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Abstract
Common musculoskeletal disorders in adults are mostly degenerative and polygenic diseases influenced by both
genetic and environmental factors.Hence, the identification of susceptibility genes may provide clues to their etiology
and pathogenesis and this genetic study is demanded to gain better insight into advanced diagnosis and treatment
for these disorders. Osteoarthritis (OA) of hip and knee joints, degenerative disc disease (DDD), and developmental
dysplasia of the hip (DDH) are common musculoskeletal disorders in adults, and numerous genetic studies including
genome-wide association studies have revealed several interesting predisposing candidate genes for these
disorders along witha genetic overlap amongthose to date. However, only a few genes have far been associated
with the above disorders at genome-wide significance levels. Accordingly, we have to discover additional
susceptibility alleles for these disorders. This brief report describes the presence and future for geneticstudies of
common musculoskeletal disorders in adults, especially focused on OA, DDH, and DDD, of which the genetics have
been actively studied through advanced technique such as whole-genome sequencing recently.

Background and Significance
Technical evolutions in genetic studies in the past few years have
substantially enhancedthe detection of the genetic alterations and our
understandingof the genetic predisposition as well as the pathogenesis
in musculoskeletal disorders.Although recent advances have not
greatly affected our treatment options to date, those will be the
cornerstone of better counseling, diagnostic tests and treatment
options for patients in the future.
The genes responsible for Mendelian inherited orthopedic
conditions, including many types of skeletal dysplasia andosteogenesis
imperfect are already known. For other, more common, conditions
such as osteoarthritis (OA), degenerative disc disease
(DDD),developmental dysplasia of the hip (DDH), andosteoporosis
that have a more complex inheritance pattern, the identification of
genes involved in their pathogenesis is an ongoing project.
These musculoskeletal disorders pose major public health problems
worldwide and the basis of a series of disabilities, especially in the
elderly[1,2]. In addition, the public health burden imposed by these
disabilities and their associated outcome is substantial in elderly
patients. Most musculoskeletal disorders are polygenic disorders, with
both genetic and environmental factors playing roles. The genetic
influence may be more considerable than expected. The identification
of susceptibility genes is becoming more important for understanding
the etiology and pathogenesis of these disorders and the advent of new
treatments.
Meanwhile, basic research about musculoskeletal disorders by other
means is very difficult based on logistics of obtaining samples for
analysis, and biochemical extractions being complex. Besides, the
disease processes are very slow andanimal models have little value for
most of these disorders. Therefore, genetic study is essential to gain
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better insight into advanced diagnosis and treatment for these
disorders in the future.
We herein describe the presence and future of genetics of common
musculoskeletal disorders in adults, especially focused on OA, DDH,
and DDD of which the genetics have been actively studied through
advanced technique such as whole-genome sequencing recently.

Recent Progress
OA is the most common form of arthritis worldwide, affecting
about 40% of people older than 70 years[3].It is a complex disease of
the musculoskeletal system with both genetic and environmental risk
factors[4].From the results of heritability studies in twins, sibling pairs,
and families, genetic factors are estimated to account for about 50% of
the risk of developing OA in the hip or knee, although precise
estimates vary according to sex, affected site, and severity of
disorder[4-6].
To date, many association studies have been reported, including
several genome-wide association studies (GWAS) and revealed many
interesting
genes
and
promising
susceptibility
variants
[7-12].However, the research for OA susceptibility loci has not been as
successful as many had anticipated. This reflects many factors,
including the heterogeneous nature of the disorder, the tendency to
use less severe phenotypes in genetic researches and the reliance on
underpowered studies. Therefore, under the strict criteria of
replication & functional data, GDF5 (encoding growth &
differentiation factor 5) is the only truly associated gene [1].GDF5
known as CDMP1 (cartilage-derived morphogenetic protein 1) is a
growth factor with high articular cartilage specificity and a member of
BMP (bone morphogenetic protein)family within TGFß(transforming growth factor ß)superfamily. GDF5 is involved in joint
formation and expressed in the region of future joints during early
development [13-14].Many replication studies have reported a strong
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association of GDF5 rs143383, which lies in the core promoter of
GDF5, with OA of various joints [15-21].However, the genetic effects
are consistent across different populations only for knee OA
[16-22].Several significant functional data in humans and mice have
indicated the relevance of GDF5 to OA susceptibility based on
decreased GDF5 activitydue to decreased transcription activity and
mRNA expression by this susceptibility allele, rs143383[1,17,23].
GDF5 single-nucleotide polymorphism (SNP) rs143383 is also
associated with DDH as well as OA [1,24]. Dai et al. [25] found
rs143383 to be associated with DDH. This finding was then
reproduced in a French Caucasian population. Furthermore, GDF5
SNP has been reported to be associated with DDD in northern
European women [26].
DDD is a common disorder that progresses with aging. DDD is
characterized as morphological and biochemical changes of the
disc[27,28].Magnetic resonance imaging (MRI) is the current gold
standard to assess the integrity of the intervertebral disc. Since the end
of the 20th Century, several studies have suggested that heredity is
largely responsible for the development of lumbar disc degeneration
and that environmental factors play a much smaller role than
previously believed[29-31].This has led to the well-justified search for
specific genetic risk factors[27].However, due to variation between
study designs, sampling methods, populations, and phenotype
definitions, the level of evidence of that association remains weak. To
date, ASPN (asporin) (D-repeat), COL11A1 (collagen XI α1)
(rs1676486), GDF5 (rs143383), SKT(Sickle tail) (rs16924573),
THBS2(thrombospondin 2) (rs9406328), and MMP9(matrix
metalloproteinase 9) (rs17576) have been known as genes related to
DDD with a moderate level of evidence in the systemic literature
review[26,28,32-35].However, clear definition of DDD phenotypes
and large population-based cohorts are needed because the credibility
of reported genetic associations is mostly weak[28].
DDH is a frequently disabling condition, which affect 20% to 80%
of patients with end-stage arthritis of the hip [36].DDH is a complex
disorder with both environmental and genetic causes [37]. This
condition is especially believed to have a strong genetic basis based on
its pattern of presentation in families [38].Based on the literature, the
candidate genes for this disorder are HOXB9(HomeoboxB9),
COL1A1(collagen typeI α1), andDLX3(Distal-less homeobox3)
[4,10,38-40].HOXB9 is expressed in human embryo from 5 to 9 weeks,
a period that coincides with primordial hip girdle formation. A
polymorphism in COL1A1 might influence hip development, which
can lead to osteogenesisimperfecta or Ehlers-Danlos syndrome. DLX3
is a member of a family of transcription factors, including Runx2, that
regulate the expression of osteocalcin during fetal mouse development
[39].
A recent study has reported that DDH shows genetic inheritance
with an autosomal-dominant mode of transmission and the mutated
gene linked to a region 4 Mb in size on chromosome 17q21by the
linkage analysis of one multigeneration affected family [41].There are
a number of attractive candidate genes in this region and the above
candidate genes were also within the chromosome 17q21 region
[40,42].In addition, another study has reported one shared variant,
rs3732378 in CX3CR1, a 2.61 Mb candidate region on chromosome
3p22.2 co-inherited by all affected members of a large multigeneration family through genome-wide linkage analysis and whole
exome sequencing [36].The above indicates the genetic heterogeneity
of DDH; in other words, the activation of many genes are involved in
hip formation during the time of development.In the study of Han
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Chinese, Shi et al [43] reported an association of D-repeat
polymorphism of the asporin gene, ASPN, with DDH. This
polymorphism (D-14 allele of ASPN) had originally shown an
association with knee OA and subsequently with DDD, also in Asian
cohorts [35,43-45].Functional studies have shown the number of Drepeats in asporin play a role in attenuating TGF-ß signaling
[33,46,47].Members of the TGF- ß superfamily have different
expression levels during development and in mature tissues. The Drepeat genotype and differences in the expression levels of members of
TGF-ß superfamilyare likely to influence the affected skeletal sites and
the subsequent phenotype.
As described, both ASPN and GDF5 are part of the TGF-ß pathway.
GDF5 and ASPN have been replicated in different ethnic groups. It is
difficult to find global genes such as GDF5 and ASPN because
populations from different regions have different genetic
backgrounds[43].Yet, intriguingly, there appears to be a genetic
overlap between OA, DDD, and DDH[48]. This genetic overlap refers
to the emerging concept of pleiotropy, in which a single gene or
mutation in a gene influences multiple phenotypic traits depending on
when and where it is expressed during the development and aging of
the organism[49].The D14 allele of ASPN in Asiansand the GDF5
rs143383 SNP in European women are evidence in the literature of
pleiotropy in the musculoskeletal system. Such evidence supports the
notion that these genes affect the entire joint and not only the cartilage
in OA and related diseases[49].Although these common susceptibility
alleles suggest a common molecular pathology, we have to discover
additional susceptibility alleles before conclusions can be made about
how widespread the shared genetic risk is between OA, DDH, and
DDD[48,49].

The Future for Genetic Studies
Although GWASs have revealed several interesting predisposing
candidate genes for OA, DDH, and DDD,only a few genes have far
been associated with the above disorders at genome-wide significance
levels (p≤5.0×10-8). This result might be attributed to several factors
such as insufficient sizes in previous studies and disease heterogeneity
that might result from different underlying causes, both genetic and
environmental, depending on which joints are affected. In addition,
phenotype definition in cases and controls is also a likely factor
contributing to the dilution of power to detect strong signals.
To overcome the size limitation of the GWA approach, another
existing approach called extreme trait sequencing can be effective.
Compared to GWA studies, extreme trait sequencing is a cost effective
strategy at identifying rare candidate variants for a phenotype.
Variants of large effect are present at a low frequency in the general
population. However, when whole genome sequencing is conducted
on a small carefully selected population at one or both ends of the
extremes of a phenotype, variants that contribute to the trait will be
enriched in frequency [50].Afterthis strategy, candidate variants can
then be genotyped for confirmation in a larger population.
An example of a group with an extreme end phenotype would be
patients who have recurrent or multipleperiprosthetic joint infection
(PJI). We are interested in identifying geneticsusceptibility causing
variants in DNA that may lead to PJI even when all excluding criteria
are absent. This approach will be fruitful in identifying susceptibility
causing variants for musculoskeletal disorders as well as PJI.
A combination of multidimensional approaches with
circumspection is needed in the future. It is important to use a
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combination of information from different populations with a largescale, multiethnic GWAS and interethnic comparison through
international collaborative efforts. Next, we must consider geneenvironment interactions and keep in mind that disorders with a
similar phenotype would be likely to have common susceptibility
genes, as is the case for GDF5 rs143383. These shared susceptibility
genes would offer clues to novel pathogenesis pathway for common
musculoskeletal disorders, which could give rise to the rational
approaches to diagnosis and therapy. Next, functional analysis of
susceptibility genes related to disorder pathogenesis is critical to
identify causal variants and pathogenesis of the disorders. Improved
definition of phenotype and reduced misclassification in such a
prevalent disorder is demanded to enhance power. Finally, extreme
trait sequencing which involves whole exome sequencing of small
number of cases versus controls is a promising approach.
In the future, orthopaedicsurgeons should understand genetic
predispositions in order to provide updated management, and provide
the best advice to patients with prevalent musculoskeletal disorders.
The efforts to discover the genetic basis of these musculoskeletal
disorders would be an important step in understanding the etiology of
those. Finally, by incorporating genetic knowledge and understanding
in our diagnostic and therapeutic algorithms we can provide better
care and cause promising outcomes.

13.
14.
15.

16.

17.
18.

19.

20.

References
1.
2.
3.
4.
5.
6.
7.

8.
9.
10.

11.

12.

Ikegawa S (2013) The genetics of common degenerative skeletal
disorders: osteoarthritis and degenerative disc disease. Annu Rev
Genomics Hum Genet 14: 245-256.
Ikegawa S (2007) New gene associations in osteoarthritis: what do they
provide, and where are we going? CurrOpinRheumatol 19: 429-434.
Dieppe PA, Lohmander LS (2005) Pathogenesis and management of pain
in osteoarthritis. Lancet 365: 965-973.
Valdes AM, Spector TD (2011) Genetic epidemiology of hip and knee
osteoarthritis. Nat Rev Rheumatol 7: 23-32.
MacGregor AJ, Antoniades L, Matson M, Andrew T, Spector TD (2000)
The genetic contribution to radiographic hip osteoarthritis in women:
results of a classic twin study. Arthritis Rheum 43: 2410-2416.
Spector TD, Cicuttini F, Baker J, Loughlin J, Hart D (1996) Genetic
influences on osteoarthritis in women: a twin study. BMJ 312: 940-943.
arcOGEN Consortium; arcOGEN Collaborators, Zeggini E,
Panoutsopoulou K, Southam L, Rayner NW, et al. (2012) Identification
of new susceptibility loci for osteoarthritis (arcOGEN): a genome-wide
association study. Lancet 380: 815-823.
Kerkhof HJ, Lories RJ, Meulenbelt I, Jonsdottir I, Valdes AM, et al.
(2010) A genome-wide association study identifies an osteoarthritis
susceptibility locus on chromosome 7q22. Arthritis Rheum 62: 499-510.
Miyamoto Y, Shi D, Nakajima M (2008) Common variants in DVWA on
chromosome 3p24.3 are associated with susceptibility to knee
osteoarthritis. Nat Genet40:994-998.
Mototani H, Mabuchi A, Saito S, Fujioka M, Iida A, et al. (2005) A
functional single nucleotide polymorphism in the core promoter region
of CALM1 is associated with hip osteoarthritis in Japanese. Hum Mol
Genet 14: 1009-1017.
Nakajima M, Takahashi A, Kou I, Rodriguez-Fontenla C, Gomez-Reino
JJ, et al. (2010) New sequence variants in HLA class II/III region
associated with susceptibility to knee osteoarthritis identified by genomewide association study. PLoS One 5: e9723.
Zhai G1, van Meurs JB, Livshits G, Meulenbelt I, Valdes AM, et al. (2009)
A genome-wide association study suggests that a locus within the ataxin
2 binding protein 1 gene is associated with hand osteoarthritis: the TreatOA consortium. J Med Genet 46: 614-616.

Orthopedic Muscul Sys

21.
22.

23.
24.

25.
26.

27.
28.
29.

30.
31.

Francis-West PH, Abdelfattah A, Chen P, Allen C, Parish J, et al. (1999)
Mechanisms of GDF-5 action during skeletal development. Development
126: 1305-1315.
Merino R, Macias D, Gañan Y, Economides AN, Wang X, et al. (1999)
Expression and function of Gdf-5 during digit skeletogenesis in the
embryonic chick leg bud. DevBiol 206: 33-45.
Dodd AW, Rodriguez-Fontenla C, Calaza M, Carr A, Gomez-Reino JJ, et
al. (2011) Deep sequencing of GDF5 reveals the absence of rare variants
at this important osteoarthritis susceptibility locus. Osteoarthritis
Cartilage 19: 430-434.
Evangelou E, Chapman K, Meulenbelt I, Karassa FB, Loughlin J, et al.
(2009) Large-scale analysis of association between GDF5 and FRZB
variants and osteoarthritis of the hip, knee, and hand. Arthritis Rheum
60: 1710-1721.
Miyamoto Y, Mabuchi A, Shi D, Kubo T, Takatori Y, et al. (2007) A
functional polymorphism in the 5' UTR of GDF5 is associated with
susceptibility to osteoarthritis. Nat Genet 39: 529-533.
Southam L, Rodriguez-Lopez J, Wilkins JM, Pombo-Suarez M, Snelling S,
et al. (2007) An SNP in the 5'-UTR of GDF5 is associated with
osteoarthritis susceptibility in Europeans and with in vivo differences in
allelic expression in articular cartilage. Hum Mol Genet 16: 2226-2232.
Vaes RB, Rivadeneira F, Kerkhof JM, Hofman A, Pols HA, et al. (2009)
Genetic variation in the GDF5 region is associated with osteoarthritis,
height, hip axis length and fracture risk: the Rotterdam study. Ann
Rheum Dis 68: 1754-1760.
Valdes AM, Evangelou E, Kerkhof HJ, Tamm A, Doherty SA, et al. (2011)
The GDF5 rs143383 polymorphism is associated with osteoarthritis of
the knee with genome-wide statistical significance. Ann Rheum Dis 70:
873-875.
Valdes AM, Spector TD, Doherty S, Wheeler M, Hart DJ, Doherty M
(2009) Association of the DVWA and GDF5 polymorphisms with
osteoarthritis in UK populations. Ann Rheum Dis68:1916-1920.
Chapman K, Takahashi A, Meulenbelt I, Watson C, Rodriguez-Lopez J,
et al. (2008) A meta-analysis of European and Asian cohorts reveals a
global role of a functional SNP in the 5' UTR of GDF5 with osteoarthritis
susceptibility. Hum Mol Genet 17: 1497-1504.
Egli RJ, Southam L, Wilkins JM, Lorenzen I, Pombo-Suarez M, et al.
(2009) Functional analysis of the osteoarthritis susceptibility-associated
GDF5 regulatory polymorphism. Arthritis Rheum 60: 2055-2064.
Rouault K, Scotet V, Autret S, Gaucher F, Dubrana F, et al. (2010)
Evidence of association between GDF5 polymorphisms and congenital
dislocation of the hip in a Caucasian population. Osteoarthritis Cartilage
18: 1144-1149.
Dai J, Shi D, Zhu P, Qin J, Ni H, et al. (2008) Association of a single
nucleotide polymorphism in growth differentiate factor 5 with congenital
dysplasia of the hip: a case-control study. Arthritis Res Ther 10: R126.
Williams FM, Popham M, Hart DJ, de Schepper E, Bierma-Zeinstra S, et
al. (2011) GDF5 single-nucleotide polymorphism rs143383 is associated
with lumbar disc degeneration in Northern European women. Arthritis
Rheum 63: 708-712.
Battié MC, Videman T, Kaprio J, Gibbons LE, Gill K, et al. (2009) The
Twin Spine Study: contributions to a changing view of disc degeneration.
Spine J 9: 47-59.
Eskola PJ1, Lemmelä S, Kjaer P, Solovieva S, Männikkö M, et al. (2012)
Genetic association studies in lumbar disc degeneration: a systematic
review. PLoS One 7: e49995.
Battie MC, Videman T, Gibbons LE(1995) Volvo award in clinical
sciences. Determinants of lumbar disc degeneration. A study relating
lifetime exposures and magnetic resonance imaging findings in identical
twins. Spine 20:2601-2612.
Matsui H, Terahata N, Tsuji H, Hirano N, Naruse Y (1992) Familial
predisposition and clustering for juvenile lumbar disc herniation. Spine
(Phila Pa 1976) 17: 1323-1328.
Varlotta GP, Brown MD, Kelsey JL, Golden AL (1991) Familial
predisposition for herniation of a lumbar disc in patients who are less
than twenty-one years old. J Bone Joint Surg Am 73: 124-128.

Joint Replacement: Treatment of Arthritic
Disease

ISSN:2161-0533 OMCR, an open access journal

Citation:

Yoo JH, Sawan H, Parvizi J (2014) Genetics of Common Musculoskeletal Disordersin Adults. Orthopedic Muscul Sys S2: S2-009. doi:

10.4172/2161-0533.S2-009

Page 4 of 4
32.

33.
34.

35.
36.

37.
38.
39.

40.

41.

Hirose Y, Chiba K, Karasugi T, Nakajima M, Kawaguchi Y, et al. (2008)
A functional polymorphism in THBS2 that affects alternative splicing
and MMP binding is associated with lumbar-disc herniation. Am J Hum
Genet 82: 1122-1129.
Karasugi T, Semba K, Hirose Y, Kelempisioti A, Nakajima M, et al.
(2009) Association of the tag SNPs in the human SKT gene (KIAA1217)
with lumbar disc herniation. J Bone Miner Res 24: 1537-1543.
Mio F, Chiba K, Hirose Y, Kawaguchi Y, Mikami Y, et al. (2007) A
functional polymorphism in COL11A1, which encodes the alpha 1 chain
of type XI collagen, is associated with susceptibility to lumbar disc
herniation. Am J Hum Genet 81: 1271-1277.
Song YQ, Cheung KM, Ho DW, Poon SC, Chiba K, et al. (2008)
Association of the asporin D14 allele with lumbar-disc degeneration in
Asians. Am J Hum Genet 82: 744-747.
Feldman GJ, Parvizi J, Levenstien M, Scott K, Erickson JA, et al. (2013)
Developmental dysplasia of the hip: linkage mapping and whole exome
sequencing identify a shared variant in CX3CR1 in all affected members
of a large multigeneration family. J Bone Miner Res 28: 2540-2549.
Stein-Zamir C, Volovik I, Rishpon S, Sabi R (2008) Developmental
dysplasia of the hip: risk markers, clinical screening and outcome.
PediatrInt 50: 341-345.
Wilkinson JA (1992) Etiologic factors in congenital displacement of the
hip and myelodysplasia. ClinOrthopRelatRes : 75-83.
Hassan MQ, Javed A, Morasso MI, Karlin J, Montecino M, et al. (2004)
Dlx3 transcriptional regulation of osteoblast differentiation: temporal
recruitment of Msx2, Dlx3, and Dlx5 homeodomain proteins to
chromatin of the osteocalcin gene. Mol Cell Biol 24: 9248-9261.
Jiang J, Ma HW, Li QW, Lu JF, Niu GH, et al. (2005) [Association
analysis on the polymorphisms of PCOL2 and Sp1 binding sites of
COL1A1 gene and the congenital dislocation of the hip in Chinese
population]. Zhonghua Yi Xue Yi ChuanXueZaZhi 22: 327-329.
Feldman G, Dalsey C, Fertala K, Azimi D, Fortina P, et al. (2010) The
Otto Aufranc Award: Identification of a 4 Mb region on chromosome

42.

43.
44.
45.
46.
47.

48.
49.
50.

17q21 linked to developmental dysplasia of the hip in one 18-member,
multigeneration family. ClinOrthopRelat Res 468: 337-344.
Uitterlinden AG, Burger H, Huang Q, Yue F, McGuigan FE, et al. (1998)
Relation of alleles of the collagen type Ialpha1 gene to bone density and
the risk of osteoporotic fractures in postmenopausal women. N Engl J
Med 338: 1016-1021.
Shi D, Dai J, Zhu P, Qin J, Zhu L, et al. (2011) Association of the D repeat
polymorphism in the ASPN gene with developmental dysplasia of the
hip: a case-control study in Han Chinese. Arthritis Res Ther 13: R27.
Kizawa H, Kou I, Iida A, Sudo A, Miyamoto Y, et al. (2005) An aspartic
acid repeat polymorphism in asporin inhibits chondrogenesis and
increases susceptibility to osteoarthritis. Nat Genet 37: 138-144.
Kou I, Nakajima M, Ikegawa S (2010) Binding characteristics of the
osteoarthritis-associated protein asporin. J Bone Miner Metab 28:
395-402.
Nakajima M, Kizawa H, Saitoh M, Kou I, Miyazono K, et al. (2007)
Mechanisms for asporin function and regulation in articular cartilage. J
BiolChem 282: 32185-32192.
Henry SP, Takanosu M, Boyd TC, Mayne PM, Eberspaecher H, et al.
(2001) Expression pattern and gene characterization of asporin. a newly
discovered member of the leucine-rich repeat protein family. J BiolChem
276: 12212-12221.
Loughlin J (2011) Knee osteoarthritis, lumbar-disc degeneration and
developmental dysplasia of the hip--an emerging genetic overlap.
Arthritis Res Ther 13: 108.
Sandell LJ (2012) Etiology of osteoarthritis: genetics and synovial joint
development. Nat Rev Rheumatol 8: 77-89.
Cirulli ET, Goldstein DB (2010) Uncovering the roles of rare variants in
common disease through whole-genome sequencing. Nat Rev Genet 11:
415-425.

This article was originally published in a special issue, entitled: "Joint
Replacement: Treatment of Arthritic Disease", Edited by Moschos A.
Papadopoulos, Aristotle University of Thessaloniki, Greece

Orthopedic Muscul Sys

Joint Replacement: Treatment of Arthritic
Disease

ISSN:2161-0533 OMCR, an open access journal

