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Abstract: MSSE (Ferguson-Smith disease) is a rare familial condition in which multiple skin tumors
resembling squamous carcinomas invade locally and then regress spontaneously after several months,
leaving disfiguring scars. We review evidence from haplotype studies in MSSE families with common
ancestry that the condition is caused by loss of function mutations in TGFBR1 interacting with
permissive variants at a second linked locus on the long arm of chromosome 9. The spectrum
of TGFBR1 mutations in MSSE and the allelic disorder Loeys Dietz syndrome (characterized by
developmental anomalies and thoracic aortic aneurysms) differ. Reports of patients with both MSSE
and Loeys Dietz syndrome are consistent with variants at a second locus determining whether
self-healing epitheliomas occur in patients with the loss of function mutations found in most MSSE
patients or the missense mutations in the intracellular kinase domain of TGFBR1 that characterize
Loeys Dietz syndrome.
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1. Clinical Features

Multiple self-healing squamous epithelioma (MSSE, OMIM 132800) is a rare familial form of skin
cancer characterized by multiple skin tumors of the face and limbs. These lesions heal spontaneously
after several months leaving characteristic pitted scars if they are not excised.

MSSE was first described in a 23 years old Scottish coal miner [1]. MSSE can be variable in its
severity and age of onset but his history is typical of many patients. He developed multiple lesions
on his legs aged 16. Each tumor started “at first as a reddish macule, became papular, enlarged,
ulcerated and ultimately healed leaving pitted scars. The individual lesions lasted for months, and fresh
ones appeared in numbers rather more than sufficient to balance the healing so that the count of active
lesions slowly increased. His face and ears soon became affected, and one or two lesions appeared on
his arms and thighs”.

The condition can be very disfiguring in severely affected individuals. Some affected individuals
have one or two tumors during their lifetime while others have had over 100 primary skin tumors [2].
The age of onset of a first tumor is variable ranging from 8 to over 70 years (median 28 years). As each
tumor involutes it forms a horny plug that falls out often leaving a deep pit with irregular, over-hanging
edges (Figure 1). Lesions on the limbs are typically larger than those on the face, scalp and ears,
and leave flat scars. Tumors arise most frequently on the sun-exposed skin of the head, neck and
limbs. The nose, ears and circumoral regions are most frequently affected. The trunk is seldom affected.
Palmar and plantar skin are not affected suggesting that the tumors may arise from hair follicles [2].
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trunk is seldom affected. Palmar and plantar skin are not affected suggesting that the tumors may 
arise from hair follicles [2]. 

 
Figure 1. A small (5 mm) self-healing epithelioma with a central keratin plug adjacent to a pitted scar 
at the site of a lesion that resolved spontaneously. 

The MSSE tumors have a similar histological appearance to well-differentiated squamous 
carcinomas, with invasion deep into the dermis. Lymphocytes often infiltrate the tumors but their 
role in tumor resolution is not known. Invasive epithelial columns show central keratinization with 
the formation of cornified ‘nests’, which as the tumor involutes, coalesce into a horny plug (Figures 2 
and 3). The base of the resolving lesion shows marked fibrosis of the dermis with loss of elastic 
fibers. The skin tumors follow a similar clinical course to sporadic keratoacanthomas. MSSE tumors 
can usually be distinguished from keratoacanthomas because of the occurrence of multiple lesions, 
the earlier ages at which tumors develop and the familial nature of the condition. The diagnosis of 
MSSE can be confirmed by detection of constitutional TGFBR1 mutations (see below). Although the 
tumors are invasive and can be locally destructive, distant metastases have not been reported. 

 
Figure 2. A multiple self-healing squamous epithelioma (MSSE) tumor that has the histological 
appearance of a well differentiated squamous cell carcinoma with invasion of the reticular dermis. 

Figure 1. A small (5 mm) self-healing epithelioma with a central keratin plug adjacent to a pitted scar
at the site of a lesion that resolved spontaneously.

The MSSE tumors have a similar histological appearance to well-differentiated squamous
carcinomas, with invasion deep into the dermis. Lymphocytes often infiltrate the tumors but their
role in tumor resolution is not known. Invasive epithelial columns show central keratinization with
the formation of cornified ‘nests’, which as the tumor involutes, coalesce into a horny plug (Figures 2
and 3). The base of the resolving lesion shows marked fibrosis of the dermis with loss of elastic
fibers. The skin tumors follow a similar clinical course to sporadic keratoacanthomas. MSSE tumors
can usually be distinguished from keratoacanthomas because of the occurrence of multiple lesions,
the earlier ages at which tumors develop and the familial nature of the condition. The diagnosis of
MSSE can be confirmed by detection of constitutional TGFBR1 mutations (see below). Although the
tumors are invasive and can be locally destructive, distant metastases have not been reported.
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Figure 3. An involuting tumor with cornified “nests” coalescing into a keratin plug in the dermis. 

Tumors are most commonly treated with local surgical excision but many patients avoid 
treatment and prefer to await spontaneous regression despite the scars that can result [3]. Etretinate 
therapy has been reported to reduce tumor numbers in some patients [4,5]. Treatment with 
radiotherapy must be avoided because more numerous, more invasive tumors arise in previously 
irradiated skin [3,5,6]. 

In a study of 11 independently ascertained Scottish families including 62 affected family 
members, MSSE was found to segregate as an autosomal dominant trait [2]. This study was 
undertaken by Professor Malcom Ferguson-Smith, a clinical geneticist and the son of John 
Ferguson-Smith, the dermatologist who first described the condition. Of the 74 offspring of obligate 
carriers, 37 were affected and 37 unaffected; among affected offspring 19 were male and 18 female. 

2. Genetic Linkage 

Linkage studies using polymorphic DNA markers in 11 affected families (41 affected 
individuals and 110 of their first degree relatives) showed that MSSE segregates with markers for the 
long arm of chromosome 9 at 9q22.3q31) [7]. The MSSE locus was tightly linked to the polymorphic 
DNA marker D9S53 with a maximum lod score of 9.02 at a recombination fraction 0.03. 

Ten families were from Scotland and one was from the north east of England. Comparison of 
marker alleles segregating with MSSE revealed that the same haplotype of 9q22.3 markers was 
segregating with MSSE in 9 of these families [7–9] (Table 1). Four branches of the largest family 
(called Family GE in Reference [7] and Family 4 in Reference [9] were originally ascertained 
independently. Genealogical studies [2] revealed that the affected members of this family were all 
descended from a couple that married in west central Scotland in 1810. The affected members of the 
9 families must have inherited the shared haplotype from a common ancestor that lived over 200 
years ago. 
  

Figure 3. An involuting tumor with cornified “nests” coalescing into a keratin plug in the dermis.

Tumors are most commonly treated with local surgical excision but many patients avoid treatment
and prefer to await spontaneous regression despite the scars that can result [3]. Etretinate therapy has
been reported to reduce tumor numbers in some patients [4,5]. Treatment with radiotherapy must be
avoided because more numerous, more invasive tumors arise in previously irradiated skin [3,5,6].

In a study of 11 independently ascertained Scottish families including 62 affected family members,
MSSE was found to segregate as an autosomal dominant trait [2]. This study was undertaken
by Professor Malcom Ferguson-Smith, a clinical geneticist and the son of John Ferguson-Smith,
the dermatologist who first described the condition. Of the 74 offspring of obligate carriers, 37 were
affected and 37 unaffected; among affected offspring 19 were male and 18 female.

2. Genetic Linkage

Linkage studies using polymorphic DNA markers in 11 affected families (41 affected individuals
and 110 of their first degree relatives) showed that MSSE segregates with markers for the long arm of
chromosome 9 at 9q22.3q31 [7]. The MSSE locus was tightly linked to the polymorphic DNA marker
D9S53 with a maximum lod score of 9.02 at a recombination fraction 0.03.

Ten families were from Scotland and one was from the north east of England. Comparison
of marker alleles segregating with MSSE revealed that the same haplotype of 9q22.3 markers was
segregating with MSSE in 9 of these families [7–9] (Table 1). Four branches of the largest family (called
Family GE in Reference [7] and Family 4 in Reference [9] were originally ascertained independently.
Genealogical studies [2] revealed that the affected members of this family were all descended from a
couple that married in west central Scotland in 1810. The affected members of the 9 families must have
inherited the shared haplotype from a common ancestor that lived over 200 years ago.

There was a surprising lack of recombination events in the shared haplotype. The haplotype
has been inherited intact through many generations [7,8,10]. This lack of recombination precluded
precise localization of the genetic variants predisposing to MSSE. The haplotype shared by 38 affected
members of 7 families (families 4–10 in Table 1) spans about 9.9 Mb of the long arm of chromosome 9
and includes at least 138 genes. Haplotype comparisons revealed evidence for recombination events in
previous generations of two affected families. Affected members of families 2 and 18 (Table 1) only
shared part of the haplotype spanning 4 Mb of chromosome 9 centromeric to the XPAC gene, indicating
that the MSSE gene was likely to lie in this 4 Mb region [8,9].
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Table 1. Shared haplotypes in Scottish families with common ancestry (modified from Supplementary
Material of Reference [9].

Marker loci Position
Families

4–10 2 18

Assembly GRCh37/hg19 Alleles
D9S119 95867389-95867529 1 1 1
D9S197 95875618-95875968 2 2/4 * 2
D9S196 95906010-95906446 5 4/5 * 5

ZNF169CA 96264697-96265065 8 8 8
FBP1 (GA) 96474007-96474379 2 2 1/2 *

AFM070xb11 97021578-97065291 1 1 1
AFM086yf1 97365423-97402531 1 1 1

D9S280 97365423-97344962 2 2 2
FANCC CA Intr2 97912205-98079991 2/3 * 2 2/4 *

FANCC EcoRI 97912205-98079991 2 1/2 * 2
FANCC CA Intr1 97912205-98079991 1 1 1
AFM203WH8 * 98073744-98074099 1 1 1

PTC INT5 98205266-98270831 T T T
PTC INT9 98205266-98270831 C C C

PTC INT10 98205266-98270831 G G G
D9S1816 98276797-98277080 5 5 5/8 *
D9S287 98466090-98466414 3 3 3

AFMa350xgi 98544811-98545188 2 2 2
D9S1809 98558557-98558805 5 5 5

AFM023xh8 99032436-99032712 1 1/2 * 1
D9S1851 99570721-99571084 2 2 2

XPA (MspI) 100437192-100459691 A G G
D9S180 100649474-100649706 1 2 2

D9S6 100931590-100931609 A2 A1 A1
D9S173 101890198-101916471 2 4 2/4 *
D9S176 102058162-102058520 7 3/5 * 5
TGFBR1 103142351-103142640 p.(G52R) p.(N45S) p.(R414X)
ALDOB 104182842-104198062 1 1 1/2 *
D9S109 105566169-10556648 2 3 6

The dark shaded boxes indicate contiguous groups of markers defining the shared 4 Mb chromosome 9q22.3
haplotype conserved between families 2,4,5,6,7,8,9,10 and 18 and the 9.9 Mb haplotype shared by families 4–10.
The family numbers are from Reference [9]. The lighter shaded box indicates the location of the TGFBR1 gene
within the larger 9.9 Mb haplotype and shows the different TGFBR1 mutations found in each family or group of
families. * For loci where an unfavorable family structure precluded unambiguous identification of which allele was
segregating with the condition, both alleles shared by affected family members are shown.

3. Pathogenic TGFBR1 Sequence Variants Cause MSSE

Efforts to identify the disease gene with Sanger sequencing of many of the genes within the
conserved 9q22.3 haplotype were unsuccessful [11]. The advent of high-throughput massively parallel
sequencing made it possible to screen for pathogenic sequence variants in many more genes.

Exon array capture of coding sequences and high-throughput genomic sequencing from a 24 Mb
region of chromosome 9 that included the whole of the 9.9 Mb haplotype shared by most affected
Scottish families’ identified independent mutations in the transforming growth factor beta receptor
gene, TGFBR1, in three unrelated families [9]. Subsequent dideoxy sequencing of TGFBR1 identified
11 distinct monoallelic mutations in 18 affected families, firmly establishing TGFBR1 as the causative
gene. TGFBR1 mutations were found in all 67 affected individuals that were genotyped from the
18 families with mutations. The age of onset of a first tumor in mutation carriers was between 8 and
81 years. Sixteen asymptomatic mutation carriers were found (mean age 36.5 years, range 19–79 years).

The pathogenic sequence variants included mutations in the extracellular ligand-binding domain
and a series of truncating mutations (Figure 4). Since then, TGFBR1 mutations have been reported
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in 9 other families in the literature [6,12–16] or found through diagnostic testing (unpublished data).
These variants together with variants described in Reference [9] are shown in Figure 4. The c.122G > A
p.(Arg80X) variant has been found in three independently ascertained patients from New Zealand [9],
Switzerland [16], and the UK [6]. The frameshift variant c.980delC p. (Pro327GlnfsX8) variant has
been found in three Scottish families and the frameshift variant c.1059_1062del 6 ACTGinsCAATAA
p.(Leu354AsnfsX4) variant has been found in two families in Scotland.   
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Figure 4. Mutations in TGFBR1 in individuals with MSSE (modified from Reference [9] Domain
structure of the TGFβRI protein showing reported MSSE mutations [6,9,12–16] and unpublished data).
The MSSE mutations are shown above the protein while the locations of missense mutations reported
in Loeys Dietz syndrome [17–29] are indicated by asterisks below. The location of the c.1459C > T,
p.(Arg487Trp) and c.664G > A, p.(Gly222Arg) variants found in patients with both MSSE and Loeys
Dietz phenotypes are also shown. Functional domains are color-coded: extracellular ligand-binding
domain (yellow), transmembrane domain (green), glycine-serine-rich domain (red), cytoplasmic kinase
domain (blue). SP, signal peptide; TM, transmembrane domain.

No pathogenic TGFBR1 sequence variants or larger scale deletions or duplications of the TGFBR1
gene were detected in affected members of four families with familial self-healing skin tumors [9].
The etiology of the skin tumors in these families is unknown.

Analysis of DNA from micro-dissected tumors from MSSE patients with constitutional TGFBR1
mutations shows somatic loss of heterozygosity at the TGFBR1 locus with retention of the mutant allele
consistent with TGFBR1 behaving as a tumor suppressor gene [9,10]. Constitutional heterozygous
loss of function TGFBR1 mutations do not appear to have any effect on development, suggesting that
transforming growth factor beta (TGFβ) signaling is not seriously perturbed in most cells with a single
functional copy of the TGFBR1 gene. Tumors develop from skin keratinocytes where a “second hit”
has resulted in loss of the remaining functional TGFBR1 allele.

In a Tgfbr1 mouse model [30] carrying a p.Y378 * nonsense mutation heterozygous mutant mice
were morphologically indistinguishable from wild type mice. In this model, the mutant allele is
degraded by nonsense mediated mRNA decay. Homozygous mutant mice die during embryogenesis
due to defective vascularization. A macroscopic evaluation of the skin of fifteen 12-month-old
heterozygous Tgfbr1 mutant mice did not reveal any scars similar to those observed in human MSSE
patients after spontaneous regression of the skin tumors.

4. Digenic Inheritance: TGFBR1 and a Second Linked Locus on the Long Arm of Chromosome 9

The finding that TGFBR1 is the MSSE gene was unexpected because the TGFBR1 gene lies outside
the 4 Mb haplotype shared by all nine Scottish families with common ancestry (Table 1). It does,
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however, lie within the 9.9 Mb haplotype shared by seven of the nine families [10]. The same TGFBR1
mutation p.(G52R) was found in all seven families with the larger haplotype. The two “recombinant”
families (families 2 and 18) that share only the shorter 4 Mb haplotype that does not extend to TGFBR1
have different TGFBR1 mutations (p.(N45S) and p.(R414X)). These findings indicate that a second
locus, within that part of the Scottish haplotype shared by all nine families, including families 2 and
18, is required for MSSE pathogenesis as it is very unlikely that all the families share the same rare
haplotype by chance. The rarity of this 4 Mb disease associated haplotype was confirmed by the
identification of nine additional rare sequence variants in the introns of five genes within the haplotype
in targeted sequencing studies in members of the Scottish families including families 2 and 18 [31].
In 231 unrelated healthy controls including 118 Scottish individuals, the minor allele frequency of the
nine variants ranged from 0 to 0.022.

The shared haplotype segregates with MSSE in families with missense variants in the extracellular
domain of the TGFBR1 and a family with a truncating nonsense mutation. The haplotype has not
been found in several other Scottish families [8] or in any families that are not of Scottish descent [11].
Despite this, it is likely that the etiology of the condition is the same in all families with MSSE caused
by mutations in TGFBR1. Permissive variants at the second locus that have arisen independently in
unrelated families will not be associated with shared haplotypes.

The evidence for digenic inheritance is strengthened by the remarkable lack of recombination
within the extended 9 Mb haplotype shared by all affected members of seven families. If mutations in
TGFBR1, which lies at the telomeric end of the haplotype, and rare variants at the centromeric end of
the haplotype are required for tumor development, ascertainment of affected individuals will select for
the intact haplotype. The condition is inherited as a high penetrance dominant trait because permissive
variants in TGFBR1 and the second linked locus are usually inherited together in affected families.

Structural chromosomal abnormalities, such as paracentric inversions, can cause local suppression
of recombination but we have observed recombination within the Scottish haplotype in two unaffected
family members with an affected parent indicating that it is unlikely that recombination is being
suppressed by a structural chromosomal abnormality (unpublished data).

Haplotype comparisons suggest the second locus lies proximal to the XPAC gene in 9q22.3 over
1.5 Mb from TGFBR1. As many of the MSSE TGFBR1 mutations are predicted to abolish expression of
TGFBR1, it is unlikely that the second locus is a TGFBR1 cis-regulatory element.

The second locus has not been identified with sequencing coding and non-coding sequences
within the shared 4 Mb haplotype but coverage has been incomplete [10,11,18].

5. MSSE Is Allelic to Loeys Dietz Syndrome Caused by TGFBR1 Mutations

Loeys Dietz syndrome is an autosomal dominant aortic aneurysm syndrome. The most typical
clinical signs include hypertelorism (widely spaced eyes), bifid uvula or cleft palate and aortic aneurysm
with increased tortuosity of the aorta and other major blood vessels. There is a substantial risk of aortic
dissection and aneurysms in other arteries [17]. Loeys Dietz syndrome can be caused by mutations
in TGFBR1 [18] and several other genes encoding for components of the TGFβ signaling pathway
including TGFBR2 [17–20], SMAD3 [32], TGFB2 [33,34] and TGFB3 [35,36].

The spectrum of TGFBR1 mutations in patients with Loeys Dietz syndrome [17–26,28,29,37] and
patients with MSSE is different (Figure 4). The great majority of TGFBR1 mutations in patients with
Loeys Dietz syndrome are missense variants clustered in or near the region of the gene that encodes the
cytoplasmic serine/threonine kinase domain. In-frame deletions in the kinase domain and duplications
have also been reported. In contrast, most of the mutations that have been found in MSSE patients
are truncating variants distributed throughout the gene or missense variants in the region of the
gene encoding the ligand-binding extracellular domain. Two of the truncating mutations have been
confirmed to abolish expression of the mutant mRNA in EBV-transformed lymphocytes from MSSE
patients [9]. TGFBR1 mRNA expression associated with other truncating sequence variants has not been
studied but the other variants also lie in regions of the gene where they would be expected to promote
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nonsense mediated decay of mutant mRNA. TGFβR1 protein (extracellular domain) has been detected
immunohistochemically in tumors from two affected individuals (one had a splice junction mutation
(c.806-2A > C) and the other an extracellular domain missense mutation (p.Gly52Arg)) indicating that
in these tumors the mutant proteins were translated and localized to the plasma membrane. If, as these
observations suggest, the mRNA product of the TGFBR1 c.806-2A > C splice acceptor variant is not
subject to nonsense mediated decay, the mutant protein would be predicted to lack large parts of the
kinase domain abrogating signaling (see below).

Splice junction mutations have been described in patients with MSSE and Loeys Dietz syndrome.
Fujiwara and colleagues [38] compared the effects on differential mRNA splicing of a splice donor site
variant in TGFBR1 (c.973 + 1G > A) found in a Japanese patient with familial Loeys Dietz syndrome
with the effects of the splice acceptor site variant (c.806-2A > C) discussed above. Ex vivo splicing
and functional assays performed in mammalian cells showed that the Loeys Dietz variant generated
two types of in-frame transcription products producing functionally inactive proteins whereas the
MSSE variant produced an out-of-frame transcript. These results are consistent with the distribution of
other mutations, suggesting that dominant-negative variants in the serine threonine kinase domain of
TGFBR1 cause Loeys Dietz syndrome whereas truncating variants cause MSSE.

In silico modeling of the extracellular domain of the TGFβ signaling complex shows that most
missense variants found in MSSE patients result in amino-acid substitutions affecting residues that lie
along the interface at which TGFβRI interacts with the previously assembled TGFβRII and TGFβ or at
the interface at which TGFβRI interacts TGFβ directly [9]. These variants may therefore interfere with
recruitment of mutated TGFβRI to the receptor complex.

We know of over 80 patients with MSSE carrying truncating mutations in TGFBR1 or missense
mutations in the ligand-binding extracellular domain of the gene. None of these patients have been
reported to have thoracic aortic aneurysms. The TGFBR1 mutations, found in most patients with MSSE,
are not associated with a high penetrance predisposition to the development of aortic aneurysms.

Heterozygous loss of function mutations found in MSSE families do not cause Loeys Dietz
syndrome. This is confirmed by studies in mice in which heterozygotes for null and missense TGFBR1
mutations have been produced [30,39]. Only the mice with a TGFBR1 missense mutation in the
cytoplasmic serine/threonine kinase domain had the Loeys Dietz phenotype [39].

The mechanism by which missense kinase domain TGFBR1 mutations cause Loeys Dietz syndrome
is complex and incompletely understood. TGFBR1 mutations associated with Loeys Dietz syndrome
were found to be inactivating for canonical TGFβ signaling in co-transfection studies with a luciferase
reporter or EGFP-tagged SMAD2 in HEK293 cells [40]. Heterozygous mutant cells from transgenic mice
had diminished signaling in response to exogenous TGFβ in vitro and they maintained normal levels
of Smad2 phosphorylation under steady-state culture conditions, suggesting a chronic compensation.
Analysis of TGFβ signaling in the aortic wall in vivo revealed progressive upregulation of Smad2
phosphorylation and TGFβ target gene output, which paralleled worsening of aneurysm pathology
and coincided with upregulation of TGFβ1 ligand expression [38].

6. TGFBR1 Variants in MSSE Patients with Aortic Aneurysms

Since TGFBR1 mutations were first described in patients with MSSE, two patients with MSSE and
aortic aneurysms have been described. Both patients carry missense sequence variants in the region of
the gene encoding the cytoplasmic serine/threonine kinase domain. The location of these variants is
shown in Figure 4.

A 50-year-old woman with MSSE was found to carry a missense mutation in the serine kinase
domain of TGFBR1, previously reported only in Loeys Dietz syndrome (c.1459C > T, p.Arg487Trp) [14].
She had five confirmed keratoacanthoma-like skin lesions with the first lesion occurring when she was
30 years old. She had one first-degree relative with MSSE. She had mild hypertelorism and a broad
uvula consistent with Loeys Dietz syndrome. Computed tomography angiogram demonstrated focal
aneurysms of the internal carotid arteries and widespread arterial tortuosity.
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A 56 year old man with a five year history of keratoacanthomas over his arms, face and scalp was
found to be carrying a TGFBR1 missense variant (c.664G > A, p.(Gly222Arg)), resulting in substitution
of a glycine residue by an arginine at position 222 within the serine/threonine kinase domain [15].
At least seven skin tumors had been excised and diagnosed histologically and he estimated that a
further 30 had resolved without treatment. He had an aortic root and valve replacement for aortic
regurgitation and aortic root dilatation diagnosed when he was 46 years old. The TGFBR1 c.664G > A,
p.(Gly222Arg)) variant is classified as a variant of uncertain significance using the American College
of Medical Genetics and Genomics (ACMG) and the Association for Molecular Pathology (AMP)
standards and guidelines for the interpretation of sequence variants [41] but moderate evidence of
pathogenicity is provided by its location in a mutational hot spot and multiple lines of computational
evidence suggest that the amino acid substitution will have a deleterious effect.

Neither of these patients carry the “at risk” haplotype shared by most MSSE families with Scottish
ancestry but these findings are consistent with a requirement for inherited permissive variants at a
second locus for the development of tumors in MSSE patients.

7. The Second Locus and the Distinctive Spectrum of TGFBR1 Mutations in Loeys Diets
Syndrome and MSSE

If uncommon inherited variants at a second locus are required for development of tumors in
TGFBR1 mutation carriers then only a small proportion of patients with TGFBR1 mutations ascertained
because they have Loeys Dietz syndrome would be expected to have MSSE. Few of them would have
inherited a permissive variant at the second locus.

All patients ascertained with MSSE would be expected to have permissive variants at the second
locus and so the frequency of the different classes of pathogenic TGFBR1 variants in these patients
should reflect their frequency in the general population. It is likely that the TGFBR1 variants that
predispose to Loeys Dietz syndrome are less common than other classes of pathogenic variants in the
gene. The reproductive fitness of carriers of TGFBR1 variants that cause Loeys Dietz syndrome is likely
to be reduced because of the substantial risk of early death from aortic dissection and other vascular
complications of the condition.

Pathogenic TGFBR1 sequence variants are rare and so estimation of the relative frequency of
subclasses of these variants in the general population is difficult, even with the large human variant
datasets that are now available [42].

8. Keratoacanthomas/Squamous Cell Carcinomas in Patients Treated with an TGFβ Monoclonal
Antibody

In a phase 1 study using GC1008 (Fresolimumab), a human anti-TGFβ monoclonal antibody,
to treat advanced malignant melanoma or renal cell carcinoma, 4 out of 29 patients developed
keratoacanthoma or squamous cell carcinoma-like skin tumors [43]. Multiple skin tumors developed.
The lesions that were not removed resolved spontaneously over a period of weeks or months after
treatment was discontinued. The skin tumors occurred in patients with greater GC1008 exposure,
patients treated at higher doses, receiving extended treatment, or both.

A higher proportion of patients (14%) developed skin tumors than would be expected if they
had a predisposition to tumor development conferred by variants at the TGFBR1 linked locus that
predispose to MSSE.

In MSSE loss of heterozygosity, studies suggest that tumors arise from cells with biallelic
inactivation of TGFBR1 in a microenvironment with stromal cells with mono-allelic TGFBR1 mutations.
Anti-TGFβ monoclonal antibodies seem to induce development of similar tumors in the absence of
permissive variants at the second MSSE locus. Anti-TGFβ monoclonal antibodies may have a more
significant effect on TGFβ signaling in stromal cells than inherited mono-allelic TGFBR1 mutations.
Anti-TGFβ monoclonal antibodies may also inhibit signaling in tumor keratinocytes through pathways
that do not require TGFβR1.
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9. Conclusions

Identification of TGFBR1 mutations in MSSE patients has had some clinical benefits. MSSE can be
diagnosed earlier and more reliably, resulting in improved treatment with avoidance of potentially
damaging radiotherapy. Testing for pathogenic TGFBR1 variants can help distinguish between MSSE
and conditions such Lynch syndrome in which multiple keratoacanthomas can occur. Evidence from
the spectrum of TGFBR1 mutations in MSSE shows that truncating mutations detected in patients with
thoracic aortic aneurysms in the course of diagnostic testing must be viewed with caution and not
used as the basis of predictive tests for relatives.

TGFβ signaling has diverse effects on the behavior of epithelial tumor cells and the many
stromal cell types that generate and condition the microenvironment in which tumors develop [44].
The mechanisms by which inherited TGFBR1 mutations cause invasive tumors that consistently resolve
spontaneously have still to be elucidated. Whether tumor resolution is due to immunological
mechanisms or to intrinsic properties, the tumor cells or their microenvironment is unknown.
TGFβ1 exhibits biphasic actions in murine skin squamous cell carcinomas: suppressing early tumor
growth but enhancing malignant conversion. It is tempting to speculate that the TGFBR1 mutations in
MSSE have a reciprocal effect, promoting the early stages of tumor development [45]. Identification of
the second TGFBR1 linked locus is likely to improve our understanding of pathogenesis of tumors in
MSSE and related sporadic tumors. Somatic TGFBR1 mutations are common in sporadic squamous cell
carcinomas of the skin [46]. In a recent study of squamous cell carcinomas of the skin combining single
cell RNA-seq with other methods providing spatial data, it was possible to define tumor and stomal
cell populations and the communication network that they engage in cancer [47]. Application of these
technologies to tumors from MSSE patients would be likely to yield fascinating results.

Funding: This research received no external funding.

Acknowledgments: I would like to thank the many patients and families with MSSE without whose support
many of the studies cited in this review would not have been possible. I would also like to thank Malcolm
Ferguson-Smith for giving me the opportunity to investigate this remarkable condition.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Ferguson-Smith, J. A case of multiple primary squamous-celled carcinomata in a young man,
with spontaneous healing. Br. J. Dermatol. 1934, 46, 267. [CrossRef]

2. Ferguson-Smith, M.A.; Wallace, D.C.; James, Z.H.; Renwick, J.H. Multiple self-healing squamous epithelioma.
Birth Defects Orig. Artic. Ser. 1971, 7, 157–163. [PubMed]

3. Ferguson-Smith, M.A.; Goudie, D.R. Digenic/multilocus aetiology of multiple self-healing squamous
epithelioma (Ferguson-Smith disease): TGFBR1 and a second linked locus. Int. J. Biochem. Cell Biol. 2014,
53, 520–525. [CrossRef] [PubMed]

4. Wright, A.L.; Gawkrodger, D.J.; Branford, W.A.; McLaren, K.; Hunter, J.A. Self-healing epitheliomata of
Ferguson-Smith: Cytogenetic and histological studies, and the therapeutic effect of etretinate. Dermatologica
1988, 176, 22–28. [CrossRef] [PubMed]

5. Robertson, S.J.; Bashir, S.J.; Pichert, G.; Robson, A.; Whittaker, S. Severe exacerbation of multiple self-healing
squamous epithelioma (Ferguson-Smith disease) with radiotherapy, which was successfully treated with
acitretin. Clin. Exp. Derm. 2009, 35, e100–e102. [CrossRef] [PubMed]

6. Osunsade, L.; McEwan, C.N.; Lamont, D.; Yung, A. The importance of a multidisciplinary approach to the
diagnosis and management of Ferguson-Smith disease: A patient’s 24-year journey to diagnosis. Eur. J.
Plast. Surg. 2012, 35, 763–766. [CrossRef]

7. Goudie, D.R.; Yuille, M.A.; Leversha, M.A.; Furlong, R.A.; Carter, N.P.; Lush, M.J.; Affara, N.A.;
Ferguson-Smith, M.A. Multiple self-healing squamous epitheliomata (ESS1) mapped to chromosome
9q22-q31 in families with common ancestry. Nat. Genet. 1993, 3, 165–169. [CrossRef]

http://dx.doi.org/10.1111/j.1365-2133.1934.tb09778.x
http://www.ncbi.nlm.nih.gov/pubmed/5173258
http://dx.doi.org/10.1016/j.biocel.2014.04.007
http://www.ncbi.nlm.nih.gov/pubmed/24747516
http://dx.doi.org/10.1159/000248665
http://www.ncbi.nlm.nih.gov/pubmed/3338600
http://dx.doi.org/10.1111/j.1365-2230.2009.03668.x
http://www.ncbi.nlm.nih.gov/pubmed/19874360
http://dx.doi.org/10.1007/s00238-011-0687-6
http://dx.doi.org/10.1038/ng0293-165


Genes 2020, 11, 1410 10 of 12

8. Richards, F.M.; Goudie, D.R.; Cooper, W.N.; Jene, Q.; Barroso, I.; Wicking, C.; Wainwright, B.J.;
Ferguson-Smith, M.A. Mapping the multiple self-healing squamous epithelioma (MSSE) gene and
investigation of xeroderma pigmentosum group A (XPA) and PATCHED (PTCH) as candidate genes.
Hum. Genet. 1997, 101, 317–322. [CrossRef]

9. Goudie, D.R.; D’Alessandro, M.; Merriman, B.; Lee, H.; Szeverenyi, I.; Avery, S.; O’Connor, B.D.; Nelson, S.F.;
Coats, S.E.; Stewart, A.; et al. Multiple self-healing squamous epithelioma is caused by a disease-specific
spectrum of mutations in TGFBR1. Nat. Genet. 2011, 43, 365–369. [CrossRef]

10. Bose, S.; Morgan, L.J.; Booth, D.R.; Goudie, D.R.; Ferguson-Smith, M.A.; Richards, F.M. The elusive multiple
self-healing squamous epithelioma (MSSE) gene: Further mapping, analysis of candidates, and loss of
heterozygosity. Oncogene 2006, 25, 806–812. [CrossRef]

11. D’Alessandro, M.; Coats, S.E.; Morley, S.M.; Mackintosh, L.; Tessari, G.; Turco, A.; Gerdes, A.M.; Pichert, G.;
Whittaker, S.; Brandrup, F.; et al. Multiple self-healing squamous epithelioma in different ethnic groups:
More than a founder mutation disorder? J. Investig. Dermatol. 2007, 127, 2336–2344. [CrossRef] [PubMed]

12. Debroy Kidambi, A.; Cook, J.; Messenger, A.G. A case of Ferguson–Smith disease. Clin. Exp. Dermatol. 2017,
42, 570–572. [CrossRef] [PubMed]

13. Müller, C.; Güvenc, B.; Henn, W.; Christmann, A.; Vogt, T.; Pföhler, C. Familiäre Keratoakanthome vom Typ
Ferguson-Smith: Ein Fallbericht mit Nachweis einer bislang nicht beschriebenen Mutation im TGFBR-1-Gene.
Aktuelle Dermatol. 2016, 42, 518–519. [CrossRef]

14. Shukur, Z.; Chung, N.; Goudie, D.; Lacy, K.; Shaw, A. Novel phenotypic overlap between Ferguson-smith
disease and Loeys-Dietz syn- drome. 11th BAD RCP medical dermatology meeting; London. Br. J. Dermatol.
2016, 174, 24–31.

15. Sirisomboonwong, K.E.; Martindale, J.; Keefe, M.; Goudie, D.; Poke, G. Features of multiple self-healing
squamous epithelioma and Loeys-Dietz syndrome in a patient with a novel TGFBR1 variant. Am. J. Med.
Genet. A 2018, 176, 2892–2895. [CrossRef]

16. Feldmeyer, L.; Szeverenyi, I.; Mandallaz, M.; Lane, E.B.; Hohl, D. Late-Onset Multiple Self-Healing Squamous
Epithelioma Ferguson-Smith Recurrence Induced by Radiotherapy. Case Rep. Derm. 2016, 8, 344–349.
[CrossRef]

17. Loeys, B.L.; Schwarze, U.; Holm, T. Aneurysm syndromes caused by mutations in the TGF-beta receptor.
N. Engl. J. Med. 2006, 355. [CrossRef]

18. Loeys, B.L.; Chen, J.; Neptune, E.R. A syndrome of altered cardiovascular, craniofacial, neurocognitive and
skeletal development caused by mutations in TGFBR1 or TGFBR2. Nat. Genet. 2005, 37. [CrossRef]

19. Mizuguchi, T.; Collod-Beroud, G.; Akiyama, T.; Abifadel, M.; Harada, N.; Morisaki, T.; Allard, D.; Varret, M.;
Claustres, M.; Morisaki, H.; et al. Heterozygous TGFBR2 mutations in Marfan syndrome. Nat. Genet. 2004,
36, 855–860. [CrossRef]

20. Pannu, H.; Fadulu, V.T.; Chang, J.; Lafont, A.; Hasham, S.N.; Sparks, E.; Giampietro, P.F.; Zaleski, C.;
Estrera, A.L.; Safi, H.J.; et al. Mutations in transforming growth factor-beta receptor type II cause familial
thoracic aortic aneurysms and dissections. Circulation 2005, 112, 513–520. [CrossRef]

21. Ades, L.C.; Sullivan, K.; Biggin, A.; Haan, E.A.; Brett, M.; Holman, K.J.; Dixon, J.; Robertson, S.; Holmes, A.D.;
Rogers, J.; et al. FBN1, TGFBR1, and the Marfan-craniosynostosis/mental retardation disorders revisited.
Am. J. Med. Genet. A 2006, 140, 1047–1058. [CrossRef] [PubMed]

22. Akutsu, K.; Morisaki, H.; Takeshita, S.; Sakamoto, S.; Tamori, Y.; Yoshimuta, T.; Yokoyama, N.; Nonogi, H.;
Ogino, H.; Morisaki, T. Phenotypic heterogeneity of Marfan-like connective tissue disorders associated with
mutations in the transforming growth factor-beta receptor genes. Circ. J. 2007, 71, 1305–1309. [CrossRef]
[PubMed]

23. Drera, B.; Tadini, G.; Barlati, S.; Colombi, M. Identification of a novel TGFBR1 mutation in a Loeys-Dietz
syndrome type II patient with vascular Ehlers-Danlos syndrome phenotype. Clin. Genet. 2008, 73, 290–293.
[CrossRef] [PubMed]

24. Drera, B.; Ritelli, M.; Zoppi, N.; Wischmeijer, A.; Gnoli, M.; Fattori, R.; Calzavara-Pinton, P.G.; Barlati, S.;
Colombi, M. Loeys-Dietz syndrome type I and type II: Clinical findings and novel mutations in two Italian
patients. Orphanet J. Rare Dis. 2009, 4, 24. [CrossRef]

25. Matyas, G.; Arnold, E.; Carrel, T.; Baumgartner, D.; Boileau, C.; Berger, W.; Steinmann, B. Identification and in
silico analyses of novel TGFBR1 and TGFBR2 mutations in Marfan syndrome-related disorders. Hum. Mutat.
2006, 27, 760–769. [CrossRef]

http://dx.doi.org/10.1007/s004390050635
http://dx.doi.org/10.1038/ng.780
http://dx.doi.org/10.1038/sj.onc.1209092
http://dx.doi.org/10.1038/sj.jid.5700914
http://www.ncbi.nlm.nih.gov/pubmed/17554363
http://dx.doi.org/10.1111/ced.13054
http://www.ncbi.nlm.nih.gov/pubmed/28543632
http://dx.doi.org/10.1055/s-0042-113090
http://dx.doi.org/10.1002/ajmg.a.40652
http://dx.doi.org/10.1159/000447481
http://dx.doi.org/10.1056/NEJMoa055695
http://dx.doi.org/10.1038/ng1511
http://dx.doi.org/10.1038/ng1392
http://dx.doi.org/10.1161/CIRCULATIONAHA.105.537340
http://dx.doi.org/10.1002/ajmg.a.31202
http://www.ncbi.nlm.nih.gov/pubmed/16596670
http://dx.doi.org/10.1253/circj.71.1305
http://www.ncbi.nlm.nih.gov/pubmed/17652900
http://dx.doi.org/10.1111/j.1399-0004.2007.00942.x
http://www.ncbi.nlm.nih.gov/pubmed/18070134
http://dx.doi.org/10.1186/1750-1172-4-24
http://dx.doi.org/10.1002/humu.20353


Genes 2020, 11, 1410 11 of 12

26. Sakai, H.; Visser, R.; Ikegawa, S.; Ito, E.; Numabe, H.; Watanabe, Y.; Mikami, H.; Kondoh, T.; Kitoh, H.;
Sugiyama, R.; et al. Comprehensive genetic analysis of relevant four genes in 49 patients with Marfan
syndrome or Marfan-related phenotypes. Am. J. Med. Genet. A 2006, 140, 1719–1725. [CrossRef]

27. Singh, K.K.; Rommel, K.; Mishra, A.; Karck, M.; Haverich, A.; Schmidtke, J.; Arslan-Kirchner, M. TGFBR1 and
TGFBR2 mutations in patients with features of Marfan syndrome and Loeys-Dietz syndrome. Hum. Mutat.
2006, 27, 770–777. [CrossRef]

28. Soylen, B.; Singh, K.K.; Abuzainin, A.; Rommel, K.; Becker, H.; Arslan-Kirchner, M.; Schmidtke, J. Prevalence of
dural ectasia in 63 gene-mutation-positive patients with features of Marfan syndrome type 1 and Loeys-Dietz
syndrome and report of 22 novel FBN1 mutations. Clin. Genet. 2009, 75, 265–270. [CrossRef]

29. Tran-Fadulu, V.; Pannu, H.; Kim, D.H.; Vick, G.W., 3rd; Lonsford, C.M.; Lafont, A.L.; Boccalandro, C.; Smart, S.;
Peterson, K.L.; Hain, J.Z.; et al. Analysis of multigenerational families with thoracic aortic aneurysms and
dissections due to TGFBR1 or TGFBR2 mutations. J. Med. Genet. 2009, 46, 607–613. [CrossRef]

30. Renard, M.; Trachet, B.; Casteleyn, C.; Campens, L.; Cornillie, P.; Callewaert, B.; Deleye, S.; Vandeghinste, B.;
van Heijningen, P.M.; Dietz, H.; et al. Absence of cardiovascular manifestations in a haploinsufficient Tgfbr1
mouse model. PLoS ONE 2014, 9, e89749. [CrossRef]

31. Chung Kang, H.; Quigley, D.A.; Kim, I.J.; Wakabayashi, Y.; Ferguson-Smith, M.A.; D’Alessandro, M.;
Birgitte Lane, E.; Akhurst, R.J.; Goudie, D.R.; Balmain, A. Multiple Self-Healing Squamous Epithelioma
(MSSE): Rare Variants in an Adjacent Region of Chromosome 9q22.3 to Known TGFBR1 Mutations Suggest a
Digenic or Multilocus Etiology. J. Investig. Dermatol. 2013. [CrossRef] [PubMed]

32. van de Laar, I.M.B.H.; Oldenburg, R.A.; Pals, G.; Roos-Hesselink, J.W.; de Graaf, B.M.; Verhagen, J.M.A.;
Hoedemaekers, Y.M.; Willemsen, R.; Severijnen, L.-A.; Venselaar, H.; et al. Mutations in SMAD3 cause
a syndromic form of aortic aneurysms and dissections with early-onset osteoarthritis. Nat. Genet. Adv.
Online Publ. 2011, 43, 121–126. [CrossRef] [PubMed]

33. Bertoli-Avella, A.M.; Gillis, E.; Morisaki, H.; Verhagen, J.M.A.; de Graaf, B.M.; van de Beek, G.; Gallo, E.;
Kruithof, B.P.T.; Venselaar, H.; Myers, L.A.; et al. Mutations in a TGF-β Ligand, TGFB3, Cause Syndromic
Aortic Aneurysms and Dissections. J. Am. Coll. Cardiol. 2015, 65, 1324–1336. [CrossRef] [PubMed]

34. Lindsay, M.E.; Schepers, D.; Bolar, N.A.; Doyle, J.J.; Gallo, E.; Fert-Bober, J.; Kempers, M.J.E.; Fishman, E.K.;
Chen, Y.; Myers, L.; et al. Loss-of-function mutations in TGFB2 cause a syndromic presentation of thoracic
aortic aneurysm. Nat. Genet. 2012, 44, 922–927. [CrossRef] [PubMed]

35. Rienhoff, H.Y., Jr.; Yeo, C.-Y.; Morissette, R.; Khrebtukova, I.; Melnick, J.; Luo, S.; Leng, N.; Kim, Y.-J.;
Schroth, G.; Westwick, J.; et al. A mutation in TGFB3 associated with a syndrome of low muscle mass,
growth retardation, distal arthrogryposis and clinical features overlapping with marfan and loeys–dietz
syndrome. Am. J. Med. Genet. Part. A 2013, 161, 2040–2046. [CrossRef] [PubMed]

36. Matyas, G.; Naef, P.; Tollens, M.; Oexle, K. De novo mutation of the latency-associated peptide domain of
TGFB3 in a patient with overgrowth and Loeys–Dietz syndrome features. Am. J. Med. Genet. Part. A 2014,
164, 2141–2143. [CrossRef]

37. Makino, K.; Jinnin, M.; Hirano, A.; Yamane, K.; Eto, M.; Kusano, T.; Honda, N.; Kajihara, I.; Makino, T.;
Sakai, K.; et al. The downregulation of microRNA let-7a contributes to the excessive expression of type I
collagen in systemic and localized scleroderma. J. Immunol. 2013, 190, 3905–3915. [CrossRef]

38. Fujiwara, T.; Takeda, N.; Hara, H.; Morita, H.; Kishihara, J.; Inuzuka, R.; Yagi, H.; Maemura, S.; Toko, H.;
Harada, M.; et al. Distinct variants affecting differential splicing of TGFBR1 exon 5 cause either Loeys–Dietz
syndrome or multiple self-healing squamous epithelioma. Eur. J. Hum. Genet. 2018, 26, 1151–1158. [CrossRef]

39. Gallo, E.M.; Loch, D.C.; Habashi, J.P.; Calderon, J.F.; Chen, Y.; Bedja, D.; van Erp, C.; Gerber, E.E.; Parker, S.J.;
Sauls, K.; et al. Angiotensin II-dependent TGF-beta signaling contributes to Loeys-Dietz syndrome vascular
pathogenesis. J. Clin. Investig. 2014, 124, 448–460. [CrossRef]

40. Cardoso, S.; Robertson, S.P.; Daniel, P.B. TGFBR1 mutations associated with Loeys-Dietz syndrome are
inactivating. J. Recept. Signal. Transduct. Res. 2012, 32, 150–155. [CrossRef]

41. Richards, S.; Aziz, N.; Bale, S.; Bick, D.; Das, S.; Gastier-Foster, J.; Grody, W.W.; Hegde, M.; Lyon, E.; Spector, E.;
et al. Standards and guidelines for the interpretation of sequence variants: A joint consensus recommendation
of the American College of Medical Genetics and Genomics and the Association for Molecular Pathology.
Genet. Med. 2015, 17, 405–424. [CrossRef] [PubMed]

http://dx.doi.org/10.1002/ajmg.a.31353
http://dx.doi.org/10.1002/humu.20354
http://dx.doi.org/10.1111/j.1399-0004.2008.01126.x
http://dx.doi.org/10.1136/jmg.2008.062844
http://dx.doi.org/10.1371/journal.pone.0089749
http://dx.doi.org/10.1038/jid.2013.45
http://www.ncbi.nlm.nih.gov/pubmed/23358096
http://dx.doi.org/10.1038/ng.744
http://www.ncbi.nlm.nih.gov/pubmed/21217753
http://dx.doi.org/10.1016/j.jacc.2015.01.040
http://www.ncbi.nlm.nih.gov/pubmed/25835445
http://dx.doi.org/10.1038/ng.2349
http://www.ncbi.nlm.nih.gov/pubmed/22772368
http://dx.doi.org/10.1002/ajmg.a.36056
http://www.ncbi.nlm.nih.gov/pubmed/23824657
http://dx.doi.org/10.1002/ajmg.a.36593
http://dx.doi.org/10.4049/jimmunol.1200822
http://dx.doi.org/10.1038/s41431-018-0127-1
http://dx.doi.org/10.1172/JCI69666
http://dx.doi.org/10.3109/10799893.2012.664553
http://dx.doi.org/10.1038/gim.2015.30
http://www.ncbi.nlm.nih.gov/pubmed/25741868


Genes 2020, 11, 1410 12 of 12

42. Karczewski, K.J.; Francioli, L.C.; Tiao, G.; Cummings, B.B.; Alfoldi, J.; Wang, Q.; Collins, R.L.; Laricchia, K.M.;
Ganna, A.; Birnbaum, D.P.; et al. The mutational constraint spectrum quantified from variation in 141,456
humans. Nature 2020, 581, 434–443. [CrossRef] [PubMed]

43. Morris, J.C.; Tan, A.R.; Olencki, T.E.; Shapiro, G.I.; Dezube, B.J.; Reiss, M.; Hsu, F.J.; Berzofsky, J.A.;
Lawrence, D.P. Phase I Study of GC1008 (Fresolimumab): A Human Anti-Transforming Growth Factor-beta
(TGFβ) Monoclonal Antibody in Patients with Advanced Malignant Melanoma or Renal Cell Carcinoma.
PLoS ONE 2014, 9, e90353. [CrossRef] [PubMed]

44. Derynck, R.; Turley, S.J.; Akhurst, R.J. TGFbeta biology in cancer progression and immunotherapy. Nat. Rev.
Clin. Oncol. 2020. [CrossRef]

45. Cui, W.; Fowlis, D.J.; Bryson, S.; Duffie, E.; Ireland, H.; Balmain, A.; Akhurst, R.J. TGFbeta1 inhibits the
formation of benign skin tumors, but enhances progression to invasive spindle carcinomas in transgenic
mice. Cell 1996, 86, 531–542. [CrossRef]

46. Cammareri, P.; Rose, A.M.; Vincent, D.F.; Wang, J.; Nagano, A.; Libertini, S.; Ridgway, R.A.; Athineos, D.;
Coates, P.J.; McHugh, A.; et al. Inactivation of TGFbeta receptors in stem cells drives cutaneous squamous
cell carcinoma. Nat. Commun. 2016, 7, 12493. [CrossRef]

47. Ji, A.L.; Rubin, A.J.; Thrane, K.; Jiang, S.; Reynolds, D.L.; Meyers, R.M.; Guo, M.G.; George, B.M.; Mollbrink, A.;
Bergenstrahle, J.; et al. Multimodal Analysis of Composition and Spatial Architecture in Human Squamous
Cell Carcinoma. Cell 2020, 182, 497–514.e422. [CrossRef]

Publisher’s Note: MDPI stays neutral with regard to jurisdictional claims in published maps and institutional
affiliations.

© 2020 by the author. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1038/s41586-020-2308-7
http://www.ncbi.nlm.nih.gov/pubmed/32461654
http://dx.doi.org/10.1371/journal.pone.0090353
http://www.ncbi.nlm.nih.gov/pubmed/24618589
http://dx.doi.org/10.1038/s41571-020-0403-1
http://dx.doi.org/10.1016/S0092-8674(00)80127-0
http://dx.doi.org/10.1038/ncomms12493
http://dx.doi.org/10.1016/j.cell.2020.05.039
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Clinical Features 
	Genetic Linkage 
	Pathogenic TGFBR1 Sequence Variants Cause MSSE 
	Digenic Inheritance: TGFBR1 and a Second Linked Locus on the Long Arm of Chromosome 9 
	MSSE Is Allelic to Loeys Dietz Syndrome Caused by TGFBR1 Mutations 
	TGFBR1 Variants in MSSE Patients with Aortic Aneurysms 
	The Second Locus and the Distinctive Spectrum of TGFBR1 Mutations in Loeys Diets Syndrome and MSSE 
	Keratoacanthomas/Squamous Cell Carcinomas in Patients Treated with an TGF Monoclonal Antibody 
	Conclusions 
	References

