnosis, partic-
ularly in those with pathogenic and likely pathogenic variants, 
and contributed to reallocating the diagnosis within a wider 
nosology of partially overlapping disorders in a proportion of 
them. In the cohort of patients analysed, we were able to detect 
potentially clinically relevant variants in 32% of the cases. These 
data are somehow surprising as we expected a higher number 
of positive patients according to known rates of positive genetic 
testing available for at least the most common conditions 
included in the panel, such as Kabuki syndrome and Rubinstein-
Taybi syndrome.26 31 This may be due to the involvement of 
other causative genes, not included in the ChrPan, epigenetic 
mechanisms, or yet unrecognised promoter or deep intronic 
variants affecting normal splicing. Moreover, although we did 
not explore in detail the positive rates by referring centres or 
professionals, it is possible that the overall rate on positive labo-
ratory results is not representative of all involved centres due to 
heterogeneity in patient selection. Finally, our current bioinfor-
matics pipeline did not include a diagnostically valid algorithm 
for the identification of CNVs, which is a known mechanism 
causing disease in some chromatinopathies.18 32

Our study revealed that in a number of patients, the molec-
ular findings were not in line with the original clinical diagnosis, 
and for some of them the clinical reassessment after molec-
ular testing allowed the attribution of the alternate diagnoses 
(table  2). Specifically, we found (1) heterozygous pathogenic 
variants in CTCF, KMT2A, SRCAP, ARID1B and CHD7 in 
five patients with a clinical suspicion of KS, respectively; (2) a 
heterozygous ARID1A pathogenic variant in a case of Cornelia 
de Lange syndrome; and (3) an ATR-X null variant in a man with 
a previous diagnosis of Coffin-Lowry syndrome.

So far only seven patients have been reported with de novo 
CTCF mutations (MIM #615502).27 33–35 Consistent clinical 
features among these patients included developmental delay/
intellectual disability, hypotonia, early feeding difficulty and 
microcephaly. Moreover a unique facial dysmorphism has been 
reported, which includes upslanting palpebral fissures, microg-
nathia, flat malar bone, long eyelashes and unique eyebrows 
(wider on the medial sides and thinner on the lateral sides).34 
We were, thus, able to identify the eighth patient with a de 
novo CTCF missense variant with matching clinical phenotype, 
expanding the mutation spectrum of CTCF gene and reinforcing 
the set of clinical signs that define this emerging syndrome. This 
patient supports the need of a pathway approach in patient 
selection and laboratory study design for optimising diagnostic 
resources.

Advances in genome high-throughput NGS techniques have 
significantly accelerated the research into the genetic basis of 
rare monogenic diseases. Also diseases’ nosology is changing 
and patients’ classification reflecting commonalities in pathway 
perturbations based on laboratory evidence is overwhelming 
classification according recognisable patterns on physical exam-
ination. Over recent years, a growing number of genes encoding 
different regulators of gene transcription and chromatin organ-
isation have been linked to a spectrum of neurodevelopmental 
disorders often with overlapping clinical features, including 
growth retardation, intellectual disability, developmental delay 
and a combination of similar facial features. As the primary role 
of this overall group of genes concerns the structure and func-
tion of chromatin, we think that the widest term of ‘Chromati-
nopathies’ may be suitable for grouping together most, if not all, 
hereditary disorders of chromatin regulation due to variants in 
writers, erasers, readers and chromatin remodellers.2 36

Recently a number of studies strongly supported the notion 
that causative variants within these genes generate unique DNA 
methylation episignatures with, however, some overlaps across 
the different conditions in terms of shared molecular targets and 
biological pathways.37–40 It has been postulated, indeed, that the 
clinical overlapping observed in a large number of studies4 5 40–43 
is thought to be caused by the downstream events orchestrated 
by the primary functional defect in genes encoding the epigen-
etic protein machinery.2 6

Our data support the indication that seldom a clear correla-
tion of the genetic variant with the clinical manifestation of the 
phenotype is possible, likely due to the broad variability of clin-
ical features seen in patients with chromatinopathies. Our results 
highlight how diagnosing the aetiology of this group of genetic 
diseases can be a challenge; the presenting conditions may have 
a plethora of differential diagnoses with subtle or absent pheno-
types that may exclude a condition within the initial clinical 
assessment, and false-negative molecular results may have been 
previously reported leading the referring clinician to consider 
other causes. This study highlights the importance of simultane-
ously screening genes associated with the suspected condition as 
well as the differential diagnoses. Therefore, we strongly recom-
mend the application of NGS technologies, exome sequencing 
and/or gene panel sequencing to allow the most efficient molec-
ular analysis of patients with a clinical diagnosis of chromati-
nopathy. Moreover, since our understanding of this group of 
Mendelian disorders evolves over time, any panel should be 
regularly updated to capture the most clinically and molecularly 
relevant alterations in order to stay constantly up-to-date.

This work demonstrates that a pathway-based NGS approach 
may offer a unique opportunity to learn about the role of 
epigenetics in health and disease in humans and to provide 
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additional evidence of common molecular gene network(s) for 
this group of diseases. Our findings suggest that variants in 
different and functionally related chromatin-associated factors 
might result in strongly overlapping clinical pictures. Also, these 
findings emphasise the necessity to further identify and molec-
ularly characterise the disease-relevant mechanisms involved in 
the regulation of function and structure of chromatin. This is of 
paramount importance for making accurate diagnoses, under-
standing the pathogenesis and developing therapies.
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Maggiore Policlinico, Milan, Italy
4Bioinformatics Unit, IRCCS Ospedale Casa Sollievo della Sofferenza, San Giovanni 
Rotondo, Italy
5Department of Health Promotion, Mother and Child Care, Internal Medicine and 
Medical Specialties, University of Palermo, Palermo, Italy
6Clinical Pediatric Genetics Unit, Pediatrics Clinics, MBBM Foundation, Hospital San 
Gerardo, Monza, Italy
7Medical Genetics Unit, University of Perugia Hospital SM della Misericordia, Perugia, 
Italy
8Medical Genetics Service, Hospital "Cardinale G. Panico", Tricase, Italy
9Medical Genetics Unit, Cardarelli Hospital, Largo A Cardarelli, Napoli, Italy
10UOC Anatomia Patologica, AOR Ospedale "San Carlo", Potenza, Italy
11Department of Translational Medical Science, Section of Pediatrics, University of 
Naples Federico II, Napoli, Italy
12Pediatric Department, ASST Lariana, Sant’Anna General Hospital, Como, Italy
13Department of Biomedical, Experimental and Clinical Sciences ’Mario Serio’, 
Medical Genetics Unit, University Hospital Meyer, Firenze, Italy
14Metabolic Diseases, Clinical Genetics and Diabetology Unit, Paediatric Hospital 
Giovanni XXIII, Bari, Italy

Acknowledgements  The authors are grateful to the patients and families and 
the AISK (Associazione Italiana Sindrome Kabuki) for support and inspiration, and to 
Pasquale Pio Pazienza for technical support.

Contributors  GM and CG conceived and designed the study. GM and BA designed 
the NGS panel. GMS, BA, NM and MR performed the NGS experiments and Sanger 
validation. GM, GMS and VM revised the literature. TM and SC performed the 
bioinformatics analysis. CG, DoM, PP, MC, AP, MP, MA, SM, MDM, MCDG, DaM, AS, 
SG, RF, EAC and EDF provided samples and clinical data. GM wrote the manuscript, 
with contributions from GMS, MC, VM and CG. GM, CG and VM provided funding. 
All authors contributed to and approved the final version of the manuscript.

Funding  This work has been in part supported by Telethon - Italy (grant no 
GGP13231), the Italian Ministry of Health, Jerome Lejeune Foundation, Daunia 
Plast, Circolo Unione Apricena, Fidapa Apricena, and Associazione Italiana Sindrome 
Kabuki (AISK) to GM; Fondazione Cariplo (2015-0783 to VM); and intramural 
fundings from Università degli Studi di Milano (to CG). The funders had no role in 
study design, data collection and analysis, decision to publish, or preparation of the 
manuscript.

Competing interests  GM reports personal fees from Takeda, outside the 
submitted work.

Patient consent for publication  Not required.

Ethics approval  Patients and their relatives were enrolled after appropriate 
informed consent was obtained by the physicians in charge and approval obtained 
from the local ethics committees.

Provenance and peer review  Not commissioned; externally peer reviewed.

Data availability statement  All data relevant to the study are included in the 
article or uploaded as supplementary information. Deidentified participant data.

ORCID iD
Giuseppe Merla http://​orcid.​org/​0000-​0001-​5078-​928X

References
	 1	 Kleefstra T, Schenck A, Kramer JM, van Bokhoven H. The genetics of cognitive 

epigenetics. Neuropharmacology 2014;80:83–94.
	 2	 Bjornsson HT. The Mendelian disorders of the epigenetic machinery. Genome Res 

2015;25:1473–81.

	 3	 Berdasco M, Esteller M. Genetic syndromes caused by mutations in epigenetic genes. 
Hum Genet 2013;132:359–83.

	 4	L arizza L, Finelli P. Developmental disorders with intellectual disability driven by 
chromatin dysregulation: clinical overlaps and molecular mechanisms. Clin Genet 
2019;95:231–40.

	 5	N egri G, Magini P, Milani D, Crippa M, Biamino E, Piccione M, Sotgiu S, Perrìa C, 
Vitiello G, Frontali M, Boni A, Di Fede E, Gandini MC, Colombo EA, Bamshad MJ, 
Nickerson DA, Smith JD, Loddo I, Finelli P, Seri M, Pippucci T, Larizza L, Gervasini C. 
Exploring by whole exome sequencing patients with initial diagnosis of Rubinstein-
Taybi syndrome: the interconnections of epigenetic machinery disorders. Hum Genet 
2019;138:257–69.

	 6	 Fahrner JA, Bjornsson HT. Mendelian disorders of the epigenetic machinery: tipping 
the balance of chromatin states. Annu Rev Genomics Hum Genet 2014;15:269–93.

	 7	 Torres IO, Fujimori DG. Functional coupling between writers, erasers and readers of 
histone and DNA methylation. Curr Opin Struct Biol 2015;35:68–75.

	 8	C lapier CR, Cairns BR. The biology of chromatin remodeling complexes. Annu Rev 
Biochem 2009;78:273–304.

	 9	 Faundes V, Newman WG, Bernardini L, Canham N, Clayton-Smith J, Dallapiccola B, 
Davies SJ, Demos MK, Goldman A, Gill H, Horton R, Kerr B, Kumar D, Lehman A, 
McKee S, Morton J, Parker MJ, Rankin J, Robertson L, Temple IK, Banka S, Clinical 
Assessment of the Utility of Sequencing and Evaluation as a Service (CAUSES) Study, 
Deciphering Developmental Disorders (DDD) Study. Histone lysine methylases and 
demethylases in the landscape of human developmental disorders. Am J Hum Genet 
2018;102:175–87.

	10	 Paulussen ADC, Stegmann APA, Blok MJ, Tserpelis D, Posma-Velter C, Detisch Y, 
Smeets EEJGL, Wagemans A, Schrander JJP, van den Boogaard M-JH, van der Smagt J, 
van Haeringen A, Stolte-Dijkstra I, Kerstjens-Frederikse WS, Mancini GM, Wessels MW, 
Hennekam RCM, Vreeburg M, Geraedts J, de Ravel T, Fryns J-P, Smeets HJ, Devriendt 
K, Schrander-Stumpel CTRM. Mll2 mutation spectrum in 45 patients with Kabuki 
syndrome. Hum Mutat 2011;32:E2018–25.

	11	 Micale L, Augello B, Maffeo C, Selicorni A, Zucchetti F, Fusco C, De Nittis P, Pellico MT, 
Mandriani B, Fischetto R, Boccone L, Silengo M, Biamino E, Perria C, Sotgiu S, Serra G, 
Lapi E, Neri M, Ferlini A, Cavaliere ML, Chiurazzi P, Monica MD, Scarano G, Faravelli F, 
Ferrari P, Mazzanti L, Pilotta A, Patricelli MG, Bedeschi MF, Benedicenti F, Prontera P, Toschi 
B, Salviati L, Melis D, Di Battista E, Vancini A, Garavelli L, Zelante L, Merla G. Molecular 
analysis, pathogenic mechanisms, and readthrough therapy on a large cohort of Kabuki 
syndrome patients. Hum Mutat 2014;35:841–50.

	12	N egri G, Magini P, Milani D, Colapietro P, Rusconi D, Scarano E, Bonati MT, Priolo 
M, Crippa M, Mazzanti L, Wischmeijer A, Tamburrino F, Pippucci T, Finelli P, Larizza 
L, Gervasini C. From whole gene deletion to point mutations of EP300-Positive 
Rubinstein-Taybi patients: new insights into the mutational spectrum and peculiar 
clinical hallmarks. Hum Mutat 2016;37:175–83.

	13	 Bolger AM, Lohse M, Usadel B. Trimmomatic: a flexible trimmer for Illumina sequence 
data. Bioinformatics 2014;30:2114–20.

	14	 Kitts A, Sherry S. Chapter 5. the single nucleotide polymorphism database (dbSNP) of 
nucleotide sequence variation. The NCBI Handbook 2002.

	15	 Karczewski JK, Francioli LC, Tiao G, Cummings BB, Alföldi J, Wang Q. Variation across 
141,456 human exomes and genomes reveals the spectrum of loss-of-function 
intolerance across human protein-coding genes. bioRxiv 2019.

	16	L andrum MJ, Lee JM, Benson M, Brown GR, Chao C, Chitipiralla S, Gu B, Hart J, 
Hoffman D, Jang W, Karapetyan K, Katz K, Liu C, Maddipatla Z, Malheiro A, McDaniel 
K, Ovetsky M, Riley G, Zhou G, Holmes JB, Kattman BL, Maglott DR. ClinVar: 
improving access to variant interpretations and supporting evidence. Nucleic Acids 
Res 2018;46:D1062–7.

	17	 Micale L, Augello B, Fusco C, Selicorni A, Loviglio MN, Silengo MC, Reymond A, Gumiero 
B, Zucchetti F, D’Addetta EV, Belligni E, Calcagnì A, Digilio MC, Dallapiccola B, Faravelli F, 
Forzano F, Accadia M, Bonfante A, Clementi M, Daolio C, Douzgou S, Ferrari P, Fischetto 
R, Garavelli L, Lapi E, Mattina T, Melis D, Patricelli MG, Priolo M, Prontera P, Renieri 
A, Mencarelli MA, Scarano G, della Monica M, Toschi B, Turolla L, Vancini A, Zatterale 
A, Gabrielli O, Zelante L, Merla G. Mutation spectrum of MLL2 in a cohort of Kabuki 
syndrome patients. Orphanet J Rare Dis 2011;6:38.

	18	C occiadiferro D, Augello B, De Nittis P, Zhang J, Mandriani B, Malerba N, Squeo GM, 
Romano A, Piccinni B, Verri T, Micale L, Pasqualucci L, Merla G. Dissecting KMT2D 
missense mutations in Kabuki syndrome patients. Hum Mol Genet 2018;27:3651–68.

	19	L i Q, Wang K. InterVar: clinical interpretation of genetic variants by the 2015 ACMG-
AMP guidelines. Am J Hum Genet 2017;100:267–80.

	20	 Kopanos C, Tsiolkas V, Kouris A, Chapple CE, Albarca Aguilera M, Meyer R, 
Massouras A. VarSome: the human genomic variant search engine. Bioinformatics 
2019;35:1978–80.

	21	 Münz M, Ruark E, Renwick A, Ramsay E, Clarke M, Mahamdallie S, Cloke V, Seal S, 
Strydom A, Lunter G, Rahman N. Csn and cava: variant annotation tools for rapid, robust 
next-generation sequencing analysis in the clinical setting. Genome Med 2015;7:76.

	22	L ópez-Ferrando V, Gazzo A, de la Cruz X, Orozco M, Gelpí JL. PMut: a web-based tool 
for the annotation of pathological variants on proteins, 2017 update. Nucleic Acids 
Res 2017;45:W222–8.

	23	 den Dunnen JT, Dalgleish R, Maglott DR, Hart RK, Greenblatt MS, McGowan-Jordan 
J, Roux A-F, Smith T, Antonarakis SE, Taschner PEM. HGVS recommendations for the 
description of sequence variants: 2016 update. Hum Mutat 2016;37:564–9.

copyright.
 on D

ecem
ber 28, 2020 at U

niversity of W
ashington. P

rotected by
http://jm

g.bm
j.com

/
J M

ed G
enet: first published as 10.1136/jm

edgenet-2019-106724 on 13 M
arch 2020. D

ow
nloaded from

 

http://orcid.org/0000-0001-5078-928X
http://dx.doi.org/10.1016/j.neuropharm.2013.12.025
http://dx.doi.org/10.1101/gr.190629.115
http://dx.doi.org/10.1007/s00439-013-1271-x
http://dx.doi.org/10.1111/cge.13365
http://dx.doi.org/10.1007/s00439-019-01985-y
http://dx.doi.org/10.1146/annurev-genom-090613-094245
http://dx.doi.org/10.1016/j.sbi.2015.09.007
http://dx.doi.org/10.1146/annurev.biochem.77.062706.153223
http://dx.doi.org/10.1146/annurev.biochem.77.062706.153223
http://dx.doi.org/10.1016/j.ajhg.2017.11.013
http://dx.doi.org/10.1002/humu.21416
http://dx.doi.org/10.1002/humu.22547
http://dx.doi.org/10.1002/humu.22922
http://dx.doi.org/10.1093/bioinformatics/btu170
http://dx.doi.org/10.1093/nar/gkx1153
http://dx.doi.org/10.1093/nar/gkx1153
http://dx.doi.org/10.1186/1750-1172-6-38
http://dx.doi.org/10.1093/hmg/ddy241
http://dx.doi.org/10.1016/j.ajhg.2017.01.004
http://dx.doi.org/10.1093/bioinformatics/bty897
http://dx.doi.org/10.1186/s13073-015-0195-6
http://dx.doi.org/10.1093/nar/gkx313
http://dx.doi.org/10.1093/nar/gkx313
http://dx.doi.org/10.1002/humu.22981
http://jmg.bmj.com/


767Squeo GM, et al. J Med Genet 2020;57:760–768. doi:10.1136/jmedgenet-2019-106724

Epigenetics

	24	 Banka S, Sayer R, Breen C, Barton S, Pavaine J, Sheppard SE, Bedoukian E, Skraban C, 
Cuddapah VA, Clayton-Smith J. Genotype-Phenotype specificity in Menke-Hennekam 
syndrome caused by missense variants in exon 30 or 31 of CREBBP. Am J Med Genet 
A 2019;179:1058–62.

	25	 Menke LA, Gardeitchik T, Hammond P, Heimdal KR, Houge G, Hufnagel SB, Ji J, 
Johansson S, Kant SG, Kinning E, Leon EL, Newbury-Ecob R, Paolacci S, Pfundt R, 
Ragge NK, Rinne T, Ruivenkamp C, Saitta SC, Sun Y, Tartaglia M, Terhal PA, van 
Essen AJ, Vigeland MD, Xiao B, Hennekam RC, DDD study. Further delineation of an 
entity caused by CREBBP and ep300 mutations but not resembling Rubinstein-Taybi 
syndrome. Am J Med Genet A 2018;176:862–76.

	26	 Menke LA, van Belzen MJ, Alders M, Cristofoli F, Ehmke N, Fergelot P, Foster A, Gerkes 
EH, Hoffer MJV, Horn D, Kant SG, Lacombe D, Leon E, Maas SM, Melis D, Muto V, 
Park S-M, Peeters H, Peters DJM, Pfundt R, van Ravenswaaij-Arts CMA, Tartaglia M, 
Hennekam RCM, DDD Study. CREBBP mutations in individuals without Rubinstein-
Taybi syndrome phenotype. Am J Med Genet A 2016;170:2681–93.

	27	G regor A, Oti M, Kouwenhoven EN, Hoyer J, Sticht H, Ekici AB, Kjaergaard S, Rauch A, 
Stunnenberg HG, Uebe S, Vasileiou G, Reis A, Zhou H, Zweier C. De novo mutations 
in the genome organizer CTCF cause intellectual disability. Am J Hum Genet 
2013;93:124–31.

	28	 Jones WD, Dafou D, McEntagart M, Woollard WJ, Elmslie FV, Holder-Espinasse M, 
Irving M, Saggar AK, Smithson S, Trembath RC, Deshpande C, Simpson MA. De 
novo mutations in MLL cause Wiedemann-Steiner syndrome. Am J Hum Genet 
2012;91:358–64.

	29	H oyer J, Ekici AB, Endele S, Popp B, Zweier C, Wiesener A, Wohlleber E, Dufke A, 
Rossier E, Petsch C, Zweier M, Göhring I, Zink AM, Rappold G, Schröck E, Wieczorek 
D, Riess O, Engels H, Rauch A, Reis A. Haploinsufficiency of ARID1B, a member of 
the SWI/SNF-a chromatin-remodeling complex, is a frequent cause of intellectual 
disability. Am J Hum Genet 2012;90:565–72.

	30	G ibbons RJ, Picketts DJ, Villard L, Higgs DR. Mutations in a putative global 
transcriptional regulator cause X-linked mental retardation with alpha-thalassemia 
(ATR-X syndrome). Cell 1995;80:837–45.

	31	L ederer D, Grisart B, Digilio MC, Benoit V, Crespin M, Ghariani SC, Maystadt I, 
Dallapiccola B, Verellen-Dumoulin C. Deletion of KDM6A, a histone demethylase 
interacting with MLL2, in three patients with Kabuki syndrome. Am J Hum Genet 
2012;90:119–24.

	32	 Bastaki F, Nair P, Mohamed M, Malik EM, Helmi M, Al-Ali MT, Hamzeh AR. 
Identification of a novel CTCF mutation responsible for syndromic intellectual 
disability - a case report. BMC Med Genet 2017;18:68.

	33	C hen F, Yuan H, Wu W, Chen S, Yang Q, Wang J, Zhang Q, Gui B, Fan X, Chen R, 
Shen Y. Three additional de novo CTCF mutations in Chinese patients help to define 
an emerging neurodevelopmental disorder. Am J Med Genet C Semin Med Genet 
2019;181:218–25.

	34	 Konrad EDH, Nardini N, Caliebe A, Nagel I, Young D, Horvath G, Santoro SL, Shuss 
C, Ziegler A, Bonneau D, Kempers M, Pfundt R, Legius E, Bouman A, Stuurman KE, 
Õunap K, Pajusalu S, Wojcik MH, Vasileiou G, Le Guyader G, Schnelle HM, Berland 
S, Zonneveld-Huijssoon E, Kersten S, Gupta A, Blackburn PR, Ellingson MS, Ferber 
MJ, Dhamija R, Klee EW, McEntagart M, Lichtenbelt KD, Kenney A, Vergano SA, 
Abou Jamra R, Platzer K, Ella Pierpont M, Khattar D, Hopkin RJ, Martin RJ, Jongmans 
MCJ, Chang VY, Martinez-Agosto JA, Kuismin O, Kurki MI, Pietiläinen O, Palotie 
A, Maarup TJ, Johnson DS, Venborg Pedersen K, Laulund LW, Lynch SA, Blyth M, 
Prescott K, Canham N, Ibitoye R, Brilstra EH, Shinawi M, Fassi E, Sticht H, Gregor 
A, Van Esch H, Zweier C, DDD Study. Ctcf variants in 39 individuals with a variable 
neurodevelopmental disorder broaden the mutational and clinical spectrum. Genet 
Med 2019;21:2723–33.

	35	 Kleefstra T, Hamel BCJ. X-Linked mental retardation: further lumping, splitting and 
emerging phenotypes. Clin Genet 2005;67:451–67.

	36	A ref-Eshghi E, Bend EG, Colaiacovo S, Caudle M, Chakrabarti R, Napier M, Brick L, 
Brady L, Carere DA, Levy MA, Kerkhof J, Stuart A, Saleh M, Beaudet AL, Li C, Kozenko 
M, Karp N, Prasad C, Siu VM, Tarnopolsky MA, Ainsworth PJ, Lin H, Rodenhiser DI, 
Krantz ID, Deardorff MA, Schwartz CE, Sadikovic B. Diagnostic utility of genome-wide 
DNA methylation testing in genetically unsolved individuals with suspected hereditary 
conditions. Am J Hum Genet 2019;104:685–700.

	37	S adikovic B, Aref-Eshghi E, Levy MA, Rodenhiser D. Dna methylation signatures in 
Mendelian developmental disorders as a diagnostic bridge between genotype and 
phenotype. Epigenomics 2019;11:563–75.

	38	A ref-Eshghi E, Rodenhiser DI, Schenkel LC, Lin H, Skinner C, Ainsworth P, Paré G, 
Hood RL, Bulman DE, Kernohan KD, Boycott KM, Campeau PM, Schwartz C, Sadikovic 
B, Care4Rare Canada Consortium. Genomic DNA methylation signatures enable 
concurrent diagnosis and clinical genetic variant classification in neurodevelopmental 
syndromes. Am J Hum Genet 2018;102:156–74.

	39	 Butcher DT, Cytrynbaum C, Turinsky AL, Siu MT, Inbar-Feigenberg M, Mendoza-
Londono R, Chitayat D, Walker S, Machado J, Caluseriu O, Dupuis L, Grafodatskaya 
D, Reardon W, Gilbert-Dussardier B, Verloes A, Bilan F, Milunsky JM, Basran R, Papsin 
B, Stockley TL, Scherer SW, Choufani S, Brudno M, Weksberg R. Charge and Kabuki 
syndromes: gene-specific DNA methylation signatures identify epigenetic mechanisms 
linking these clinically overlapping conditions. Am J Hum Genet 2017;100:773–88.

	40	 Bramswig NC, Lüdecke H-J, Alanay Y, Albrecht B, Barthelmie A, Boduroglu K, 
Braunholz D, Caliebe A, Chrzanowska KH, Czeschik JC, Endele S, Graf E, Guillén-

Navarro E, Kiper Pelin Özlem Simsek, López-González V, Parenti I, Pozojevic J, Utine 
GE, Wieland T, Kaiser FJ, Wollnik B, Strom TM, Wieczorek D. Exome sequencing 
unravels unexpected differential diagnoses in individuals with the tentative diagnosis 
of Coffin-Siris and Nicolaides-Baraitser syndromes. Hum Genet 2015;134:553–68.

	41	 Parenti I, Teresa-Rodrigo ME, Pozojevic J, Ruiz Gil S, Bader I, Braunholz D, Bramswig 
NC, Gervasini C, Larizza L, Pfeiffer L, Ozkinay F, Ramos F, Reiz B, Rittinger O, Strom 
TM, Watrin E, Wendt K, Wieczorek D, Wollnik B, Baquero-Montoya C, Pié J, Deardorff 
MA, Gillessen-Kaesbach G, Kaiser FJ. Mutations in chromatin regulators functionally 
link Cornelia de Lange syndrome and clinically overlapping phenotypes. Hum Genet 
2017;136:307–20.

	42	 Moccia A, Srivastava A, Skidmore JM, Bernat JA, Wheeler M, Chong JX, Nickerson D, 
Bamshad M, Hefner MA, Martin DM, Bielas SL. Genetic analysis of charge syndrome 
identifies overlapping molecular biology. Genet Med 2018;20:1022–9.

	43	S obreira N, Brucato M, Zhang L, Ladd-Acosta C, Ongaco C, Romm J, Doheny KF, 
Mingroni-Netto RC, Bertola D, Kim CA, Perez AB, Melaragno MI, Valle D, Meloni 
VA, Bjornsson HT. Patients with a Kabuki syndrome phenotype demonstrate DNA 
methylation abnormalities. Eur J Hum Genet 2017;25:1335–44.

	44	 Dentici ML, Di Pede A, Lepri FR, Gnazzo M, Lombardi MH, Auriti C, Petrocchi S, 
Pisaneschi E, Bellacchio E, Capolino R, Braguglia A, Angioni A, Dotta A, Digilio MC, 
Dallapiccola B. Kabuki syndrome: clinical and molecular diagnosis in the first year of 
life. Arch Dis Child 2015;100:158–64.

	45	 Bögershausen N, Gatinois V, Riehmer V, Kayserili H, Becker J, Thoenes M, Simsek-
Kiper Pelin Özlem, Barat-Houari M, Elcioglu NH, Wieczorek D, Tinschert S, Sarrabay 
G, Strom TM, Fabre A, Baynam G, Sanchez E, Nürnberg G, Altunoglu U, Capri Y, Isidor 
B, Lacombe D, Corsini C, Cormier-Daire V, Sanlaville D, Giuliano F, Le Quan Sang K-H, 
Kayirangwa H, Nürnberg P, Meitinger T, Boduroglu K, Zoll B, Lyonnet S, Tzschach 
A, Verloes A, Di Donato N, Touitou I, Netzer C, Li Y, Geneviève D, Yigit G, Wollnik 
B. Mutation update for Kabuki syndrome genes KMT2D and KDM6A and further 
delineation of X-linked Kabuki syndrome subtype 2. Hum Mutat 2016;37:847–64.

	46	C heon CK, Sohn YB, Ko JM, Lee YJ, Song JS, Moon JW, Yang BK, Ha IS, Bae EJ, Jin H-S, 
Jeong S-Y. Identification of KMT2D and KDM6A mutations by exome sequencing in 
Korean patients with Kabuki syndrome. J Hum Genet 2014;59:321–5.

	47	 Miyake N, Mizuno S, Okamoto N, Ohashi H, Shiina M, Ogata K, Tsurusaki Y, 
Nakashima M, Saitsu H, Niikawa N, Matsumoto N. Kdm6A point mutations cause 
Kabuki syndrome. Hum Mutat 2013;34:108–10.

	48	L in J-L, Lee W-I, Huang J-L, Chen PK-T, Chan K-C, Lo L-J, You Y-J, Shih Y-F, Tseng T-Y, 
Wu M-C, LJ L, MC W. Immunologic assessment and KMT2D mutation detection in 
Kabuki syndrome. Clin Genet 2015;88:255–60.

	49	H erz H-M, Mohan M, Garruss AS, Liang K, Takahashi Y-H, Mickey K, Voets O, Verrijzer 
CP, Shilatifard A. Enhancer-associated H3K4 monomethylation by Trithorax-related, 
the Drosophila homolog of mammalian Mll3/Mll4. Genes Dev 2012;26:2604–20.

	50	H annibal MC, Buckingham KJ, Ng SB, Ming JE, Beck AE, McMillin MJ, Gildersleeve 
HI, Bigham AW, Tabor HK, Mefford HC, Cook J, Yoshiura K-ichiro, Matsumoto 
T, Matsumoto N, Miyake N, Tonoki H, Naritomi K, Kaname T, Nagai T, Ohashi H, 
Kurosawa K, Hou J-W, Ohta T, Liang D, Sudo A, Morris CA, Banka S, Black GC, 
Clayton-Smith J, Nickerson DA, Zackai EH, Shaikh TH, Donnai D, Niikawa N, Shendure 
J, Bamshad MJ. Spectrum of MLL2 (ALR) mutations in 110 cases of Kabuki syndrome. 
Am J Med Genet A 2011;155A:1511–6.

	51	 Pasqualucci L, Trifonov V, Fabbri G, Ma J, Rossi D, Chiarenza A, Wells VA, Grunn 
A, Messina M, Elliot O, Chan J, Bhagat G, Chadburn A, Gaidano G, Mullighan CG, 
Rabadan R, Dalla-Favera R. Analysis of the coding genome of diffuse large B-cell 
lymphoma. Nat Genet 2011;43:830–7.

	52	 Banka S, Veeramachaneni R, Reardon W, Howard E, Bunstone S, Ragge N, Parker MJ, 
Crow YJ, Kerr B, Kingston H, Metcalfe K, Chandler K, Magee A, Stewart F, McConnell 
VPM, Donnelly DE, Berland S, Houge G, Morton JE, Oley C, Revencu N, Park S-M, 
Davies SJ, Fry AE, Lynch SA, Gill H, Schweiger S, Lam WWK, Tolmie J, Mohammed SN, 
Hobson E, Smith A, Blyth M, Bennett C, Vasudevan PC, García-Miñaúr S, Henderson 
A, Goodship J, Wright MJ, Fisher R, Gibbons R, Price SM, C de Silva D, Temple IK, 
Collins AL, Lachlan K, Elmslie F, McEntagart M, Castle B, Clayton-Smith J, Black GC, 
Donnai D. How genetically heterogeneous is Kabuki syndrome?: MLL2 testing in 116 
patients, review and analyses of mutation and phenotypic spectrum. Eur J Hum Genet 
2012;20:381–8.

	53	 Makrythanasis P, van Bon BW, Steehouwer M, Rodríguez-Santiago B, Simpson M, 
Dias P, Anderlid BM, Arts P, Bhat M, Augello B, Biamino E, Bongers EMHF, Del Campo 
M, Cordeiro I, Cueto-González AM, Cuscó I, Deshpande C, Frysira E, Izatt L, Flores R, 
Galán E, Gener B, Gilissen C, Granneman SM, Hoyer J, Yntema HG, Kets CM, Koolen 
DA, Marcelis Cl, Medeira A, Micale L, Mohammed S, de Munnik SA, Nordgren A, Psoni 
S, Reardon W, Revencu N, Roscioli T, Ruiterkamp-Versteeg M, Santos HG, Schoumans 
J, Schuurs-Hoeijmakers JHM, Silengo MC, Toledo L, Vendrell T, van der Burgt I, van 
Lier B, Zweier C, Reymond A, Trembath RC, Perez-Jurado L, Dupont J, de Vries BBA, 
Brunner HG, Veltman JA, Merla G, Antonarakis SE, Hoischen A. Mll2 mutation 
detection in 86 patients with Kabuki syndrome: a genotype-phenotype study. Clin 
Genet 2013;84:539–45.

	54	N g SB, Bigham AW, Buckingham KJ, Hannibal MC, McMillin MJ, Gildersleeve HI, 
Beck AE, Tabor HK, Cooper GM, Mefford HC, Lee C, Turner EH, Smith JD, Rieder MJ, 
Yoshiura K-I, Matsumoto N, Ohta T, Niikawa N, Nickerson DA, Bamshad MJ, Shendure 
J. Exome sequencing identifies MLL2 mutations as a cause of Kabuki syndrome. Nat 
Genet 2010;42:790–3.

copyright.
 on D

ecem
ber 28, 2020 at U

niversity of W
ashington. P

rotected by
http://jm

g.bm
j.com

/
J M

ed G
enet: first published as 10.1136/jm

edgenet-2019-106724 on 13 M
arch 2020. D

ow
nloaded from

 

http://dx.doi.org/10.1002/ajmg.a.61131
http://dx.doi.org/10.1002/ajmg.a.61131
http://dx.doi.org/10.1002/ajmg.a.38626
http://dx.doi.org/10.1002/ajmg.a.37800
http://dx.doi.org/10.1016/j.ajhg.2013.05.007
http://dx.doi.org/10.1016/j.ajhg.2012.06.008
http://dx.doi.org/10.1016/j.ajhg.2012.02.007
http://dx.doi.org/10.1016/0092-8674(95)90287-2
http://dx.doi.org/10.1016/j.ajhg.2011.11.021
http://dx.doi.org/10.1186/s12881-017-0429-0
http://dx.doi.org/10.1002/ajmg.c.31698
http://dx.doi.org/10.1038/s41436-019-0585-z
http://dx.doi.org/10.1038/s41436-019-0585-z
http://dx.doi.org/10.1111/j.1399-0004.2005.00434.x
http://dx.doi.org/10.1016/j.ajhg.2019.03.008
http://dx.doi.org/10.2217/epi-2018-0192
http://dx.doi.org/10.1016/j.ajhg.2017.12.008
http://dx.doi.org/10.1016/j.ajhg.2017.04.004
http://dx.doi.org/10.1007/s00439-015-1535-8
http://dx.doi.org/10.1007/s00439-017-1758-y
http://dx.doi.org/10.1038/gim.2017.233
http://dx.doi.org/10.1038/s41431-017-0023-0
http://dx.doi.org/10.1136/archdischild-2013-305858
http://dx.doi.org/10.1002/humu.23026
http://dx.doi.org/10.1038/jhg.2014.25
http://dx.doi.org/10.1002/humu.22229
http://dx.doi.org/10.1111/cge.12484
http://dx.doi.org/10.1101/gad.201327.112
http://dx.doi.org/10.1002/ajmg.a.34074
http://dx.doi.org/10.1038/ng.892
http://dx.doi.org/10.1038/ejhg.2011.220
http://dx.doi.org/10.1111/cge.12081
http://dx.doi.org/10.1111/cge.12081
http://dx.doi.org/10.1038/ng.646
http://dx.doi.org/10.1038/ng.646
http://jmg.bmj.com/


768 Squeo GM, et al. J Med Genet 2020;57:760–768. doi:10.1136/jmedgenet-2019-106724

Epigenetics

	55	 Kokitsu-Nakata NM, Petrin AL, Heard JP, Vendramini-Pittoli S, Henkle LE, dos Santos 
DVC, Murray JC, Richieri-Costa A. Analysis of MLL2 gene in the first Brazilian family 
with Kabuki syndrome. Am J Med Genet A 2012;158A:2003–8.

	56	 Bartsch O, Locher K, Meinecke P, Kress W, Seemanová E, Wagner A, Ostermann K, 
Rödel G. Molecular studies in 10 cases of Rubinstein-Taybi syndrome, including a 
mild variant showing a missense mutation in codon 1175 of CREBBP. J Med Genet 
2002;39:496–501.

	57	N agai T, Matsumoto N, Kurotaki N, Harada N, Niikawa N, Ogata T, Imaizumi K, 
Kurosawa K, Kondoh T, Ohashi H, Tsukahara M, Makita Y, Sugimoto T, Sonoda T, 
Yokoyama T, Uetake K, Sakazume S, Fukushima Y, Naritomi K. Sotos syndrome 
and haploinsufficiency of NSD1: clinical features of intragenic mutations and 
submicroscopic deletions. J Med Genet 2003;40:285–9.

	58	G ibbons RJ, Wada T, Fisher CA, Malik N, Mitson MJ, Steensma DP, Fryer A, Goudie DR, 
Krantz ID, Traeger-Synodinos J. Mutations in the chromatin-associated protein ATRX. 
Hum Mutat 2008;29:796–802.

	59	H ood RL, Lines MA, Nikkel SM, Schwartzentruber J, Beaulieu C, Nowaczyk MJM, 
Allanson J, Kim CA, Wieczorek D, Moilanen JS, Lacombe D, Gillessen-Kaesbach G, 
Whiteford ML, Quaio CRDC, Gomy I, Bertola DR, Albrecht B, Platzer K, McGillivray G, 
Zou R, McLeod DR, Chudley AE, Chodirker BN, Marcadier J, Majewski J, Bulman DE, 
White SM, Boycott KM, FORGE Canada Consortium. Mutations in SRCAP, encoding 
SNF2-related CREBBP activator protein, cause Floating-Harbor syndrome. Am J Hum 
Genet 2012;90:308–13.

	60	N ikkel SM, Dauber A, de Munnik S, Connolly M, Hood RL, Caluseriu O, Hurst J, Kini U, 
Nowaczyk MJM, Afenjar A, Albrecht B, Allanson JE, Balestri P, Ben-Omran T, Brancati 
F, Cordeiro I, da Cunha BS, Delaney LA, Destrée A, Fitzpatrick D, Forzano F, Ghali N, 
Gillies G, Harwood K, Hendriks YMC, Héron D, Hoischen A, Honey EM, Hoefsloot LH, 
Ibrahim J, Jacob CM, Kant SG, Kim CA, Kirk EP, Knoers NVAM, Lacombe D, Lee C, Lo 
IFM, Lucas LS, Mari F, Mericq V, Moilanen JS, Møller ST, Moortgat S, Pilz DT, Pope K, 

Price S, Renieri A, Sa J, Schoots J, Silveira EL, Simon MEH, Slavotinek A, Temple IK, 
van der Burgt I, de Vries BBA, Weisfeld-Adams JD, Whiteford ML, Wierczorek D, Wit 
JM, Yee CFO, Beaulieu CL, White SM, Bulman DE, Bongers E, Brunner H, Feingold 
M, Boycott KM, FORGE Canada Consortium. The phenotype of Floating-Harbor 
syndrome: clinical characterization of 52 individuals with mutations in exon 34 of 
SRCAP. Orphanet J Rare Dis 2013;8:63.

	61	R eschen M, Kini U, Hood RL, Boycott KM, Hurst J, O’Callaghan CA. Floating-Harbor 
syndrome and polycystic kidneys associated with SRCAP mutation. Am J Med Genet A 
2012;158A:3196–200.

	62	A bidi FE, Cardoso C, Lossi A-M, Lowry RB, Depetris D, Mattéi M-G, Lubs HA, 
Stevenson RE, Fontes M, Chudley AE, Schwartz CE. Mutation in the 5’ alternatively 
spliced region of the XNP/ATR-X gene causes Chudley-Lowry syndrome. Eur J Hum 
Genet 2005;13:176–83.

	63	H oward MT, Malik N, Anderson CB, Voskuil JLA, Atkins JF, Gibbons RJ. Attenuation of 
an amino-terminal premature stop codon mutation in the ATRX gene by an alternative 
mode of translational initiation. J Med Genet 2004;41:951–6.

	64	R ivière J-B, van Bon BWM, Hoischen A, Kholmanskikh SS, O’Roak BJ, Gilissen C, Gijsen 
S, Sullivan CT, Christian SL, Abdul-Rahman OA, Atkin JF, Chassaing N, Drouin-Garraud 
V, Fry AE, Fryns J-P, Gripp KW, Kempers M, Kleefstra T, Mancini GMS, Nowaczyk MJM, 
van Ravenswaaij-Arts CMA, Roscioli T, Marble M, Rosenfeld JA, Siu VM, de Vries BBA, 
Shendure J, Verloes A, Veltman JA, Brunner HG, Ross ME, Pilz DT, Dobyns WB. De novo 
mutations in the actin genes ACTB and ACTG1 cause Baraitser-Winter syndrome. Nat 
Genet 2012;44:440–4.

	65	 Procaccio V, Salazar G, Ono S, Styers ML, Gearing M, Davila A, Jimenez R, Juncos J, 
Gutekunst C-A, Meroni G, Fontanella B, Sontag E, Sontag JM, Faundez V, Wainer BH. 
A mutation of beta -actin that alters depolymerization dynamics is associated with 
autosomal dominant developmental malformations, deafness, and dystonia. Am J 
Hum Genet 2006;78:947–60.

copyright.
 on D

ecem
ber 28, 2020 at U

niversity of W
ashington. P

rotected by
http://jm

g.bm
j.com

/
J M

ed G
enet: first published as 10.1136/jm

edgenet-2019-106724 on 13 M
arch 2020. D

ow
nloaded from

 

http://dx.doi.org/10.1002/ajmg.a.35454
http://dx.doi.org/10.1136/jmg.39.7.496
http://dx.doi.org/10.1136/jmg.40.4.285
http://dx.doi.org/10.1002/humu.20734
http://dx.doi.org/10.1016/j.ajhg.2011.12.001
http://dx.doi.org/10.1016/j.ajhg.2011.12.001
http://dx.doi.org/10.1186/1750-1172-8-63
http://dx.doi.org/10.1002/ajmg.a.35635
http://dx.doi.org/10.1038/sj.ejhg.5201303
http://dx.doi.org/10.1038/sj.ejhg.5201303
http://dx.doi.org/10.1136/jmg.2004.020248
http://dx.doi.org/10.1038/ng.1091
http://dx.doi.org/10.1038/ng.1091
http://dx.doi.org/10.1086/504271
http://dx.doi.org/10.1086/504271
http://jmg.bmj.com/

	Customised next-­generation sequencing multigene panel to screen a large cohort of individuals with chromatin-­related disorder
	Abstract
	Introduction
	Materials and methods
	Samples
	Targeted resequencing and NGS
	Data analysis and variants validation

	Results
	Mutational screening of chromatinopathies cohort
	Cases with an alternative clinical diagnosis after NGS analysis
	Case GDB1200
	Case GDB1054
	Case 4075-17
	Case GDB1401


	Discussion
	References


