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ORIGINAL ARTICLE
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ABSTRACT
Background Marie Unna hereditary hypotrichosis
(MUHH) is an autosomal dominant disorder
characterised by coarse, wiry, twisted hair developed in
early childhood and subsequent progressive hair loss.
MUHH is a genetically heterogeneous disorder. No gene
in 1p21.1–1q21.3 region responsible for MUHH has been
identified.
Methods Exome sequencing was performed on two
affected subjects, who had normal vertex hair and
modest alopecia, and one unaffected individual from a
four-generation MUHH family of which our previous
linkage study mapped the MUHH locus on chromosome
1p21.1–1q21.3.
Results We identified a missense mutation in EPS8L3
(NM_024526.3: exon2: c.22G->A:p.Ala8Thr) within
1p21.1–1q21.3. Sanger sequencing confirmed the
cosegregation of this mutation with the disease
phenotype in the family by demonstrating the presence
of the heterozygous mutation in all the eight affected and
absence in all the seven unaffected individuals. This
mutation was found to be absent in 676 unrelated
healthy controls and 781 patients of other disease from
another unpublished project of our group.
Conclusions Taken together, our results suggest that
EPS8L3 is a causative gene for MUHH, which was
helpful for advancing us on understanding of the
pathogenesis of MUHH. Our study also has further
demonstrated the effectiveness of combining exome
sequencing with linkage information for identifying
Mendelian disease genes.

INTRODUCTION
Hereditary hypotrichosis is a kind of inherited hair
disorder which can grossly be characterised into
two major groups according to the absence (non-
syndromic hereditary hypotrichosis) or presence
(syndromic hereditary hypotrichosis) of extra-
cutaneous features. Alopecia universalis congenita/
alopecia alopecia congenita with papular lesions
(AUC/APL), hereditary hyportrichosis simplex
(HHS), localised autosomal recessive hypotrichosis
and Marie Unna hereditary hypotrichosis (MUHH;
OMIM 146550/612841) are different forms of non-
syndromic hereditary hypotrichosis. AUC/APL is
characterised by early-onset, complete hair loss
including eyebrows, eyelashes, armpit hair, pubic
hair and body hair, and/or small erythematous

papules of head and neck. Individuals with HHS
typically show normal hair at birth, but hair loss
and thinning of the hair shaft start without charac-
teristic hair shaft anomalies during early childhood
and progress with age. The affected individuals of
HHS are affected scalp hair and/or body hair. The
individuals with localised autosomal recessive
hypotrichosis have hypotrichosis simplex with
shortened length of the hair shaft, skin fragility/
ectodermal dysplasia and woolly hair with palmo-
plantar keratoderma and cardiomyopathy syn-
drome, and associated with absence or scarcity of
eyebrows, eyelashes and pubic hair.
MUHH is a rare autosomal dominant congenital

hair disorder which was first described by the
German dermatologist Marie Unna.1 MUHH is dis-
tinguished from other forms of hypotrichosis by
the presence of a twisting hair; affected individuals
of this disease have normal, sparse or absent hair at
birth, then develop to coarse, twisted and wiry hair
during childhood and progress during puberty to an
almost complete alopecia. Eyebrows, eyelashes and
body hair are also markedly diminished or absent.
No other ectodermal abnormalities are observed. So
far, two linkage loci for MUHH have been mapped
to chromosome 8p212 and 1p21.1–1q21.3.3 After
that, an international collaboration discovered that
MUHH is caused by heterozygous mutations in
the second 50-untranslated region of the HR gene
(U2HR) recently.4 The MUHH pedigree in this
study was reported previously by Yan et al5 and
Yang et al.3 The former study found that affected
individuals had little or no scalp hair at birth, wiry
and irregular hair on the scalp that had been diffi-
cult to manage in childhood, and their forehead
and parietal hair were bald or sparse in puberty.
Eyebrows and eyelashes had always been thin.
Axillary and pubic hair failed to develop. But the
affected individuals have modest scarring alopecia
and normal vertex hair. The sequent study had
identified a locus for MUHH on chromosome
1p21.1–1q21.3 in this family.
For the past decades, the genes underlying

Mendelian diseases have been identified through
positional cloning, a process of meiotic mapping,
physical mapping and candidate-gene sequencing.
Recently, exome sequencing (also known as tar-
geted exome capture) was demonstrated to be a
cheaper but efficient strategy to selectively
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sequence the whole genome coding regions. It has been widely
used to identify genes for rare monogenic diseases and can also
provide molecular identification of Mendelian diseases when
the clinical diagnosis is uncertain.6–9 Here, we identified a novel
causative gene for MUHH by combining exome sequencing
with the linkage information from our previous study.3

MATERIALS AND METHODS
Clinical sample
A four-generation MUHH family consisting of 21 individuals
was first reported by Yan et al5 from Anhui province in China
(figure 1A). There were nine affected individuals including four
males and five female subjects. After obtaining written
informed consent from all the participants, EDTA anticoagu-
lated venous blood samples were collected from eight patients
and seven controls. The clinical features, histological character-
istics, light microscopic examination and disease history sup-
ported the diagnosis of MUHH.5 Sanger sequencing was
performed to exclude U2HR mutation in this family. After
that, two affected individuals (II3 and III10) and one
unaffected individual (III2) were selected for exome sequencing.
An additional 12 members (six cases and six controls) were
evaluated in mutation validation analyses.

In addition, the unpublished exome sequencing data of eth-
nically and geographically matched 1457 subjects including 676
unrelated controls and 781 unrelated patients of other disease
were used to filter variants. All the 1457 subjects were excluded
MUHH by at least two dermatologist examinations.

Genomic DNA was extracted from peripheral blood lympho-
cytes by standard procedures using FlexiGene DNA kits
(Qiagen, California, USA). This study was approved by Anhui
Medical Institutional Review Board and conducted according to
the Declaration of Helsinki Principles.

Exome capture library preparation and capture
Exome capture was carried out using Agilent SureSelect
Human All Exon Kit (in solution), guided by the manufac-
turer ’s protocols. In brief, the qualified genomic DNA samples
were randomly fragmented to 200–500 bp in size, followed by
end-repair, A-tailing and paired-end index adapter ligation.
Ligation-mediated PCR amplified extracted DNA purified by
the Agencourt AMPure SPRI beads. Final libraries were vali-
dated by Bioanalyzer analysis (Agilent) and quantitative PCR.
Each captured library was loaded on Hiseq 2000 platform and
paired-end sequencing was performed, with read lengths of
90 bp, providing at least 50 average depth for each sample. Raw
image files were processed by Illumina pipeline (V.1.3.4) for
base calling with default parameters.

Next-generation sequencing data analysis
SOAPaligner 2.2010 11 was used to align the reads to human ref-
erence hg19 with parameters set to ‘-a -b -D -o -v 2 -r 1 -t -n 4’.
SOAPsnp (V.1.03)12 was used to call consensus genotypes with
Phred-like quality of at least 20 and at least four coverage depth
was considered as the high-confident genotype. SNP (single
nucleotide polymorphisms) were extracted from consensus

Figure 1 (A) The genealogical tree.
‘+’ in pedigree indicates those who
are subjected to exome sequencing,
and ‘−’ in pedigree indicates those
who had undergone Sanger
sequencing. (B) Chromatogram of the
heterozygous c.22G>A variant
resulting in the EPS8L3 Ala8Thr
substitution. This figure is only
reproduced in colour in the online
version.
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genotypes files, and those achieved minimum quality score:
Phred-like quality≥20, overall depth from 4 to 200, copy
number estimate <2 and distance between two adjacent SNPs
no less than 5.

For indels calling, BWA (V.0.5.8)13 was used to gap align the
sequence reads with default parameters to the human reference
hg19. GATK IndelRealigner14 was used to perform local realign-
ment of the BWA-aligned reads and GATK IndelGentotyperV2
was used to call indels.

The variants were functionally annotated using an inhouse
pipeline and categorised into missense, nonsense, read-through,
splice-site mutations and coding indels, which are likely to be
deleterious compared with synonymous and non-coding muta-
tions. Based on these annotations, variants were filtered first
for the non-synonymous (NS), splice acceptor and donor site
(SS) mutations and coding indels (I), and then filtered against
the most updated dbSNP database (V.135) and the control step
by step. At last, the variants were shared between two cases
but were neither presented in the public databases nor in the
control individual of the family were considered to be the can-
didate variants.

To equally assess the functional importance of NS/SS/I
mutations, the disease-causing variants were predicted by
ANNOVAR15 16 and PhastCons conservative score17 analysis.

Sanger sequencing
Validation of the mutation was performed by Sanger sequencing
in all the members of this family whose DNAs were available.
PCR amplification was carried out in ABI 9700 Thermal Cycler
using standard conditions. After the amplification, products
were purified using a QIAquick PCR Purification Kit (Qiagen)
and directly sequenced on ABI PRISM 3730 automated sequen-
cer (Applied Biosystems). Sequence comparisons and analysis
were performed by Phred-Phrap-Consed program, V.12.0.

RESULTS
We conducted exome sequencing in two affected individuals (II3
and III10) and one unaffected individual (III2) from one Chinese
MUHH family where locus was mapped to 1p21.1–1q21.3.3

A 5.85 Gb of average sequence was generated per individual as
paired-end, 90-bp reads. After discarding the reads that had
duplicated start sites and then mapping to the human reference
genome (NCBI Build 37, hg19), 2.44 Gb mapped, targeted
exome sequences with a mean depth of 64.83-fold were
achieved. On average, 88.41% of the exome was covered at
least 10-fold.

As mentioned in previous studies, we focused our analyses
primarily on NS variants, SS and coding insertions/deletions
(indels) that are more likely to be pathogenic mutations8 18

(table 1). In addition, we predicted that variants underlying
MUHH are rare and thus unlikely to be identified previously.
We therefore selected the variants that were absent from the
most updated dbSNP database (V.135) for further analysis.
Assuming a dominant model, we found 91 novel NS/SS/indels
that were shared by the two affected individuals but absent in
the unaffected individual in this family. Of the 91 variants,
only one heterozygous mutation in EPS8L3 (NM_024526.3:
exon2: c.22G->A:p.Ala8Thr) was found to be located within
the linkage region on 1p21.1–1q21.3 established in our previous
linkage study.3 The mutation was predicted to be ‘damaging’
with 99.7% confidence by ANNOVAR program15 16 and affect
a conserved amino-acid residue by PhastCons software
(PhastCons score great than 0.99),17 respectively. Therefore, we
selected EPS8L3 as MUHH causative gene for further study.

We then analysed the mutation in all the available affected
and unaffected individuals (including three samples performed
with exome sequencing) of this family by Sanger sequencing.
All the eight affected individuals carried this heterozygous
mutation in EPS8L3 (NM_024526.3: exon2: c.22G->A:p.
Ala8Thr) which was absent in the seven unaffected family
members, suggesting complete cosegregation between the
mutation and MUHH phenotype (figure 1B). Furthermore, this
mutation was not detected in additional exome sequencing
data of 676 unrelated, ethnically and geographically matched
controls, as well as within the exome sequencing data of 781
unrelated, ethnically and geographically matched patients of
other disease. All these results suggested that this mutation is a
causal variant for MUHH, instead of a rare polymorphism.

DISCUSSION
In this study, we identified a missense mutation in EPS8L3
(NM_024526.3: exon2: c.22G->A:p.Ala8Thr) which located
within the linkage region 1p21.1–1q21.3 in this family.3 This
mutation was predicted to be damaging by the ANNOVAR
program15 16 and affect a conserved amino-acid residue by
PhastCons software.17 Subsequently, we confirmed that the
mutation showed a complete cosegregation with the disease
phenotype in the family, carried by all the eight affected and
absent in all the seven unaffected individuals. We further con-
firmed the absence of the mutation in additional 676 controls
and 781 subjects of other disease. Taken together, our findings
have strongly implicated EPS8L3 as a new gene for MUHH.

In mammals, the EPS8 gene family contains EPS8, EPS8L1,
EPS8L2 and EPS8L3. These four proteins share collinear top-
ology and contain a putative PTB (phosphotyrosine binding)
domain, an SH3 domain and a C-terminal effector region. EPS8
is involved in the well-established pathway of epidermal
growth factor receptor (EGFR), which is known to transmit
extra-cellular mitogenic signals, such as EGF and transforming
growth factor-α through activating a number of downstream
signalling cascades like Rac and Rab5.19 EGFR signalling is
indispensable for the initiation of hair growth because the
outer root sheath EGFR expression is downregulated with the
completion of follicular growth.20 Epithelial EGFR expression is
important in delaying follicular differentiation that may serve
to protect the hair follicle from immunological reactions.21

Interesting, EGFR was found to control hair cycle progression
and is crucial for hair follicle morphogenesis and development

Table 1 Summary of detected variants across three exomes
Variants II3 III10 III2

Total number of variants (SNP+coding
indels)

49 574+233 52 420+260 56 353+393

Synonymous-coding 8148 8369 8345
Missense 7139 7223 7148
Nonsense 57 67 59
Read-through 8 5 5
Splice site* 358 354 379
Intron 31 047 33 355 36 874
50 UTRs† 745 826 975
30 UTRs† 1507 1650 1865
Intergenic 565 571 703
Frameshift indels 120 131 227
Inframe indels 113 129 166

*Intronic SNPs within 4 bp of exon/intron boundary.
†Mutations in untranslated regions (UTRs) with 200 bp 50 of initiation codon or 30 of
termination codon.
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in mouse.20 In addition, defective and excessive transforming
growth factor-α/EGFR signalling leads to abnormal hair mor-
phogenesis and hairless phenotype, respectively.22–24 Taken
together, these data suggested that EPS8L3 mutation might
cause MUHH by resulting in hair follicle reduction through
EGFR signalling pathway. Besides that, EPS8 was found to be
unregulated according to all bulge expression profile, suggesting
EPS8 might be a bulge molecular signature gene expressed in
hairspheres. As the bulge region of the hair follicle serves as a
repository for epithelial stem cells that can regenerate the fol-
licle in each hair growth cycle and contribute to epidermis
regeneration upon injury, this might suggest that EPS8 plays a
role in maintaining stem cells.25 26 Of course, further study is
warranted to determine whether this relationship between
EPS8 family and stem cells could contribute to MUHH or not.

In conclusion, our study identified EPS8L3 as a disease gene
for MUHH by combining exome sequencing with previously
established linkage information in a large multi-generation
MUHH family of Chinese population. Further biological studies
of EPS8L3 would shed new insights into the genetic aetiology
and pathophysiology of MUHH. Our study has also demon-
strated the effectiveness of exome sequencing, combined with
linkage analysis, in discovering disease genes for Mendelian
disorders.

Acknowledgements We are most grateful to all the patients with Marie Unna
hereditary hypotrichosis and their family members for participating in this study.

Contributors XZ, B-RG, L-QC, TJ, L-DS, J-JL and YC wrote the manuscript and
revised it; J-CH, G-QS, Q-BL and XY performed exome capture and paired-end
sequencing; TJ, Y-RL, JiW and JuW performed next-generation sequencing analysis
and filtering; JZ, GC and X-FT performed PCR and Sanger sequencing; YL, H-YT, X-BZ,
X-DZ and ML performed other data analysis; HC, P-GW and MG performed blood
samples collection and selection; PL extracted Genomic DNA; X-JZ and SY
conceived of this study and obtained financial support.

Funding This work was supported by grants from the National Natural Science
Foundation of China (No.31071127), a Scientific Research of BSKY from Anhui
Medical University (No. XJ201026), and MOE of China (IRT-1046).

Competing interests None.

Patient consent Obtained.

Ethics approval This study was approved by the Ethical Committee of Anhui
Medical University and conducted according to the Declaration of Helsinki Principles.

Provenance and peer review Not commissioned; externally peer reviewed.

Data sharing statement 1457 subjects, including 676 unrelated controls and 781
unrelated patients without MUHH, used in our study are from an unpublished project
of our group.

REFERENCES
1. Unna M. Uber hypotrichosis congenita herdetaria. Derm Wschr 1925;82:1167–78.
2. van Steensel M, Smith FJ, Steijlen PM, Kluijt I, Stevens HP, Messenger A, Kremer

H, Dunnill MG, Kennedy C, Munro CS, Doherty VR, McGrath JA, Covello SP,
Coleman CM, Uitto J, McLean WH. The gene for hypotrichosis of Marie Unna maps
between D8S258 and D8S298: exclusion of the hr gene by cDNA and genomic
sequencing. Am J Hum Genet 1999;65:413–19.

3. Yang S, Gao M, Cui Y, Yan KL, Ren YQ, Zhang GL, Wang PG, Xiao FL, Du WH, Liang
YH, Sun LD, Xu SJ, Huang W, Zhang XJ. Identification of a novel locus for Marie
Unna hereditary hypotrichosis to a 17.5 cM interval at 1p21.1–1q21.3. J Invest
Dermatol 2005;125:711–14.

4. Wen Y, Liu Y, Xu Y, Zhao Y, Hua R, Wang K, Sun M, Li Y, Yang S, Zhang XJ, Kruse R,
Cichon S, Betz RC, Nothen MM, van Steensel MA, van Geel M, Steijlen PM, Hohl D,
Huber M, Dunnill GS, Kennedy C, Messenger A, Munro CS, Terrinoni A, Hovnanian A,
Bodemer C, de Prost Y, Paller AS, Irvine AD, Sinclair R, Green J, Shang D, Liu Q, Luo Y,
Jiang L, Chen HD, Lo WH, McLean WH, He CD, Zhang X. Loss-of-function mutations
of an inhibitory upstream ORF in the human hairless transcript cause Marie Unna
hereditary hypotrichosis. Nat Genet 2009;41:228–33.

5. Yan KL, He PP, Yang S, Li M, Yang Q, Ren YQ, Cui Y, Gao M, Xiao FL, Huang W,
Zhang XJ. Marie Unna hereditary hypotrichosis: report of a Chinese family and
evidence for genetic heterogeneity. Clin Exp Dermatol 2004;29:460–3.

6. Simpson MA, Irving MD, Asilmaz E, Gray MJ, Dafou D, Elmslie FV, Mansour S,
Holder SE, Brain CE, Burton BK, Kim KH, Pauli RM, Aftimos S, Stewart H, Kim CA,
Holder-Espinasse M, Robertson SP, Drake WM, Trembath RC. Mutations in NOTCH2
cause Hajdu-Cheney syndrome, a disorder of severe and progressive bone loss. Nat
Genet 2011;43:303–5.

7. Schrader KA, Heravi-Moussavi A, Waters PJ, Senz J, Whelan J, Ha G, Eydoux P,
Nielsen T, Gallagher B, Oloumi A, Boyd N, Fernandez BA, Young TL, Jones SJ, Hirst
M, Shah SP, Marra MA, Green J, Huntsman DG. Using next-generation sequencing
for the diagnosis of rare disorders: a family with retinitis pigmentosa and skeletal
abnormalities. J Pathol 2011;225:12–18.

8. Ng SB, Buckingham KJ, Lee C, Bigham AW, Tabor HK, Dent KM, Huff CD, Shannon
PT, Jabs EW, Nickerson DA, Shendure J, Bamshad MJ. Exome sequencing identifies
the cause of a mendelian disorder. Nat Genet 2009;42:30–5.

9. Liu Y, Gao M, Lv YM, Yang X, Ren YQ, Jiang T, Zhang X, Guo BR, Li M, Zhang Q,
Zhang P, Zhou FS, Chen G, Yin XY, Zuo XB, Sun LD, Zheng XD, Zhang SM, Liu JJ,
Zhou Y, Li YR, Wang J, Yang HM, Yang S, Li RQ, Zhang XJ. Confirmation by exome
sequencing of the pathogenic role of NCSTN mutations in acne inversa (Hidradenitis
Suppurativa). J Invest Dermatol 2011;131:1570–2.

10. Li R, Li Y, Kristiansen K, Wang J. SOAP: short oligonucleotide alignment program.
Bioinformatics 2008;24:713–14.

11. Li R, Yu C, Li Y, Lam TW, Yiu SM, Kristiansen K, Wang J. SOAP2: an improved
ultrafast tool for short read alignment. Bioinformatics 2009;25:1966–7.

12. Li R, Li Y, Fang X, Yang H, Wang J, Kristiansen K, Wang J. SNP detection for
massively parallel whole-genome resequencing. Genome Res 2009;19:1124–32.

13. Li H, Durbin R. Fast and accurate short read alignment with Burrows-Wheeler
transform. Bioinformatics 2009;25:1754–60.

14. McKenna A, Hanna M, Banks E, Sivachenko A, Cibulskis K, Kernytsky A, Garimella
K, Altshuler D, Gabriel S, Daly M, DePristo MA. The Genome Analysis Toolkit: a
MapReduce framework for analyzing next-generation DNA sequencing data. Genome
Res 2010;20:1297–303.

15. Wang K, Li M, Hakonarson H. ANNOVAR: functional annotation of genetic variants
from high-throughput sequencing data. Nucleic Acids Res 2010;38:e164.

16. Lyon GJ, Jiang T, Van Wijk R, Wang W, Bodily PM, Xing J, Tian L, Robison RJ,
Clement M, Lin Y, Zhang P, Liu Y, Moore B, Glessner JT, Elia J, Reimherr F, van
Solinge WW, Yandell M, Hakonarson H, Wang J, Johnson WE, Wei Z, Wang K.
Exome sequencing and unrelated findings in the context of complex disease
research: ethical and clinical implications. Discov Med 2011;12:41–55.

17. Blanchette M, Kent WJ, Riemer C, Elnitski L, Smit AF, Roskin KM, Baertsch R,
Rosenbloom K, Clawson H, Green ED, Haussler D, Miller W. Aligning multiple genomic
sequences with the threaded blockset aligner. Genome Res 2004;14:708–15.

18. Ng SB, Turner EH, Robertson PD, Flygare SD, Bigham AW, Lee C, Shaffer T, Wong M,
Bhattacharjee A, Eichler EE, Bamshad M, Nickerson DA, Shendure J. Targeted capture
and massively parallel sequencing of 12 human exomes. Nature 2009;461:272–6.

19. Tocchetti A, Confalonieri S, Scita G, Di Fiore PP, Betsholtz C. In silico analysis of
the EPS8 gene family: genomic organization, expression profile, and protein
structure. Genomics 2003;81:234–44.

20. Murillas R, Larcher F, Conti CJ, Santos M, Ullrich A, Jorcano JL. Expression of a
dominant negative mutant of epidermal growth factor receptor in the epidermis of
transgenic mice elicits striking alterations in hair follicle development and skin
structure. EMBO J 1995;14:5216–23.

21. Hansen LA, Alexander N, Hogan ME, Sundberg JP, Dlugosz A, Threadgill DW,
Magnuson T, Yuspa SH. Genetically null mice reveal a central role for epidermal
growth factor receptor in the differentiation of the hair follicle and normal hair
development. Am J Pathol 1997;150:1959–75.

22. Schneider MR, Werner S, Paus R, Wolf E. Beyond wavy hairs: the epidermal
growth factor receptor and its ligands in skin biology and pathology. Am J Pathol
2008;173:14–24.

23. Ferby I, Reschke M, Kudlacek O, Knyazev P, Pante G, Amann K, Sommergruber W,
Kraut N, Ullrich A, Fassler R, Klein R. Mig6 is a negative regulator of EGF
receptor-mediated skin morphogenesis and tumor formation. Nat Med
2006;12:568–73.

24. Mann GB, Fowler KJ, Gabriel A, Nice EC, Williams RL, Dunn AR. Mice with a null
mutation of the TGF alpha gene have abnormal skin architecture, wavy hair, and
curly whiskers and often develop corneal inflammation. Cell 1993;73:249–61.

25. Morris RJ, Liu Y, Marles L, Yang Z, Trempus C, Li S, Lin JS, Sawicki JA, Cotsarelis
G. Capturing and profiling adult hair follicle stem cells. Nat Biotechnol
2004;22:411–17.

26. Mignone JL, Roig-Lopez JL, Fedtsova N, Schones DE, Manganas LN,
Maletic-Savatic M, Keyes WM, Mills AA, Gleiberman A, Zhang MQ, Enikolopov G.
Neural potential of a stem cell population in the hair follicle. Cell Cycle
2007;6:2161–70.

730 J Med Genet 2012;49:727–730. doi:10.1136/jmedgenet-2012-101134

New loci




