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ABSTRACT
The crucial role of structural support fulfilled by keratin intermediate filaments
(IFs) in surface epithelia likely requires that they be organized into crosslinked networks.
For IFs comprised of keratins 5 and 14, found in basal epidermal keratinocytes, formation
of crosslinked bundles is, in part, self-driven through cis-acting determinants. Here, we
targeted the expression of a bundling-competent KRT5/KRT8 chimeric cDNA (KRT8bc),
or bundling-deficient wildtype KRT8 as a control, to the epidermal basal layer of Krt5
null mice to assess the functional importance of keratin IF self-organization in vivo. We
report that targeted expression of K8bc rescued Krt5 null mice with ~47% frequency,
while K8 failed to rescue. This outcome correlated with lower than expected levels of
K8bc and especially K8 mRNA and protein in the epidermis of E18.5 replacement
embryos. Electron microscopy of E18.5 embryonic skin revealed that the defects
observed in filament bundling, cytoarchitecture, and mitochondria are partially restored
by KRT8bc expression. As young adults, viable KRT8bc replacement mice develop
alopecia and chronic skin lesions, indicating that the skin epithelia are not completely
normal. These findings are consistent with a contribution of self-mediated organization
of keratin IFs to structural support and cytoarchitecture in basal layer keratinocytes of the
epidermis, and underscore the importance of context-dependent regulation for keratins in
vivo.
Structural support is not the only function fulfilled by K5 in skin. A recent
genome-wide association study has identified novel single nucleotide polymorphisms
(SNPs) altering the K5 coding sequence and conferring an increased susceptibility to
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basal cell carcinoma (BCC). We conducted an initial assessment of the properties of the
K5 variants G138E and D197E in cultured HeLa cells. We found that these two keratin
variants readily integrate into endogenous filament networks of HeLa cells, and do not
exhibit any egregious assembly properties. We also show that these mutants do not alter
the expression of early effectors in Sonic hedgehog (Shh) or Wnt signaling pathways.
Relative to wildtype, expression of these KRT5 variants alter the RNA expression of two
inflammatory cytokines, CCL2 and CXCL5. These findings point to a possible
mechanism by which KRT5 SNPs may increase BCC susceptibility.
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CHAPTER 1

INTRODUCTION
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The Keratin Gene Family
The most basic form of life on the planet is the cell, and all cells have some form
of a cytoskeletal network. In metazoans, this cytoskeleton consists of three fibrous
polymers: microfilaments, intermediate filaments, and microtubules. Together, these
cytoskeletal proteins fulfill many functions in the cell, including maintenance and
modification to cell shape, the ability to form cellular structures and appendages, cell
division, locomotion within their environment, and the ability to fend off stress.
Intermediate filaments can be categorized into a variety of subtypes according to
their gene structure and sequence homology (Fig. 1.1). Intermediate filaments (IFs)
were first described in muscle by Holtzer and colleagues as 10nm-wide filamentous
elements, thus distinct from and intermediate in diameter relative to the already known
actin filaments (6nm) and microtubules (23nm) (Ishikawa et al., 1968). Although IFforming cytoskeletal proteins are quite diverse, they all share a similar tripartite domain
structure. The hallmark of this structure is a central rod domain, which is 310 amino
acids long in virtually all IF proteins and consist of four α-helical subdomains separated
by three short non-helical linker segments (Fig 1.1). This central rod domain is flanked
by a head domain and a tail domain at the amino- and carboxy-terminal ends of the rod
domain, respectively (Steinert and Parry, 1985). These head and tail domains vary
greatly between members of this superfamily in both length and primary structure.
Keratins make up the majority of this protein superfamily, accounting for 54 of the 70
functional IF genes in humans (Chung et al., 2013). Keratin genes can be further divided
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Figure 1.1: Introduction to Intermediate Filaments (IFs). A) Classification of IF
genes and proteins by type, according to gene substructure and sequence homology, and
cell type-specificity of their distribution in the body (note: the latter list is partial). B)
Visualization of assembled 10nm-wide IFs reconstituted from purified recombinant
proteins (the type II K5 and type I K14; human) by negative staining and transmission
electron microscopy. Bar equals 100nm. C) Schematic representation of the common
tripartite domain structure shared by all IF proteins. A central rod domain, comprised of
heptad repeat-containing α-helical coils 1A, 1B, 2A, and 2B and separated by non-heptad
repeat-containing linkers L1, L12, and L2, is flanked by ‘head’ and ‘tail’ domains of
variable length and primary structure at the N-termini and C-termini, respectively. The
boundaries of the rod domain (see blue bars) are highly conserved in primary structure
among IF proteins. Image reproduced with permission from Chung et al., 2013.
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Figure 1.1: Introduction to Intermediate Filaments (IFs).
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into two types: type I, of which there are 28 functional genes encoding smaller sized
proteins (range: 40-64 kilodaltons [kDa]) with an acidic isoelectric point, and type II
keratins, of which there are 26 genes encoding proteins of a slightly large size (52-67
kDa) and a basic to neutral isoelectric point (Moll et al., 1982).
Assembly of 10nm filaments is initiated by the association of one type I keratin
and one type II keratin associate along their central α-helical rod domain, in register and
parallel orientation, to form a structurally asymmetric coiled-coil dimer (Herrmann and
Aebi, 2004). Two of these type I/ type II keratin heterodimers then associate with each
other, in a staggered and antiparallel fashion, resulting in structurally symmetric
heterotetramers (Herrmann and Aebi, 2004; Bernot et al., 2005). These heterotetramers
interact with each other, end-to-end and along their lateral surfaces, to give rise to mature
10nm filaments (Herrmann and Aebi, 2004; Kim and Coulombe, 2007; Lee et al., 2012).
On average, mature 10nm filaments are comprised of 32 polypeptide chains across their
width, which are organized into four so-called protofibrils intertwined along the main
axis of the fiber (Herrmann and Aebi, 2004; Kim and Coulombe, 2007; Lee et al., 2012).
The resulting filaments interact with each other, with cell-cell and cell-matrix junctions,
and with the nuclear surface to form a classic pan-cytoplasmic network (Fuchs and
Cleveland, 1998; Coulombe and Wong, 2004; Wilhelmsen et al., 2005).
Organization and Regulation of Keratin Gene Expression
All functional type I and type II keratin genes are clustered on the long arms of
chromosomes 17 and 12, respectively, in the human genome, an arrangement that is
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conserved in other mammalian genomes (Hesse et al., 2004). The only exception is the
gene encoding the type I keratin 18, which is located at the telomeric end of the type II
cluster (Waseem et al., 1990). This peculiar organization has implications for the
evolution and regulation of keratin genes (Waseem et al., 1990), but is poorly understood
at present.
Because filament assembly is initiated with one of each type of keratin proteins,
the regulation of keratin genes is tightly regulated in a pairwise fashion, with type I and
type II proteins being expressed in specific epithelial compartments (Moll et al., 1982;
Tyner and Fuchs, 1986). For example, cells in the stratum basale (basal layer) of skin
epidermis express the type II keratin 5 (K5) and the type I keratins 14 and 15 (K14 and
K15) (Fuchs and Green, 1980; Nelson and Sun, 1983; Lloyd et al., 1995). Upon
commitment to terminal differentiation program, the expression of these keratins is down
regulated at the transcriptional level, and the expression of the type I keratin K10 and the
type II keratin K1 is initiated (Fuchs and Green, 1980; Woodcock-Mitchell et al., 1982).
This shift in keratin expression occurs concomitantly with the cell’s exit from the basal
compartment and from the cell cycle, and its entry into the stratum spinosum (spinous
layer) of the epidermis. Eventually, expression of the type II keratin K2e is initiated in
the stratum granulosum (granular layer), which corresponds to a more advanced stage of
terminal differentiation (Collin et al., 1992; Fuchs, 1995). Finally, cells complete their
differentiation program and become metabolically-inactive squames, which make up the
stratum corneum (cornified layers) of the mature epidermis (Fuchs and Green, 1980). In
contrast, simple epithelia, e.g., the liver, intestinal tract, and pancreas, primarily express
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the type II keratins K7/K8 and type I keratins K18, K19, and K20 in combinations that
are often specific to the tissue (Ku et al., 1999). For example, hepatocytes express K8
and K18 exclusively, while the epithelial cells which line the colon also express K19 and
K20 (Ku et al., 1999).
The mechanism behind this tight, context-specific regulation of keratin genes is
an area of active research. Work in the context of skin epithelia has revealed a unique set
of binding sites in the promoters of keratins, which overlap in keratin pairs that are
expressed in specific contexts (Leask et al., 1991; Byrne et al., 1994; Sinha et al., 2000).
In the case of human KRT5 and KRT14 genes, expression is restricted to the basal cell
layer in the epidermis by interaction of a combination of transcription factors with
regions located upstream of the coding region of the genes (Leask et al., 1991; Byrne et
al., 1994). Transcription factors such as AP-2 and Sp1 have been shown to be positive
regulators of the expression of these genes in basal cells (Byrne, 1997). Conversely,
POU domain proteins have been shown to negatively regulate the expression of these
genes in the suprabasal layers of the epidermis (Andersen et al., 1997; Faus et al., 1994).
Other transcription factors and regulators, including NF-κB and Notch, have also been
shown to be involved in this complicated regulation paradigm (Seitz et al., 1998; Wang et
al., 2008).
Keratins are also regulated at the protein level through several types of posttranslational modifications. For example, phosphorylation of keratins was first described
in 1978, and has since been shown to play an important role in regulating keratins (Sun
and Green, 1978; Omary et al., 2006; Snider and Omary, 2014). The importance of this
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modification is reflected by the presence of numerous potential serine/threonine
phosphorylation sites in their non-helical head and tail domains (Omary et al., 2006;
Izawa and Inagaki, 2006; Snider and Omary, 2014). The effect of this post-translational
modification is, like the keratin proteins themselves, context- and protein- specific (Pan et
al., 2013; Snider and Omary, 2014). Since keratin filaments are stable structures within
the cell, one mode of action of phosphorylation is to regulate the solubility of keratin
assembly subunits (Nishizawa et al., 1991; Yano et al., 1991; Izawa and Inagaki, 2006).
For instance, cells undergoing mitosis often reorganize their IF network, and this is
achieved in part through site-specific phosphorylation (Nishizawa et al., 1991; Yano et
al., 1991; Toivola et al., 2002; Woll et al., 2007). Phosphorylation-based regulation of
IFs also takes place in cells responding to stress or undergoing apoptosis (Toivola et al.,
2002; Ridge et al., 2005; Liao et al., 1997). It is clear from these studies that
phosphorylation of keratin proteins on residues located in the C-terminal tail and
especially the N-terminal head domains induces a reorganization of the filament structure
(Omary et al., 2006; Snider and Omary, 2014).
Keratin filaments tend to be long-lasting structures in the epithelial cells in which
they occur (Omary et al., 2006). They can be, however, very dynamic depending on the
biological context. While phosphorylation of keratin proteins or their interaction with
cellular proteins (e.g., 14-3-3 proteins) play a role in the reversible reorganization or
disassembly of filaments into their constituent tetramers, the ubiquitin-proteasome
pathway is involved in the irreversible degradation of their constituent proteins (Rogel et
al., 2010). In this pathway, ubiquitin is covalently attached to target proteins via a three8	
  

enzyme cascade (Ciechanover and Schwartz, 1998). The first two steps of this cascade,
the activation of the ubiquitin molecule by E1 and the transfer of the ubiquitin to a
conjugating enzyme by E2, are generally conserved among the many targets within a cell
(Ciechanover and Schwartz, 1998). The final step of covalently linking ubiquitin to
target proteins is carried out by E3 ubiquitin ligases, which are unique to the proteins
targeted (Ciechanover and Schwartz, 1998). A number of stress-related E2 enzymes have
been implicated in keratin ubiquitylation, including UbcH5b, UbcH5c, Ubc3, and Ubc6
(Jaitovich et al., 2008; Na et al., 2010; Rogel et al., 2010). While the E3 ligases specific
to wildtype keratins are still unknown, the chaperone-associated E3 ligase CHIP/STUB1
has been shown to target mutant keratins for degradation (Loffek et al., 2010). This is
also relevant in the context of human diseases, as both wildtype and mutant keratin
proteins often form cellular aggregates in keratinopathies (Ku et al., 1996; Jaitovich et al.,
2008; Rogel et al., 2010; Loffek et al., 2010).
Other post-translational modifications have also been shown to impact keratin
regulation and dynamics. For instance, O-linked N-acetylglucosamine glycosylation and
SUMOylation have both been shown to regulate filament organization (Srikanth et al.,
2010; Snider et al., 2011). Modification of keratin proteins with these and other adducts
alters the protein surfaces available for protein-protein interactions. As such, the
interactome of modified keratin proteins is likely different from that of unmodified
keratins (Pan et al., 2013). For example, in the context of cellular stress, keratins are
ubiquitylated in a phosphorylation-dependent fashion, indicating a bridge between these
two post-translational modification pathways (Ku and Omary, 2000; Kwan et al., 2012).
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Elucidating the roles of these post-translational modifications and differentiallyinteracting proteins is an area of emerging discoveries. Another fruitful field of
investigation is the role of these post-translational modifications in non-mechanical
functions distinct from filament reorganization. These non-mechanical functions will be
discussed in a later section of this dissertation.
Keratin Intermediate Filaments Impart Structural Support to Epithelia
The complex and context-specific regulation of keratin genes and proteins reflect
their important functions in epithelia. Clues of these functions were first uncovered by
expressing cDNAs of keratin 14 deletion mutants in cells (Albers and Fuchs, 1987;
Albers and Fuchs, 1989; Coulombe et al., 1990). The protein products of these cDNAs
were shown to have a dominant and negative effect on the existing filament network in
cells (Albers and Fuchs, 1987; Albers and Fuchs, 1989; Coulombe et al., 1990). It was
also determined that deletions in the amino terminal rod domain lead to filament
assembly disruption (Coulombe et al., 1990). A major breakthrough in skin biology
occurred when these keratin 14 deletion mutant cDNAs were expressed in the epidermis
of mice (Vassar et al., 1991; Coulombe et al., 1991b). Mice expressing these deletion
mutants presented with basal cell fragility, a phenotype which was similar to the human
genetic disease Epidermolysis Bullosa simplex (EBS) (Vassar et al., 1991; Coulombe et
al., 1991b). The hallmark of this genetic disorder is cell and tissue fragility, and as such
patients with this disease present with bullous lesions on sites of frictional trauma
(Coulombe and Fuchs, 1993; Coulombe et al., 2009). The reason for the similarities
between the mouse models and EBS patients became clear when keratin 14 was cloned
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from EBS patients and mutations in the rod domain were identified (Coulombe et al.,
1991a). The behavior of these keratin mutants were observed in vitro and in transfected
cells, and suggested a causal relationship between keratin mutation and filament network
disruption (Coulombe et al., 1991a). In this setting, it was observed that the filament
assembly was disrupted in these variants, and that cells expressing these variants did not
form the pan-cytoplasmic networks observed with wildtype keratins (Coulombe et al.,
1991a). These data became the first of many pieces of evidence that keratins provide
structural support to the tissues in which they are expressed (Coulombe et al., 1991b;
Coulombe et al., 2009).Further evidence in support of this function for keratin
intermediate filaments was provided by the genetic ablation of Krt14 (Lloyd et al., 1995)
in mice. In this model, the animals presented with severe tissue fragility, resulting in the
formation of large blisters over most of the neonates’ bodies (Lloyd et al., 1995). It was
further shown that the blisters were formed as a result of cytolysis of the basal cells of the
epidermis, with the cytolysis occurring through the plane basal cells, much like what
occurs in earlier mouse models and EBS patients (Vassar et al., 1991; Coulombe et al.,
1991a; Coulombe et al., 1991b; Lloyd et al., 1995). The majority of these Krt14
knockout mice died two days after being born; however, due to the expression of another
type I keratin in the basal cells, K15, some animals survived to adulthood (Lloyd et al.,
1995).
Later, the function of keratin filaments as structural support networks was again
highlighted in the genetic ablation of a keratin gene, this time of K14’s binding partner in
the basal epidermis, Krt5 (Peters et al., 2001). However, this mouse model displayed a
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more severe phenotype than that observed in the Krt14 null mice. These animals
experienced severe tissue fragility at the time of birth, and all pups died within an hour of
birth (Peters et al., 2001). This phenotype supported the function assigned to keratin
filaments by previous work. The fact that the phenotype of the Krt5 null mice was more
severe than that observed in the Krt14 null mice is likely due to the expression of another
type I keratin in the basal cells of the epidermis, keratin 15 (Lloyd et al., 1995). Keratin 5
is the only type II keratin expressed in these cells, and therefore the consequences of the
loss of this binding partner was reflected in the increased severity of the mouse
phenotype (Peters et al., 2001).
EBS is not the only human disease that provides insight on the function of keratin
filaments. A similar disorder, called epidermolytic hyperkeratosis (EHK), was shown to
also be caused by mutations in keratins 1 and 10, which are expressed in the stratum
spinosum (Fuchs et al., 1992; Cheng et al., 1992; Chipev et al., 1992). Another disorder
called epidermolytic palmoplantar keratoderma (EPPK), which is hallmarked by blisters
occurring in the palms and soles of patients, has been shown to be caused by mutations in
keratin 9, a type I keratin specifically expressed in this type of epidermis (Reis et al.,
1994). Also, genetic ablation of keratin 6 leads to massive blistering secondary to the
acute fragility of filliform papillae in the dorsal aspect of the tongue (Wong et al., 2000).
Disorders such as EBS, EHK, EPPK, and others are caused by mutations in keratins that
are expressed under normal conditions in these tissues; however, tissue fragility is not
limited to mutations in keratins expressed in intact epithelia. For example, keratin 6,
along with keratins 16, and 17 are induced at the wound edge within hours of injury
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(Paladini et al., 1996). Hence, the fragility of Krt6 null keratinocytes is also observable
at the wound edge of skin grafts from these animals (Wong and Coulombe, 2003).
Further understanding of the structural support function of keratin filaments in
mice was yielded through a number of protein replacement experiments. The basis of
these experiments has been to generate a mouse which is null at a given keratin gene
locus, and is engineered to express an alternative keratin by means of a transgene. A
great deal of information has been garnered from experiments like this. For instance,
expression of the simple keratin K18 could not rescue the tissue fragility incurred due to
the loss of keratin 14 (Hutton et al., 1998), revealing that keratin filaments possess unique
properties dependent on their protein makeup. Other replacement experiments revealed
there is a surprising level of functional diversity between keratins. For example, the same
study showed that a chimeric keratin with the head and rod domains of keratin 16 and the
tail domain of keratin 14 was sufficient to rescue the blistering phenotype in the Krt14
null mice (Hutton et al., 1998). In contrast, expression of wildtype human keratin 16
under the direction of the keratin 14 promoter in the epidermis of transgenic mice results
in hyperproliferation of these cells, leading to hyperkeratosis of the tissue (Paladini and
Coulombe, 1998). When these animals were used in a breeding strategy for replacement
of keratin 14, the initial phenotype subsided to some degree, but the stratified epithelia of
the resulting replacement mice were not completely normal (Paladini and Coulombe,
1999).
Another experiment highlighted the likelihood of functional redundancy among
specific subgroups of highly homologous keratin proteins. For instance, when keratin 17
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was ectopically expressed in the basal cells of Krt14 null mouse epidermis by either the
expression of a GLI2 transgene or by treatment with a chemical activator of Nrf2, this
correlated with a significant rescue of the skin fragility phenotype of Krt14 null mice
(Kerns et al., 2007). This finding also provided further evidence for the induction of
these wound-inducible keratins as the reason most sites of blistering in human EBS
patients heal without scarring (Coulombe et al., 1991b; El Ghalbzouri et al., 2003; Kerns
et al., 2007). In each of these cases, the message was clear: cells and tissues require the
structural support function provided by intact keratin filaments (Coulombe et al., 2009).
Organization of Keratin Filaments into Cross-Linked Networks
A common theme regarding structural support among the classes of cytoskeletal
proteins is the formation of cross-linked networks to increase mechanical resilience
(Janmey et al., 1991; Coulombe et al., 2000). For intermediate filaments, one way this is
achieved is by the formation of stable non-covalent interactions within filaments as well
as with interacting proteins (Fuchs and Cleveland, 1998; Yamada et al., 2002; Lee and
Coulombe, 2009). At sites of cell-cell and cell-matrix anchorages, keratin filaments
interact with members of the plakin family, such as desmoplakin and plectin, which serve
as molecular bridges between cytoplasmic intermediate filaments and the junctional
complexes of desmosomes and hemidesmosomes, respectively (Fuchs and Cleveland,
1998; Coulombe and Wong, 2004; Sonnenberg and Liem, 2007). Keratin intermediate
filaments are also anchored at the surface of the nucleus via interaction with plectin, and
plectin’s subsequent interaction with nesprin-3 (Wilhelmsen et al., 2005). These
interactions complement one another towards forming a mechanically-sound intra- and
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supra-cellular network able to withstand deformation (Fuchs and Cleveland, 1998;
Yamada et al., 2002).
Keratin filaments are also subject to modification by several cross-linking
enzymes and interacting proteins. At a very late stage of terminal differentiation in the
epidermis, for example, keratins are acted upon by transglutaminases and cross-linked by
filaggrin, loricrin, and trichohyalin as the cornified envelope forms and matures (Steinert
and Marekov, 1995; Lee et al., 1993). For epithelial appendages such as hair, keratins
participate in extensive cross-linking through the hair keratin proteins’ cysteine-rich nonhelical regions (Fuchs and Cleveland, 1998). In both of these examples, cross-linking
keratin filaments results in a rigidly bundled structure, enhancing mechanical resilience
and aiding in the genesis of chemical and physical barriers.
Despite the wealth of knowledge pertaining to keratin cross-linking, the
mechanisms of keratin cross-linking in the general cytoplasm of basal progenitor cells
remain unclear. A possible explanation of this was identified during a study of the role of
keratin protein domain requirements during filament assembly (Wilson et al., 1992).
This study demonstrated that alterations in the assembly buffer conditions and of the
keratin protein structure via mutagenesis changed the propensity of the filaments to form
large bundles in vitro (Wilson et al., 1992). This observation was later determined to be
intrinsic to the keratin makeup of the filaments, and correlated with a markedly increased
elasticity (i.e., mechanical resilience) of filament suspensions (Ma et al., 2001; Bousquet
et al., 2001; Yamada et al., 2002). The pursuit of such efforts eventually determined that
a cross-linked organization of keratin filaments could be promoted in vitro depending on
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the ionic strength and/or the pH of the assembly buffer (Ma et al., 2001; Yamada et al.,
2002). This property of self-mediated organization into bundles was established as the
intrinsic pathway of keratin filament cross-linking (Coulombe et al., 2000; Lee and
Coulombe, 2009). Follow-up studies performed with K5 and K14 identified specific
domains within each protein which were responsible for this phenomenon (Lee and
Coulombe, 2009). Specifically, the distal portion of the tail domain in keratin 14 and two
regions within the rod domain of keratin 5 play key roles in conferring this property, both
in vitro and in transfected cells in culture (Lee and Coulombe, 2009). Such findings,
along with the absence of cytoplasmically-localized filament cross-linkers in basal
keratinocytes of the epidermis, suggest an important role for the so-called intrinsic
pathway of keratin filament bundling in their structural support function in vivo (Fig 1.2).
Initial efforts to explore this role in animal models are the subject of Chapter 2 of this
dissertation.
Keratins as Modulators of Cytoarchitecture
Since keratins make up a significant percentage of cellular protein content (Sun
and Green, 1978; Feng et al., 2013), they are poised to impact a large number of cellular
processes (Kim and Coulombe, 2007; Pan et al., 2013). Moreover, the pan-cytoplasmic
distribution of keratin filaments, especially in surface epithelia, allows them to play
significant roles in cytoarchitecture. A recent study demonstrated that organization of
keratin filaments into cross-linked networks significantly alters the rate of spreading and
surface area of skin keratinocytes in culture, likely owing to generation of inward tension
(Lee and Coulombe, 2009).
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Figure 1.2: Mechanisms of Keratin Filament Bundling in Basal Keratinocytes of
Epidermis. Ultrastructural examination shows that keratin filaments are abundant and
show a loosely bundled organization in basal layer keratinocytes of epidermis. Although
the molecular basis for the attachment of keratin filaments at cell–cell and cell–matrix
adhesion sites is well understood, the mechanisms responsible for filament bundling in
the general cytoplasm are unknown. We propose that in basal keratinocytes and related
cell types, this organization results from contributions from both intrinsic (e.g., selfdriven) and extrinsic (e.g., associated proteins such as plectin and epiplakin)
determinants. Both determinants are postulated to be required for the key structural
support role fulfilled by K5/K14 filaments in basal keratinocytes. Self-organization of
K5/K14 filaments into cross-linked networks involves interaction between the short T2
segment at the extreme C terminus of K14, and two distinct regions in K5 (the “head-1A”
and “L2-2B” regions) contributed by adjacent filaments within a bundle. Exposure of the
K14 tail domain at the filament surface is directly supported by experiments that involved
partial proteolysis of assembled K5/K14 filaments. The two regions in K5 rod domain are
both required for full expression of the self-organization potential. The “head-1A” and
“L2-2B” regions are ~300Å apart in K5, implying that the small K14’s T2 segment (25
residues long) is too short to engage both of them within the same K5 molecule. By
virtue of its richness in threonine and especially serine residues, K14’s T1 domain is
poised to regulate T2 function, and thus the intrinsic pathway of K5/K14 filament
organization, via phosphorylation. Image reproduced with permission from Lee and
Coulombe, 2009.
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Figure 1.2: Mechanisms of Keratin Filament Bundling in Basal Keratinocytes of
Epidermis.
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Keratin filaments have also been shown to alter the shape, and in turn the
function, of specific organelles within the cell, such as mitochondria (Stone et al., 2007;
Kumemura et al., 2008; Tao et al., 2009). Interestingly, the effect of keratins on
mitochondria is dependent on the specific keratin protein and tissue being considered. In
the case of keratin 19 null mice, skeletal muscle mitochondria are larger and show
significant reorganization (Stone et al., 2007). On the other hand, mitochondria are
significantly smaller in the liver of keratin 8 null animals, and their hepatocytes are more
susceptible to apoptosis (Tao et al., 2009). This is also the case in mice expressing
mutant keratin 18 (Kumemura et al., 2008). Keratin filaments are also tethered to another
organelle, the nucleus, through interactions involving plectin and nesprin-3 (Wilhelmsen
et al., 2005). More recently, a trans-dimer, homotypic disulfide bond involving residue
Cysteine 367 in K14 was shown to promote the formation and/or maintenance of a cage
of keratin filaments around the nucleus, impacting its size and shape in early
differentiating epidermal keratinocytes (Lee et al., 2012). Such an impact on the nucleus
by keratin filaments suggests a potential role in regulating differentiation, as well as
impacting other functions of the nucleus (Lee et al., 2012; Pan et al., 2013).
Keratins Protect Against Cellular Stress
Keratins 8, 18, and 19 are normally expressed in the simple epithelia of the
digestive system, including the liver (Ku et al., 1999). In this setting, the formation of
intracellular aggregates known as Mallory-Denk bodies is an indicator of disease
(Zatloukal et al., 2007; Strnad et al., 2012). Keratins are the major components of these
aggregates, and are hyperphosphorylated and cross-linked (via transglutaminases) within
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these aggregates (Strnad et al., 2012). It has been demonstrated that the formation of
these aggregates is modulated by altering the ratio of K8 to K18 in hepatocytes, with
higher keratin 8 expression predisposing toward the formation of Mallory-Denk bodies
(Zatloukal et al., 2007; Strnad et al., 2012). Post-translational modification of these
simple epithelial keratins also play significant roles in the maintenance of the organs in
which they are expressed (Ku and Omary, 2006; Rotty et al., 2010). For instance, the
phosphorylation of keratin 8 on serine 73 was shown to be necessary to protect the liver
from Fas-mediated apoptosis (Ku and Omary, 2006). Additionally, transgenic mice
expressing a mutant keratin 18 incapable of being glycosylated appear phenotypically
normal, but when metabolically challenged present with increased apoptosis (Ku et al.,
2010). These studies demonstrate that simple epithelial keratins act as cytoprotective
entities against a variety of insults in the liver (Ku et al., 2007).
Role of Keratins in Apoptosis
Exploration into the mechanisms behind the observed cytoprotection in simple
epithelia has revealed that keratins are involved in a number of signaling cascades within
the cell. In this setting, keratins 8 and 18 can protect against TNFα-induced apoptosis
through the binding and sequestration of TRADD, a downstream signaling molecule in
the TNFα-induced apoptotic pathway (Inada et al., 2001). Mice lacking keratin 8 have an
increased susceptibility to apoptosis via this pathway (Inada et al., 2001). The interaction
between keratins and TRADD does not seem to be limited to simple epithelia. Keratins
6, 16 and 17 are normally expressed in epithelial appendages, such as the hair follicle
(McGowan and Coulombe, 1998). In this setting, loss of keratin 17 was revealed to
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result in an early entry into the catagen (involution) phase of the hair cycle, which is
mediated by physiological apoptosis (McGowan et al., 2002). In vitro and in vivo data
demonstrated that the loss of keratin 17 lead to an increase in TNFα signaling, suggesting
that K17 participates in the regulation of the hair cycle via regulation of apoptosis
(McGowan et al., 2002; Tong and Coulombe, 2006).
Keratins as Modulators of Cell Growth
Another cellular function in which keratins are involved is cell growth. One way
in which keratins influence cell growth is by modulating protein synthesis by interacting
with protein elements of the translational machinery (Hesketh and Pryme, 1991). An
example of this is the direct interaction of keratin 17 with the adaptor protein 14-3-3σ
(Kim et al., 2006). Protein synthesis is abnormally low in keratin 17 null keratinocytes
stimulated to grow, correlating with reduced activity of the Akt-mTOR signaling axis
(Kim et al., 2006). Phosphorylation of keratin 17 on serine 44 by the growth-promoting
kinase p90 RSK1 may represent the key molecular event regulating the interaction
involving keratin 17 and 14-3-3σ, and the associated impact on cell growth (Pan et al.,
2011). Additionally, keratin 17 (along with other skin-expressed keratins) was shown to
interact directly with eukaryotic elongation factor 1γ, illustrating another mechanism
through which keratins modulate protein synthesis (Kim et al., 2007).
There is also evidence that keratins 8 and 18 regulate protein synthesis in the liver
(Galarneau et al., 2007). Hepatocytes from livers of keratin 8-null mice exhibit a reduced
rate of protein synthesis thought to be due to perturbed plectin/RACK1 distribution
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(Galarneau et al., 2007). Further information on the regulations of protein synthesis by
keratins was revealed through the ablation of the entire type II keratin gene cluster on
chromosome 15 in mice, effectively generating a complete keratin null mouse model
(Vijayaraj et al., 2009). In this model, it was discovered that keratins modulate protein
synthesis and regulate the cellular localization of glucose transporters GLUT-1 and -3
(Vijayaraj et al., 2009). In this setting, keratins were also revealed to play a role in
vasculogenesis and hematopoiesis in the developing embryo, providing further evidence
for keratins modulating cell growth (Kellner and Coulombe, 2009; Kim and Coulombe,
2010; Kroger et al., 2013).
Role of Keratins in Cell Migration
Another cellular function in which keratins are involved is motility. Perhaps the
best example of keratins’ involvement in motility is provided by tissue repair following
injury to the skin. In this context, keratinocytes originating from the edges of a wound
must migrate to participate in its re-epithelialization and restoration of the vital barrier
properties. Within hours after injury to the epidermis, expression of keratins 6, 16, and
17 is induced at the expense of the normal differentiation-related keratins 1 and 10
(Paladini et al., 1996). Expression of these wound-inducible keratins correlates with a
massive reorganization of the keratin filament network, which impacts a number of
cellular processes related to re-epithelialization, including cell growth as related above
(Paladini et al., 1996; Kim et al., 2006). Seemingly paradoxically, genetic ablation of
keratin 6 results in an increased migration phenotype in various ex vivo culture paradigms
(Wong and Coulombe, 2003). This enhanced migration is due to the activation of Src, a
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kinase that is physically bound to and negatively regulated by keratin 6 (Rotty and
Coulombe, 2012). In the case of keratins 8 and 18, keratins and their associated proteins
modulate migration by binding to upstream effectors of cell migration, such as protein
kinase C (PKC) and focal adhesion kinase (FAK) (Bordeleau et al., 2010).
Keratins Modulate Skin Pigmentation
Several clinical findings have revealed a role for keratins in the pigmentation
process of the skin. EBS with mottled pigmentation (EBS-MP) is a rare subtype of EBS
disease often caused by a specific mutation in the KRT5 gene (P25L) (Uttam et al., 1996).
EBS-MP presents with 2-5mm hyper- or hypo-pigmented spots in addition to blistering
(Fischer and Gedde-Dahl, 1979). Additionaly, EBS Migrating (EBS-Migr) is another
rare EBS subtype presenting with lesions which heal with increased pigmentation (Gu et
al., 2003). Several non-EBS skin disorders also present with pigmentation defects. One
such disorder is Dowling-Degos disease (DDD), which occurs as a result of K5
haploinsufficiency (Dowling and Freudenthal, 1938). Also, Naegeli–Franceschetti–
Jadassohn syndrome and dermatopathia pigmentosa reticularis are disorders caused by
mutations in keratin 14 which also present with aberrant skin pigmentation patterns.
Finally, a mutagenesis screen in mice revealed a role for keratins 1 and 2e in
pigmentation, with mutants developing hyperkeratosis and epidermal thickening followed
by hyperpigmentation (Fitch et al., 2003). The mechanism of keratins modulating the
complex process of skin pigmentation is still unclear, and remains an active area of
research (Gu and Coulombe, 2007).
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Keratins and Cancer
Several early studies in cancer biology hinted at roles for keratins in this setting.
For example, analysis of cancerous lesions from a number of sources revealed that
keratin immunoreactivity was detectable in epithelial neoplasms, but not in non-epithelial
cancers such as mammary adenocarcinomas (Schlegel et al., 1980; Gabbiani et al., 1981;
Ramaekers et al., 1981). Later, it was determined that keratins 5, 6, and 17 were
consistently induced in cancers of basal cell origin (Ordonez, 1998; Markey et al., 1992).
In fact, keratin 17 was shown to correlate with poorer patient prognosis in breast cancer
(van de Rijn et al., 2002) and epithelial ovarian cancer (Wang et al., 2013). Given the
consistent expression of keratins in cancers as well as the roles keratins are now known to
fulfill in signaling pathways, it is plausible that keratins are more than mere cellular
bystanders in this type of condition. The overexpression of keratin 8 in the skin epithelia
of transgenic mice provided evidence in support of a positively- influential role for
keratins in tumorigenesis (Casanova et al., 2004). These animals presented with an
apparent disruption of the differentiation of the skin, as well as severe dysplasia of the
hair follicles and an increase in the progression of papillomas toward malignancies
(Casanova et al., 2004). Another cancer context which consistently correlates with the
expression of keratin 17 is basal cell carcinoma (BCC), which is caused by aberrant sonic
hedgehog (Shh) signaling and is the most common cancer in European descendants
(Epstein, 2008). Development of BCC-like lesions in mouse models with constitutive
expression of a downstream Shh effector, Gli2, was examined in the presence and
absence of a functional Krt17 locus (Depianto et al., 2010). In this setting, tumor onset
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Table 1.1: Proposed Functions for Keratin 5

List of functions ascribed to keratin 5. EBS, Epidermolysis Bullosa simplex; EBS-MP,
EBS with mottled pigmentation; EBS-Migr, EBS Migratory; DDD, Dowling-Degos
disease; BCC, basal cell carcinoma.
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was significantly delayed in the absence of keratin 17. This delay correlated with
decreased cell proliferation and reduced inflammation (Depianto et al., 2010). To
explore this further, specific markers of inflammation were assessed, and it was
concluded that the loss of keratin 17 caused a polarization of the immune response from
what should be a Th1/Th17-dominated profile to a Th2-dominated immune profile in
GLI2Tg, Krt17-/- skin (Depianto et al., 2010; Pan et al., 2013). These findings suggest
immune modulation as a potential mechanism behind the K17-dependent modulation of
tumor formation in mouse skin. Interestingly, the loss of keratin 5 also results in an
alteration of immune status in neonatal mouse skin, resulting in an increase in specific
cytokines such as Ccl2, Ccl19, and Ccl20, which are involved in the recruitment of
Langerhans cells (Roth et al., 2009). Additionally, a recent genome-wide association
study identified two variants of keratin 5 as markers of increased susceptibility to basal
cell carcinoma, an intriguing finding that is examined in Chapter 3 (Stacey et al., 2009).
Goal of this Dissertation
It is clear from this wealth of data that keratins fulfil both structural support
functions and non-mechanical functions in a number of epithelial contexts. The intent of
this dissertation is to present data that can hopefully shed further light on these biological
functions, and perhaps reveal novel roles for keratins in epithelial cell biology. Chapter 2
of this dissertation will address ongoing efforts to explore the contribution of intrinsic
determinants of keratin filament bundling to their structural support in vivo, and Chapter
3 will present ongoing efforts to explore the properties of the newly defined variants of
keratin 5 that are associated with a modestly increased risk of developing BCC.
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CHAPTER 2

DIRECTED EXPRESSION OF A CHIMERIC TYPE II KERATIN PARTIALLY
RESCUES KERATIN 5 NULL MICE

David M. Alvarado and Pierre A. Coulombe
In submission for publication in the Journal of Biological Chemistry
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ABSTRACT
The crucial role of structural support fulfilled by keratin intermediate filaments
(IFs) in surface epithelia likely requires that they be organized into cross-linked
networks. For IFs comprised of keratins 5 and 14, which occur in basal keratinocytes of
the epidermis, formation of cross-linked bundles is, in part, self-driven through cis-acting
determinants. Here, we targeted the expression of a bundling-competent KRT5/ KRT8
chimeric cDNA (KRT8bc), or bundling-deficient wildtype KRT8 as a control, to the
epidermal basal layer of Krt5 null mice to assess the functional importance of keratin IF
self-organization in vivo. We report that targeted expression of K8bc rescued Krt5 null
mice with a 47% frequency, while K8 completely failed to do so. This outcome
correlated with lower than expected levels of K8bc and especially K8 mRNA and protein
in the epidermis of E18.5 replacement embryos. Ex vivo culture of embryonic skin
keratinocytes confirmed the ability of K8bc to form IFs in the absence of K5.
Additionally, electron microscopy analysis of E18.5 embryonic skin revealed that the
striking defects observed in keratin IF bundling, cytoarchitecture, and mitochondria are
partially restored by K8bc expression. As young adults, viable KRT8bc replacement
mice develop alopecia and chronic skin lesions, indicating that the skin epithelia are not
completely normal. These findings are consistent with a contribution of self-mediated
organization of keratin IFs to structural support and cytoarchitecture in basal layer
keratinocytes of the epidermis, and underscore the importance of context-dependent
regulation for keratin genes and proteins in vivo.
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INTRODUCTION
The contribution of intermediate filaments (IFs) to the maintenance of cell and
tissue integrity is essential in surface epithelia (e.g. skin, oral mucosa), muscle, and other
tissues routinely subjected to stress. Loss or disruption of this function accounts for the
cell and tissue fragility that underlies a large number of genetically-determined diseases
that are individually rare but debilitating (Omary et al., 2004; Szeverenyi et al., 2008;
Coulombe et al., 2009). Epidermolysis bullosa simplex (EBS), for instance, is a
condition in which the basal cell layer of epidermis and related stratified epithelia
ruptures in response to trivial frictional trauma, and is associated with dominantly-acting
mutations in either keratins 5 or 14 (K5 or K14), the main keratin pairing that is
expressed in this epithelial setting (Bonifas et al., 1991; Coulombe et al., 1991a; Lane et
al., 1992). EBS is the first among more than 80 IF-based disorders (Szeverenyi et al.,
2008). There is as yet no effective treatment for EBS and other disorders rooted in
defective IFs (McLean and Moore, 2011; Coulombe and Lee, 2012).
The role of keratin IFs towards the maintenance of cell and tissue integrity is a
composite function of their unique micromechanical properties (Janmey et al., 1991; Ma
et al., 2001) and extensive integration within the cytoskeleton and cell adhesion apparati
(Fuchs and Cleveland, 1998; Coulombe and Wong, 2004; Kroger et al., 2013). In
particular, this function reflects several key attributes of keratin IFs, including their
intracellular abundance (Feng et al., 2013), their organization as cross-linked networks
(Ma et al., 2001; Yamada et al., 2002), and their attachment at sites of cell-cell and cellmatrix adhesions (Fuchs and Cleveland, 1998; Coulombe and Wong, 2004) and at the
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surface of the nucleus (Wilhelmsen et al., 2005). The molecular basis for IF anchorage at
sites of integrin-based cell-matrix adhesions and cadherin-based cell-cell adhesions is
quite well understood (Simpson et al., 2011; Suozzi et al., 2012). By comparison, the
basis for the cross-linked organization of IFs is poorly understood in most types of cells.
In epidermal and hair keratinocytes, for instance, the filament bundling-promoting
influence of filaggrin (Steinert and Marekov, 1995) and trichohyalin (Lee et al., 1993) is
well-established but restricted to late stages of terminal differentiation, whereas the
influence of plectin, epiplakin, and related plakin family members (Stappenbeck et al.,
1993; Jang et al., 2005; Green et al., 2005) and/or inter-filament disulfide bonding (Lee et
al., 2012; Sun and Green, 1978) remains unclear.
Keratin IFs assembled from the type II K5 (590 residues; ~58 kDa in humans
(Lersch and Fuchs, 1988)) and type I K14 (472 residues; ~50 kDa in humans (Hanukoglu
and Fuchs, 1983)) exhibit the remarkable property of self-organization into cross-linked
networks, both as purified entities in vitro (Wilson et al., 1992; Bousquet et al., 2001; Ma
et al., 2001; Lee and Coulombe, 2009) and when expressed in keratin-free fibroblasts
(Lee and Coulombe, 2009). The property of self-organization enhances the mechanical
resilience of K5-K14 filament assemblies, and depends on interactions involving the
distal 25 amino acids of K14’s C-terminal domain, which is exposed at the filament
surface, and two separate regions within K5, the so-called head-1A (70 residues) and L22B subdomains (129 residues)(Lee and Coulombe, 2009; Kim and Coulombe, 2010).
The property of self-organization appears to be specific to natural keratin pairings (e.g.,
K5-K14 and K8-K18 (Yamada et al., 2002)), but is transferable upon “chimeragenesis”.
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For instance, K8 (511 residues; ~54 kDa in humans (Leube et al., 1986)), a type II keratin
normally restricted to simple epithelial linings, readily co-polymerizes to yield 10nm
filaments when paired with K14, but the resulting assemblies cannot undergo selforganization, either in vitro or in transfected cells (Lee and Coulombe, 2009).
Transferring the head-1A and L2-2B subdomains from K5 into K8 confers the property
of self-organization to the resulting chimera (designated K8bc) when artificially paired
with K14, in vitro as well as in transfected fibroblasts (Lee and Coulombe, 2009).
Lee and Coulombe (Lee and Coulombe, 2009) predicted that the property of selforganization is a significant determinant of K5-K14’s ability to provide structural support
in the basal layer of the epidermis. A corollary from this prediction is that targeted
expression of the K8bc chimera, but not wildtype K8, to basal layer keratinocytes should
rescue the extensive skin blistering and perinatal lethality phenotype of mice carrying a
null mutation at the Krt5 locus (Peters et al., 2001). Here, we report on our effort to carry
out such an experiment using Krt5 null mice.
EXPERIMENTAL PROCEDURES
Cells and transgenic mouse lines. All protocols involving mice were approved by
the Johns Hopkins University Animal Care and Use Committee (Baltimore, MD). Mouse
lines were maintained under specific pathogen-free (SPF) conditions, and fed chow and
water ad libitum. The plasmids pIRES2-GFP hK8bc and pIRES2-GFP hK8 (Lee and
Coulombe, 2009) were digested with EcoRI and NheI (New England Biolabs), and the
resulting cDNA inserts were treated with calf intestinal phosphatase (New England
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Biolabs), gel-purified using QIAquick gel extraction kit (Qiagen), and subcloned into the
BamHI site of the modified KRT14 expression vector (Saitou et al., 1995) containing
approximately 2500 base pairs (bp) of 5' upstream and approximately 700 bp of 3'
downstream KRT14 sequence, as well as a rabbit β-globin intron for mRNA stability.
Clones of the correct orientation were transiently transfected into cell line NIH-3T3
(ATCC CRL-1658) with GeneJuice® transfection reagent (EMD Millipore) for
preliminary observations. Plasmids were then linearized with KpnI and AseI (New
England Biolabs), and the final linearized ~5kb DNA fragment was used to generate
transgenic mice by pronuclear injection. Genomic DNA was isolated from potential
founders at approx. 6 weeks of age, and the DNA was subjected to PCR-based
genotyping with Accustart™ II mouse genotyping kit (Quanta Biosciences) according to
manufacturer’s instructions, using the primers 5’- TGCATATAAATTCTGGCTGGCG3’ (forward) and 5’- GCATGAACATGGTTAGCAGAGGG-3’ (reverse), which are
directed to the rabbit β-globin intron contained within the expression vector. All
subsequent progeny were genotyped using this method.
Krt5 null mice were previously described (Peters et al., 2001; Kerns et al., 2007),
and were maintained in a mixed genetic background. These mice were genotyped using a
multiplex PCR assay using the universal forward primer 5’CCCACTAATCATTCACAGCTCG-3’, Krt5 reverse primer 5’ACCAAAACCAAATCCACTGCCG-3’, and HPRT reverse primer 5’CGAGTCTGAAGCTCTCGATTTCC-3’. Replacement mice were generated by
breeding KRT8bcTg/- or KRT8Tg/- mice with Krt5+/- mice to yield KRT8bcTg/-Krt5+/- or
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KRT8Tg/-Krt5+/- mice, respectively. These mice were then bred with Krt5+/- mice to yield
the following genotypes: Krt5+/+ or Krt5+/- (control), KRT8bcTg/Krt5+/+ or KRT8Tg/Krt5+/+ (referred to herein as KRT8bc or KRT8 transgenic mice), Krt5-/- (Krt5 null), and
KRT8bcTg/-Krt5-/- or KRT8Tg/-Krt5-/- (referred to herein as KRT8bc or KRT8 replacement
mice).
Statistical analyses. All statistics were performed using Graphpad Prism
software. One- or two-way analyses of variance (ANOVA) were used to test for
significance where appropriate, and adjusted P values were reported.
Protein purification and analysis of transgene expression. Plasmids pET-K5 and
pET-K8 (Lee and Coulombe, 2009) were transformed into the E. coli strain BL21 (DE3)
to produce the corresponding recombinant proteins as inclusion bodies (Coulombe and
Fuchs, 1990; Lee and Coulombe, 2009). These recombinant proteins were purified as
previously described (Ma et al., 2001; Yamada et al., 2002) using Hi-TrapQ and MonoQ
ion exchange chromatography columns (GE Healthcare). Protein concentrations were
determined using a Bradford assay kit (Bio-Rad), and serial dilutions were performed to
yield standards of known concentration for analyses outlined below.
For analysis of transgene expression in development stage 18.5 (E18.5) embryos,
pregnant mice were sacrificed 18 days post-timed mating and the skins of the embryos
were harvested. Skins were chopped repeatedly with a razor blade and urea-soluble
proteins were then extracted as previously described (Paladini and Coulombe, 1998).
Protein concentrations were determined with a Bradford assay kit (Bio-Rad). To
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determine expression levels of endogenous K5 protein and of transgenic proteins,
standards of known concentration were run alongside E18.5 samples. Otherwise, equal
quantities of protein from genotypes of interest were resolved on 10% SDS-PAGE and
transferred to nitrocellulose membranes. Membranes were blocked and antibody
incubations were performed in 5% milk in 1x TBS-T. Protein epitopes were detected
with the following antibodies: rabbit anti-K5 AF-138, (Covance) rabbit anti-K14 AF-64
(Covance), chicken anti-human K8 antibody ab107115 (Abcam), and mouse antiGAPDH antibody sc-365062 (Santa Cruz Biosciences). Secondary antibodies used were
horseradish peroxidase- conjugated goat anti-rabbit, goat anti-chicken, and goat antimouse. Blots were developed using the SuperSignal West Pico Chemiluminescent
substrate kit and were imaged with FluorChem® Q MultiImage III (Alpha Innotech).
Band signal intensity was measured from these images with the AlphaView® Q software.
Standard curve line of best fit equation and R2 values were calculated using Graphpad
Prism. Calculation of K5, K8bc and K8 quantities was performed using the standard
curve equations in Microsoft Excel.
For analysis of transgenic protein expression in adult animals, wildtype and
transgenic animals were sacrificed at 6wks of age and the back skins were harvested.
The tissue was snap-frozen and urea-soluble proteins were extracted as previously
described (Paladini and Coulombe, 1998). Equal quantities of urea-soluble protein were
resolved on 10% SDS-PAGE and transferred onto nitrocellulose membranes. Blots were
developed using the SuperSignal West Pico Chemiluminescent substrate kit and were
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imaged with FluorChem® Q MultiImage III (Alpha Innotech). All images were inverted
and cropped using ImageJ software.
Quantitative real-time PCR. Total RNA from either 6wk adult animals or E18.5
embryos was isolated using TRIzol® reagent according to manufacturer’s instructions.
Complementary DNA was synthesized using iScript™ cDNA synthesis kit (Bio-Rad)
according to manufacturer’s instructions. Quantitative real-time PCR was carried out
using SYBR® Green Real-Time PCR Master Mix from Life Technologies on a Bio-Rad
C1000™ thermocycler and CFX™ Real-Time System. Primers used were directed
toward KRT8 (5’-CAAGGTGTCCACCTCTGGC-3’ and 5’ATAGCCGCCGCCCAGGCCA-3’), Krt14 (5’-AGCGGCAAGAGTGAGATTTCT-3’
and 5’-CCTCCAGGTTATTCTCCAGGG-3’) Actb (5’-GGCTGTATTCCCCTCCATCG3’ and 5’-CCAGTTGGTAACAATGCCATGT-3’) and Gapdh (5’AAATGGTGAAGGTCGGTGT-3’ and 5’-ACTCCACGACATACTCAGCAC-3’).
Delta Cq (ΔCq) and delta-delta Cq (ΔΔCq) for each target was determined by first
subtracting the averaged Cq values for Actin and GAPDH from the Cq of the target, and
then by subtracting the ΔCq of the wildtype sample from each of the other samples when
applicable. Relative RNA quantity was calculated by taking 2-ΔCq, and relative fold
change was calculated by taking 2-ΔΔCq. Calculations were performed using Microsoft
Excel.
Histopathology. Phenotypic adult KRT8bc replacement and control mice were
harvested at various ages for morphological study. Prior to sacrifice, images of the mice
were taken with a Samsung Digimax S500 digital camera. Tissues analyzed included
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hairy skin, hairless skin (if present), ulcerative skin, tongue, forepaws, and tail. Tissues
were fixed overnight in Bouin’s fixative (Bio-Rad), dehydrated, and processed for
paraffin embedding by AML Laboratories. Sections were cut 5µm thick and stained with
hematoxylin and eosin. Images were taken on a Zeiss AxioObserver inverted microscope
with an AxioCam HRc camera. Images were cropped and scale bars were added in
ImageJ.
Immunofluorescence. For analysis of cultured keratinocytes, E18.5 embryos were
again harvested and the skins removed. The keratinocytes were isolated using a modified
version of the protocol reported by Reichelt and Haase (Reichelt and Haase, 2010). After
incubation with dispase solution, keratinocytes were isolated as previously reported
(Bernot et al., 2005). Keratinocytes were cultured on collagen I-coated coverslips in
CnT-57 media (CellnTec) supplemented with Pen/Strep at 37°C and 5% CO2 in the
absence 3T3-J2 feeder cells. Sub-confluent coverslips were fixed with ice-cold methanol
at -20°C or with 3.3% paraformaldehyde (PFA) at room temperature for 10 min.
Coverslips fixed with PFA were extracted with 1% Triton X-100 in PBS buffer for 5 min
at room temperature. Antibodies used to detect K5 and K14 were described above. K8
was detected with chicken anti-human K8 antibody ab14053 (Abcam). Secondary
antibodies used were goat anti-chicken Alexa-488 and goat anti-rabbit Alexa-594, and
nuclei were stained with Hoechst fluorescent dye. Images were taken on a Zeiss
AxioObserver inverted microscope with an AxioCam MRm camera.
For analysis of adult transgenic back skin, animals were harvested as described
above and a portion of the back skin was embedded in Tissue-Tek® O.C.T. media
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(Sakura) and frozen in liquid nitrogen. 5µm thick frozen sections were cut and washed
once with PBS buffer before probing with the antibodies described above. Images were
taken on a Zeiss AxioObserver inverted microscope with an AxioCam MRm camera. All
images were cropped and scale bars were added using ImageJ.
Electron microscopy of skin tissue. Skins from 6wk adult animals or E18.5
embryos were harvested and immersed in 2% paraformaldehyde/2% glutaraldehyde for
48hrs. After primary fixation, tissue samples were post fixed in 1% osmium tetroxide in
0.1M cacodylate buffer for 1 hour on ice. Tissue samples were then rinsed and en bloc
stained with 2% aqueous Uranyl acetate for 1 hour at room temperature. Samples were
then dehydrated in a graded series of ethanol (50%, 70%, 95% and 100%). Tissue was
cleared in propylene oxide and then infiltrated in a graded series of Epon 812/ propylene
oxide (50/50 and 70/30) for one hour and overnight, respectively, followed by two
changes of pure Epon 812, and then polymerized for 48 hours at 60ºC. Semithin sections
(1µm) were cut using glass knives on a Sorvall MT2B Ultramicrotome. Sections were
mounted on glass slides and stained with 1% Toluidine blue in 1% Sodium borate and
coverslipped with Permount. Areas of interest were selected and thin sections (60nm80nm) were cut using a diamond knife. The sections were mounted on formvar-carbon
coated 150 mesh copper grids and were post-stained with 2% aqueous Uranyl acetate and
Reynold’s Lead citrate (REYNOLDS, 1963). Sections were analyzed using a Hitachi
HU12A electron microscope. Kodak Electron Microscope Film 4489 was developed and
negatives were scanned using an Epson Perfection V500 Photo Scanner. Images were
cropped and scale bars were added in ImageJ. For cell and nuclear aspect ratio analysis,
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lines were drawn from the basement membrane to the top of the cells (height) and from
side to side (width) at the greatest distance for each cell measured using ImageJ. The
lines were measured and the height was divided by the width. Basal cell desmosomes,
hemidesmosomes, and mitochondria were assessed individually from 5000x images.
RESULTS
KRT8 and KRT8bc transgenes are expressed in transgenic mouse epidermis.
The cDNAs encoding wildtype human K8 (Yamada et al., 2002) and the K8bc chimera
(Lee and Coulombe, 2009) were subcloned into the KRT14 gene promoter-based
expression vector (Saitou et al., 1995) as described (Paladini and Coulombe, 1998).
Transfection of the final DNA constructs (Fig. 2.1A) into NIH-3T3 cells, along with
wildtype KRT14, gave rise to keratin IFs (data not shown), indicating that K8 and K8bc
can each co-polymerize with K14 as reported (Lee and Coulombe, 2009). The two
constructs were isolated and used to generate transgenic founders by pronuclear injection.
Transgene-positive founders were then bred to establish transgenic mouse lines. For each
construct, the two lines showing the highest transgene copy number in a single insertion
site (based on internally-controlled PCR and frequency of F1 transgenic offspring; data
not shown) were retained for further analysis.
The resulting progeny from these transgenic lines, designated KRT8bc-1,
KRT8bc-3, KRT8-1, and KRT8-3 respectively, did not exhibit any visible phenotype.
Back skin tissue was harvested from age- and sex-matched animals from these lines for
analysis of transgene expression. Of these four lines, two expressed transgene mRNA at
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Figure 2.1: Generation and Characterization of Transgenes. A) Schematic depiction
of the transgenes used in this study. The human KRT14 gene promoter was used to drive
the tissue-specific expression of keratin cDNAs (KRT8, KRT8bc), while the rabbit betaglobin intron and human KRT14 3’UTR sequence (“PolyA”) serve to stabilize the
transgene mRNA in mouse cells. B, C) qRT-PCR analysis by of transgenic human KRT8
mRNA (B), and endogenous mouse Krt14 mRNA (C), in back skin harvested from ageand sex-matched 6-weeks old animals. Relative RNA amount is normalized to both actin
and GAPDH. CRTL indicates Krt5+/+ skin. Error bars represent standard error of the
mean. A one-way ANOVA (Dunnett’s test) was used to test for significance, and the
adjusted P values are reported. n.s., not significant; *, P<0.04; **, P<0.002. D) Analysis
of total skin protein extracts (10µg/lane) by Western blot in 6wk old sex-matched adult
animals. Two mice are analyzed for each of four transgenic lines; CRTL indicates
Krt5+/+ skin. E) Analysis of transgene expression in frozen skin sections of 6wk old sexmatched adult animals. K8 epitopes are only present in basal layer keratinocytes (see
brackets) of KRT8bc-1 and KRT8-1 transgenic epidermis, and co-localizes with
endogenous K14 in a normal keratin filament network. Control indicates Krt5+/+ skin.
Arrows depict the interface between the epidermis (Epi) and dermis. Bars = 10µm.
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Figure 2.1: Generation and Characterization of Transgenes.
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appreciable levels by qRT-PCR: lines KRT8bc-1 and KRT8-1 (Fig. 2.1B). Expression of
Krt14 mRNA was unaffected relative to wildtype (Fig. 2.1C). Western blot analyses
assessing protein expression revealed similar results, with appreciable and comparable
levels of transgenic protein detectable for lines KRT8bc-1 and KRT8-1 only (Fig. 2.1D).
Analysis of frozen sections of mouse back skin by immunofluorescence confirmed that
K8-specific epitopes occurred in the basal layer of the epidermis, as expected (Fig. 2.1E).
The KRT8bc-1 and KRT8-1 lines were selected to test whether KRT14 promoter-driven
expression of K8 or K8bc protein can rescue the Krt5 null phenotype.
The KRT8bc, but not the KRT8 transgene, is able to rescue the Krt5 null
phenotype. Krt5 null mice exhibit severe fragility and blistering of the skin, and die with
complete penetrance within the first hour of birth (Peters et al., 2001), providing a clear
readout for the ability of other type II keratins (e.g., K8, K8bc) to functionally substitute
for endogenous K5. The KRT8bc-1 and KRT8-1 transgenic mice (Fig. 2.1) were each
bred to Krt5 hemizygous null (Krt5+/-) mice. Once sexually mature, the resulting
KRT8bctg/-Krt5+/- and KRT8tg/-Krt5+/- offspring were crossed with Krt5+/- mice. While
this strategy ensures a uniform number of rescue transgene copies within the progeny,
only 1 of every 8 offspring is predicted to be a candidate for phenotypic rescue (KRT8bc
or KRT8 replacement mice). Replacement events wherein the mouse survived to
weaning age (P21) were scored as successful rescues. Of 411 live births analyzed, 16 out
of 34 mice with the KRT8bc replacement genotype (47%) survived to weaning (Table
2.1). The surviving KRT8bc replacement animals did not show any detectable blistering
at the time of birth, and grew normally to adulthood, indicating the transgene could
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Table 2.1: Summary of Type II Keratin Protein Replacement Experiment in Mouse.

Progeny from the replacement breeding strategy (see Methods) were monitored at and
following birth. “Viable replacement” implies that the mouse survived at least until
weaning.
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functionally substitute for endogenous K5. By contrast, none of the 11 mice born with
the KRT8 replacement genotype from 191 live births showed rescue (Table 2.1); in fact,
none lived beyond the first few hours after birth, demonstrating that the KRT8 transgene
cannot rescue the K5 deficiency.
Expression of K8bc and K8 replacement proteins and mRNAs in the skin of E18.5
Krt5 null mice. Next, we assessed the amount of K8bc and K8 replacement proteins in
the skin of KRT8bc and KRT8 replacement mice, relating them to the levels of K5 protein
in control mice. This analysis was conducted in E18.5 embryos, just prior to birth, to
enable a direct comparison between the two types of rescue proteins and to avoid the
complications stemming from the extensive skin blistering seen in Krt5 null and KRT8
replacement mice. Purified recombinant proteins were used to generate standard curves
for K5 and K8 epitopes (see Methods), enabling the determination of transgenic protein
amount in these lines (Fig. 2.2A, B and data not shown). Using this strategy we found
that endogenous K5 is expressed at 96.6ng per 10µg of total skin proteins in control
E18.5 embryos (n=3; Fig. 2.2C). KRT8bc replacement embryos express 47.9ng K8bc
protein per 10µg of total protein extract (n=3), corresponding to ~50% of the
concentration of endogenous K5 in control embryos (Fig. 2.2C). The KRT8 replacement
embryos were determined to express 19.7ng K8 protein per 10µg of total protein extract
(n=3), accounting for ~20% of endogenous K5 levels (Fig. 2.2C). The difference
between K8bc and K8 expression is also observed at the mRNA level in E18.5 mouse
embryos (Fig. 2.2D). We infer that the “half-normal” levels of K8bc protein may
explain, in part, the partial rescue (47% frequency) observed in KRT8bc replacement
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Figure 2.2: Analysis of Transgene Expression in E18.5 Mouse Embryos. A, B)
Quantification of transgenic protein expressed in lines KRT8bc-1 (A) and KRT8-1 (B)
using standard curves of purified recombinant human K8. Line of best fit and R2 values
were calculated using Graphpad Prism. C) Summary of the transgenic protein
quantification from multiple biological (n) and technical replicates. D) Transgene RNA
expression levels for lines KRT8bc-1 and KRT8-1 in E18.5 skin. E, F) Expression of
transgenic and endogenous proteins for lines KRT8bc-1 (E) and KRT8-1 (F) in E18.5 skin
is shown by western blot analysis. G) Intensity of K14 protein signal relative to loading
control signal was quantified, and the increase of K14 in the replacement mouse skin
setting is illustrated. H) Endogenous Krt14 RNA expression levels for lines KRT8bc-1
and KRT8-1 in E18.5 skin. RNA levels are illustrated relative to Actin and GAPDH.
Error bars represent standard error of the mean. A two-way ANOVA (Sidak’s test) was
used to test for significance, and the adjusted P values are reported. n.s., not significant;
*, P<0.005; **, P<0.0001.
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Figure 2.2: Analysis of Transgene Expression in E18.5 Mouse Embryos.
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mice, while the markedly lower levels of K8 protein may have played a role in the failure
to obtain successful rescues in KRT8 replacement mice (see Discussion).
There is substantive evidence indicating interdependence in the steady-state levels
of type I and type II keratin proteins in epithelial cells (Kulesh et al., 1989; Lersch et al.,
1989). Accordingly, the levels of K5 protein are reduced in newborn Krt14-/- mouse skin
(Lloyd et al., 1995), while the levels of K14 protein are reduced in newborn Krt5-/- mouse
skin (Peters et al., 2001). In the Krt5 null case, in particular, the levels of Krt14 mRNA
are also substantially reduced (Peters et al., 2001), hinting at the complexity of
mechanisms regulating the balance between type I and II keratins in epidermal
keratinocytes in vivo. We analyzed K14 expression as a surrogate marker for the
“effective dosage” of type II keratin expression in the skin of E18.5 embryos. At the
protein level, very weak K14 expression occurs in Krt5 null embryos, as well as in KRT8
replacement embryos (Fig. 2.2E, F), respectively emulating the complete absence of type
II keratins and the low levels of K8 rescue protein observed in these settings. By
comparison, and as expected, expression of K14 protein is stimulated ~2.7 fold in
KRT8bc replacement embryos over Krt5 null levels (Fig. 2.2G), consistent with the
phenotypic rescue of viable KRT8bc replacement mice (Table 2.1).
Examination of Krt14 mRNA levels in E18.5 embryos of relevant genotypes
provides additional insight. Similar levels of Krt14 mRNAs occur in KRT8 and KRT8bc
transgenic skin (with a normal Krt5 locus), and these levels are slightly elevated relative
to that seen in control embryos (albeit in a non-statistically significant fashion; Fig.
2.2H). Krt14 mRNA levels are increased nearly 2-fold in the setting of KRT8bc
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replacement embryos, exhibiting a striking and statistically-significant increase compared
to KRT8 replacement E18.5 embryos (Fig. 2.2H). These data clearly point to a
mechanism(s) by which basal keratinocytes are able to sense the anomaly stemming from
ectopically expressing other type II keratins, as well as sensing the difference between
K8bc and K8 at the mRNA and/or protein level.
Analysis of keratin IFs in basal keratinocytes in primary culture and in the
epidermis in situ. To further assess the behavior of the K8bc protein in vivo, control,
Krt5 null, and KRT8bc replacement E18.5 embryos were processed for skin keratinocyte
isolation, primary culture and analysis via indirect immunofluorescence. In control
cultures, K5 and K14 were co-localized (data not shown) and formed a classic pancytoplasmic array (Fig. 2.3A, A’’), while K8 was typically absent (Fig. 2.3A’) except in
rare cells that may correspond to Merkel cells (data not shown), which express K8
naturally (Moll et al., 1984). In Krt5 null keratinocyte cultures, no signal was detected
for K5 and K8 antigens, as expected, while the signal for K14 was weak (Fig. 2.3C-C”).
In KRT8bc replacement cultures, there was no signal for K5 (as expected), and K8bc and
K14 were consistently co-localized in the context of normal-looking arrays of keratin IFs
(Fig. 2.3D’, D” and data not shown). Images of control and KRT8bc replacement
keratinocytes taken under identical exposure conditions did not exhibit reduced levels of
K14 protein, in contrast to the western blot data presented in Fig. 2.2E. This may be due
in part to the induced expression of other keratins in the context of primary culture of
keratinocytes (Weiss et al., 1984; McGowan and Coulombe, 1998). These findings,
obtained in mouse skin keratinocytes, significantly extend our previous work
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Figure 2.3: Analysis of Embryonic Skin Keratinocytes in Primary Culture by
Indirect Immunofluorescence. Conventional fluorescence microscopy of keratinocytes
harvested from Krt5+/+ (control) (A-A’’’’), Krt5-/- (Krt5 null) (B-B’’), or KRT8bcTg/-Krt5/-

(KRT8bc replacement) (C-C’’) E18.5 embryos (as indicated on top). Fixed cells were

immunostained for keratin 5, keratin 8, and keratin 14 epitopes, as indicated at left. Nu,
nucleus. Bars = 10µm.
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Figure 2.3: Analysis of Embryonic Skin Keratinocytes in Primary Culture by
Indirect Immunofluorescence.
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demonstrating that K8bc is competent for 10nm filament assembly and IF network
formation when paired with type I K14 (Lee and Coulombe, 2009).
To further examine the innate features of basal keratinocytes including their
keratin IF network, we processed E18.5 skin for routine transmission electron
microscopy. At this late embryonic stage, the epidermis is mature, and adult-like barrier
properties have been acquired (Lee and Coulombe, 2009). In this setting, basal
keratinocytes are columnar in shape, with an ovoid nucleus oriented along the long axis
of the cell (Fig. 2.4A-C). Hemidesmosomes and desmosomes are numerous and
regularly spaced at the basal pole of basal keratinocytes and at sites of cell-cell contact,
respectively, and exhibit association with electron-dense filamentous structures indicating
attachment to keratin IFs (Fig. 2.4B, C). In addition, long bundles of keratin IFs oriented
along the long axis of the cell can be readily be found on each side of the nucleus, and the
mitochondria appear healthy (Fig. 2.4B,C). In areas of Krt5 null embryonic skin for
which the epidermis is intact, the overall thickness, stratification, and differentiated layers
of the epidermis appear normal (Fig. 2.4D). That said, the basal keratinocytes are
markedly flattened, and their nucleus is oriented parallel, rather than perpendicular, to the
skin surface (Fig. 2.4D-F; Table 2.2). While desmosomes and hemidesmosomes persist,
they do not appear to associate with electron-dense filaments; in fact, no keratin IF
bundles can be detected anywhere in the cytoplasm of the basal cells (Fig. 2.4E, F).
Virtually all mitochondria appear severely damaged in basal cells, as seen through their
swelling, loss of cristae, and loss of matrix as reflected by the electron-lucent appearance
(Fig. 2.4F, Table 2.2). The latter does not result from a fixation artifact, as mitochondria
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Figure 2.4: Ultrastructural Analysis of E18.5 Epidermis in situ. Krt5+/+ (control) (AC), Krt5-/-(Krt5 null) (D-F), and KRT8bcTg/-Krt5-/- (KRT8bc replacement) (G-I) mouse
epidermis at E18.5 was analyzed by routine transmission electron microscopy of thin
sections. Frames A, D, and G provide low-magnification surveys of the living layers of
epidermis (basal, spinous, granular), while all other frames provide details of basal
keratinocytes. kif, keratin intermediate filament bundles; mi, mitochondria; Nu, nucleus.
Examples of hemidesmosomes and desmosomes are circled and boxed, respectively.
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Figure 2.4: Ultrastructural Analysis of E18.5 Epidermis in situ.
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with normal size and ultrastructure can readily be found in epidermis-proximal dermal
fibroblasts and in the upper layers of the epidermis (data not shown). Further, the
ultrastructural features of the nuclei and cytoplasm clearly convey that basal
keratinocytes are not undergoing apoptosis in intact skin of Krt5 null E18.5 embryos (Lu
et al., 2007). In addition to engendering acute tissue fragility, the genetic loss of Krt5
leads to several major cytoarchitectural defects in the epidermis (see Table 2.2) that are
largely confined to basal layer keratinocytes.
Several of these ultrastructural attributes are partially restored in basal
keratinocytes of KRT8bc replacement E18.5 skin, correlating with a more mechanically
sound tissue during harvesting and preparation (data not shown). Basal keratinocytes are
cuboidal in shape, and their nuclei are consistently oriented perpendicular to the main
axis of epidermis (Fig. 2.4G-I, Table 2.2). Interestingly, their nuclei still exhibit an
aberrant contour, rather than the round or ovoid shape observed in control and Krt5 null
epidermis. The mitochondrial defects observed in Krt5 null embryonic skin are also
partially restored in the KRT8bc replacement skin (Table 2.2). Ultrastructural features
including an electron-dense matrix and intact cristae are present in approximately half of
observed mitochondria (Fig. 2.4H, I, and Table 2.2). Desmosomes and
Hemidesmosomes appear normal, and are more likely to exhibit association with filament
networks (Fig. 2.4H, I). Finally, electron-dense bundles of keratin IFs along the cellular
periphery and in the general cytoplasm are observed (Fig. 2.4I). These bundles are
smaller, however, and occur less frequently in KRT8bc replacement mice relative to
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Table 2.2: Summary of Ultrastructural Observations Made in E18.5 (Pre-Birth)
Epidermis.

Control indicates Krt5+/+, Krt5 null indicates Krt5-/-, and KRT8bc replacement indicates
KRT8bcTg/-Krt5-/-.
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control epidermis (Table 2.2). A summary of the observed ultrastructural phenotypes,
and their frequency, is presented in Table 2.2.
Adult KRT8bc replacement animals exhibit several skin abnormalities. KRT8bc
replacement mice that survived to adulthood were indistinguishable from their littermates
for the first several weeks after birth. To examine the status of the epidermis in these
animals, tissue was harvested from a successful KRT8bc replacement adult and a control
littermate, and processed for transmission electron microscopy. Analysis of these
samples revealed a striking similarity between control and KRT8bc replacement
epidermis. The shape and orientation of basal keratinocytes and the orientation of their
nuclei appeared similar in both samples (Fig. 2.5). Keratin filament bundles were visible
in the cytoplasm and near the nucleus, and were observed to be associated with
hemidesmosomes and desmosomes in both samples (Fig. 2.5). Most notably, the
mitochondria appear healthy in KRT8bc replacement epidermis, comparable to control
epidermis (Fig. 2.5B, D). The most striking difference between the control and rescued
skin is the persistence of the aberrant contour of the nuclei (Fig. 2.5B, D).
As the KRT8bc replacement mice aged, however, multiple phenotypes began to
manifest. Most of the rescued mice developed alopecia starting as early as 6 weeks of
age. Hair loss occurred consistently on the nape, and often progressed into larger hairless
regions along the back, flanks, and occasionally on the face and other body areas (Fig.
2.6A). Additionally, all KRT8bc replacement animals developed severe ulcerative
dermatitis on the ears and nape (Fig. 2.6D). These areas of ulcerative dermatitis did not
respond to topical antibiotic ointment, and resulted in the formation of chronic lesions.
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Figure 2.5: Ultrastructural Analysis of Adult Control and KRT8bc Replacement
Epidermis in situ.

Krt5+/+ (control) (A-C), and KRT8bcTg/-Krt5-/- (KRT8bc replacement) (D-F) epidermis in
11wk old mice by routine transmission electron microscopy of thin sections. Frames A
and D provide low-magnification surveys of the living layers of epidermis (basal,
spinous, granular), while frames B,C, E, and F provide details of basal keratinocytes. kif,
keratin intermediate filament bundles; mi, mitochondria; Nu, nucleus. Examples of
hemidesmosomes and desmosomes are circled and boxed, respectively.
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To further assess this phenomenon, routine histology was performed on normal-looking,
hairy skin and on regions of affected skin. Hairy skin from KRT8bc replacement mice
was comparable to normal control animal skin (data not shown), with a normal epidermis
and telogen-stage hair follicles (Fig. 2.6B, E). Hairless regions of replacement animals
showed an increased epidermal thickness compared to hairy skin (as expected), and
enlarged sebaceous glands (Fig. 2.6C). Moreover, hair follicles were aberrantly shaped
and oriented in hairless regions, and frequently appeared to be at the anagen stage of their
cycle (Fig. 2.6C). In regions of lesional skin, the epidermis was markedly hyperplastic
and the dermis was heavily inflamed (Fig. 2.6F). As with hairless skin, lesional skin
contained hair follicles in anagen stage (when present), and were often improperlyoriented. Many hair follicles were without a visible hair shaft, and the associated
sebaceous glands were greatly enlarged (Fig. 2.6F). Also of note was that the lesional
skin contained numerous large cysts of pilosebaceous origin (data not shown).
DISCUSSION
In the current study, we set out to test the functional importance of the property of
K5/K14 filament self-organization into cross-linked networks by targeting the expression
of K8bc or wildtype K8 to the epidermis of Krt5 null mice. K8bc is a chimera that is
polymerization and self-organization competent when paired with K14, while K8 readily
co-polymerizes with K14 but is unable to form cross-linked networks (Lee and
Coulombe, 2009). We found that KRT14 promoter-driven expression of K8bc rescued
Krt5 null mice from massive perinatal blistering and death with a 47% frequency,
whereas expression of K8 was unable to afford any rescue in this setting. While the
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Figure 2.6: Analysis of Late-Onset Phenotypes in Adult KRT8bc Replacement
Animals. Macroscopic survey (A, D) and histology (B, C, E, F) illustrating the lateonset phenotype arising in KRT8bc replacement animals. A) Six month old adult
KRT8bc replacement animals showing areas of both normal skin and areas of alopecia are
shown. B) Hairy skin from KRT8bc replacement animal (see box “B” in frame A)
showing normal histology. C) Phenotypic skin sample from KRT8bc replacement animal
(see box “C” in frame A) showing misoriented, anagen-staged hair follicles and
thickened epidermis. D) A 3 month old adult KRT8bc replacement animal showing both
normal skin and areas of inflamed and hyperkeratotic, scaly skin. E) Hairy skin from
KRT8bc replacement animal showing normal histology (see box “E” in frame D). F)
Phenotypic skin from replacement animals (see box “F” in frame D) depicting
hyperplastic epidermis, pilosebaceous cysts, and a high level of dermal infiltration
suggesting an inflammatory and immune infiltration. Epi, epidermis; hf, hair follicle; sg,
sebaceous gland. Bars= 100µm.
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Figure 2.6: Analysis of Late-Onset Phenotypes in Adult KRT8bc Replacement
Animals.
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rescued KRT8bc replacement mice reached adulthood and were reproductively
competent, most eventually developed alopecia and all developed skin erosions; also,
their basal keratinocytes exhibited persisting ultrastructural anomalies (see Table 2.2).
These observations imply that, even when expressed at approximately half the levels of
endogenous K5 in control skin, the K8bc chimeric protein cannot fully support the
function(s) of K5 in mouse epidermis in vivo. Further, the occurrence of rescue from
overt cell and tissue fragility in neonatal and adult skin could be correlated with the
presence of keratin IF bundles in basal keratinocytes, consistent with (but not proving)
the hypothesis put forth in Lee and Coulombe (Lee and Coulombe, 2009).
In the first approximation, the significance of our protein replacement findings,
and of the differences observed between K8bc and K8, is mitigated by the relatively low,
and uneven, levels at which they were each expressed in Krt5 null mouse epidermis.
However, recent studies suggest that much less than 50% of the normal (control)
complement of K5/K14 proteins suffices to rescue key phenotypic traits in keratin-free
keratinocytes in culture (Seltmann et al., 2013a; Seltmann et al., 2013b; Kroger et al.,
2013). Besides, our data suggest that the steady state levels of rescue transgene mRNA
differ depending on genotype (e.g. in transgenic mice vs. replacement mice) and the
rescue construct being expressed (e.g. K8 vs. K8bc), extending a previous observation of
striking context-dependent post-transcriptional regulation for ectopic keratin mRNAs in
basal keratinocytes (Paladini and Coulombe, 1999). While we cannot formally compare
the effectiveness of the K8 and K8bc proteins in replacing K5 in basal epidermal
keratinocytes, it is quite remarkable that sub-normal levels of K8bc (Fig. 2.2C), alongside
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a partial rescue of endogenous K14 protein levels (Fig. 2.2E), were sufficient to
effectively rescue skin blistering and death in nearly 50% of KRT8bc replacement
newborns. Otherwise, the outcome of our study conveys that the property of 10nm
filament formation, in vitro and in vivo, does not suffice to dictate a normal fate and/or
function for an IF protein in basal keratinocytes of the epidermis, thereby significantly
extending previous rescue efforts of a similar nature (Paladini and Coulombe, 1999;
Kirfel et al., 2002).
Additionally, our KRT8 transgenic mice did not feature a visible phenotype, likely
the result of low expression levels, whereas Casanova et al. (Casanova et al., 2004)
observed severe skin anomalies in transgenic mice that ectopically express wildtype K8
(at higher levels) in the epidermis. Our findings with KRT8 transgenic mice are, in fact,
similar to those reported by Kirfel et al. (Kirfel et al., 2002), who showed that ectopic
desmin was able to form 10nm filaments in basal keratinocytes but could not rescue the
Krt5 null mice to any extent, correlating with low expression. In both the Kirfel et al.
study and the current one, the data in hand precludes a formal assignment of the failure to
rescue to the low prevailing levels of rescue protein expression achieved vs. abnormal
protein properties in an ectopic setting.
Our ultrastructural assessment of late-stage embryonic Krt5 null mice as well as
adult KRT8bc replacement mice revealed novel and potentially important irregularities
associated with K5 protein deficiency in mouse epidermis. Our findings corroborate the
previous description of a complete lack of detectable keratin IFs in the cytoplasm of basal
keratinocytes, and of largely normal-appearing suprabasal keratinocytes (Peters et al.,
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2001). In addition to these observations, we also observed major cytoarchitectural
defects, e.g., aberrancies in cell shape and orientation, the shape and orientation of the
nucleus in basal keratinocytes, and major mitochondrial defects. At least in part, the
differences between our study and that of Peters et al. may be rooted in the use of
different protocols when preparing samples for analysis by transmission electron
microscopy (Peters et al., 2001). The marked alterations observed in the shape of basal
keratinocytes in Krt5 null skin may alter their physical relationship with other key cell
types in the epidermis, including melanocytes and Langerhans cells. As such, they may
contribute to the aberrations observed in skin pigmentation (Betz et al., 2006) and
Langerhans cell density (Roth et al., 2009) in mouse models and/or individuals with
genetic alterations at the Krt5 locus. In addition, our observations may well be related to
the findings of Lee et al. (Lee et al., 2012), who proposed that perinuclear K5/K14
filaments impart an oxidation-state dependent influence upon the size and shape of the
nucleus in newborn epidermis. On another front, the observation of a difference in the
number of desmosomal and hemidesmosomal plaques in Krt5 null basal keratinocytes
(which are devoid of keratin IFs) is not surprising in light of similar findings obtained
when analyzing type II keratin-free keratinocytes (Kroger et al., 2013), and considering
the roles recently assigned to keratins in the localization and maintenance of desmosomes
(Seltmann et al., 2013b; Liovic et al., 2009).
The mitochondrial defects observed in late-stage embryonic Krt5 null mice are
particularly interesting. The shape and position of mitochondria within cells has been
shown to be influenced by keratin IFs in a number of contexts. For example, we note that
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similar mitochondrial defects have been reported in Krt14 null mouse neonates (Lloyd et
al., 1995), though they were shown to be associated with cytolysis, and therefore may
have been a consequence of overt, post-lysis cellular distress. Also, we previously
reported on the occurrence of intriguing electron dense inclusions in the mitochondrial
matrix of epidermal keratinocytes from both KRT16-overexpressing transgenic mice
(Takahashi et al., 1994) and Krt16 null mice (Lessard et al., 2013). Additionally, a
reduced mitochondrial size was reported in livers of Krt8 null mice and in mice carrying
the KRT18 R89C mutation (Tao et al., 2009; Kumemura et al., 2008), while Stone et al.
(Stone et al., 2007) described an increased mitochondrial size in the skeletal muscle of
Krt19 null mice. Ongoing efforts in several laboratories, including our own, should shed
light on the implications and mechanisms of K5’s involvement in mitochondrial
physiology and other important determinants of the structure and function of the
epidermis and related epithelia.
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CHAPTER 3

ANALYSIS OF THE BIOLOGICAL FUNCTION OF NEWLY IDENTIFIED
KERATIN 5 POLYMORPHISMS WHICH IMPART INCREASED SUSCEPTIBILITY
TO BASAL CELL CARCINOMA

David M. Alvarado and Pierre A. Coulombe
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INTRODUCTION
Keratins are intracellular fibrous heteropolymers that are expressed in epithelia of
higher metazoans. While a primary function of keratin filaments is to provide structural
support, the list of biological functions assigned to keratins is still expanding, and
includes the modulation of cellular function through an impact on signaling pathways
(Pan et al., 2013). Although these emerging functions play significant roles in the normal
biological processes of the cell, keratins are also known to be involved in the pathology
of several human diseases (Omary et al., 2009; Karantza, 2011; Pan et al., 2013). Cancer
is one such disorder, and studies of a number of tumor settings are revealing potential
roles for keratins in cancer. It has been determined that keratins 5, 6, and 17 are faithful
markers of cancer of basal cell origin (Markey et al., 1992; Ordonez, 1998). In fact,
expression of keratins 5 and 17 is shown to correlate with poorer patient prognosis in a
number of cancer paradigms (van de Rijn et al., 2002; Karantza, 2011; Ide et al., 2012;
Wang et al., 2013). Additionally, the aberrant expression of the simple epithelial keratin
K8 in the skin induces severe dysplasia of the hair follicles and an increase in the
progression of papillomas toward malignancies (Casanova et al., 2004). Given the
recurring misregulation of keratins in cancers, as well as the known roles of keratins in
signaling pathways, it is plausible that keratins are more than mere bystanders in this
disease.
Basal cell carcinoma (BCC) is the most common cancer in patients of European
descent. The majority of incidences of BCC occur sporadically, although BCC is one of
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the phenotypes associated with the hereditary disorder called basal-cell nevus syndrome
(BCNS) (Gorlin, 1987; Epstein, 2008). BCNS, also known as Gorlin syndrome, can be
caused by mutation in the PTCH1 gene, a transmembrane receptor that inhibits hedgehog
signal transduction in the absence of its ligand (Johnson et al., 1996). The discovery
made in the context of Gorlin syndrome lead to the subsequent finding that the genetic
and molecular basis of most cases of BCC in skin is aberrant Sonic hedgehog (Shh)
signaling (Gailani et al., 1992; Hahn et al., 1996; Johnson et al., 1996; Epstein, 2008).
Indeed, the overwhelming majority of sporadic BCC cases harbor mutations in PTCH1,
while 10% of cases have mutations in the Shh downstream effector SMO that most likely
render it resistant to inhibition by PTCH1 (Aszterbaum et al., 1998; Xie et al., 1998;
Epstein, 2008).
To examine the role of keratin 17 in the onset and progression of this disease, a
mouse model with constitutive expression of a Shh transcriptional effector, Gli2, were
crossed to a mouse strain harboring a null mutation at the KRT17 locus (Depianto et al.,
2010). In this setting, ear tumor onset was significantly delayed in the absence of keratin
17. This delay correlated with decreased cell proliferation along with major alterations in
inflammation and immune response (Depianto et al., 2010). Specifically, the loss of
keratin 17 caused a polarization of the immune response from a Th1/Th17-dominated to a
Th2-dominated profile (Depianto et al., 2010). Such findings suggested that keratins are
involved in immune modulation in the tumor setting, with an impact on tumor initiation
and progression.
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The type II keratin binding partner for keratin 17 in several cancer settings is
keratin 5 (van de Rijn et al., 2002; Depianto et al., 2010). A recent genome-wide
association study identified two single nucleotide polymorphisms (SNPs) that affect the
coding region of keratin 5 and confer increased susceptibility to BCC (Stacey et al.,
2009). These variants encode the following substitutions: glycine (Gly) to glutamic acid
(Glu) at position 138 (referred to herein as K5 G138E) within the non-helical head
domain, and aspartic acid (Asp) to glutamic acid (Glu) at position 197 (referred to herein
as K5 D197E) within the central rod domain. These substitutions represent novel
variants of keratin 5, in that they have not been previously identified as associated with
human diseases, including Epidermolysis Bullosa Simplex (Stacey et al., 2009). While
the process of tumorigenesis is a complex and multifactorial one, the molecular genetics
of BCC and the known functions of keratin 5 point to several possible mechanisms by
which these SNPs increase BCC susceptibility.
First, it is possible that these variants alter the keratin filament assembly,
structure, and/or dynamics. While these variants have not been identified as a cause of
EBS to date, Stacey et al. predicted that these substitutions would be deleterious (Stacey
et al., 2009). EBS is caused by single substitutions in the coding region of KRT5 in
nearly 50% of all cases (Szeverenyi et al., 2008; Coulombe and Lee, 2012). There is
some clinical evidence suggesting that these mutant proteins alter filament function in a
subtle and sub-clinical fashion (Trufant et al., 2010; Shurman et al., 2006). One report
described a transient EBS-like phenotype following the treatment with a retinoid for
cutaneous T cell lymphoma (Trufant et al., 2010). Mutational analysis revealed that this
67	
  
	
  
	
  
	
  

patient carried one allele encoding the K5 G138E variant (Trufant et al., 2010). At the
proper dosage, retinoids attenuate epidermal keratin expression (Torma, 2011), and this
may have led to K5 G138E attaining the stoichiometry needed to elicit a fragility
phenotype. Another clinical report described a family with a mild form of EBS that
presented with the unique co-morbidity of hyperkeratotic papules on the extremities of
select offspring (Shurman et al., 2006). Mutational analysis of this family identified the
EBS-causing mutation to be KRT5 c.74C>T (encoding the substitution P25L normally
associated with a rare EBS subtype with pigmentation anomalies; see below), but the comorbidity presented only in individuals carrying both this mutation and the allele
encoding the K5 D197E variant (Shurman et al., 2006).
Another potential mechanism of increased BCC susceptibility by these keratin 5
variants is altered ultraviolet damage response. The most significant environmental risk
factor for BCC is sunlight exposure; therefore, variants that affect the protection against,
and repair of, UV-induced DNA damage repair could alter the susceptibility to develop
BCC (Epstein, 2008). Consistent with this, variants of genes that regulate pigmentation
in skin correlate with susceptibility to BCC (Han et al., 2006). A number of disease
contexts have linked keratin 5 mutations with alterations in pigmentation (Gu and
Coulombe, 2007). For example, EBS with mottled pigmentation (EBS-MP) (Uttam et
al., 1996) and EBS Migratory (EBS-Migr) (Gu et al., 2003) are subtypes of EBS which
presents with altered skin pigmentation in the form of hypo- or hyperpigmented patches
(Fischer and Gedde-Dahl, 1979). Also, Dowling Degos Disease (DDD) is a non-EBS
disease caused by haploinsufficiency of keratin 5 which also presents with aberrant
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pigmentation (Dowling and Freudenthal, 1938; Betz et al., 2006). However, Stacey et al.
(2009) found that body areas exposed to sunlight did not have more incidence of BCC
than areas not exposed to sunlight (P=0.09), nor do these variants associate with any
pigmentation trait in patients carrying the keratin 5 SNPs. While these data suggest that
these variants modulate risk of BCC through mechanisms other than altered response to
UV exposure (Stacey et al., 2009), this possibility deserves a deeper investigation.
A third possible mechanism by which the K5 G138E and K5 D197E variants
could increase BCC susceptibility is via alterations in the emerging role of keratins as
immune response modulators. As mentioned above, investigation of the role of keratin
17 in BCC has revealed immune response modulation as a potentially powerful
mechanism by which keratins can influence tumor initiation and progression (Depianto et
al., 2010). Genetic ablation of keratin 5 has also been shown to alter the immune profile
in embryonic mouse skin, specifically increasing the expression of the cytokines Ccl2,
Ccl19, and Ccl20 (see Table 3.2) (Roth et al., 2009). Therefore, one should consider the
potential of these keratin 5 variants to impact the immunological landscape of the skin in
such a way as to promote the cellular transformations leading to BCC.
Finally, another mechanistic possibility is a heretofore unidentified role for
keratin 5 in modulation of Shh signaling. While there is no direct evidence for this, the
number of signaling pathways modulated by keratins continues to increase steadily (see
Chapter 1) (Pan et al., 2013). In the study presented in this Chapter, we continue the
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analyses initiated by Andrew Sawaya (Sawaya, 2011) in an effort to determine the impact
of these keratin 5 variants on cellular functions in HeLa cells.
EXPERIMENTAL PROCEDURES
Plasmids. Plasmids pEGFP-N1, pEGFP-N1-K5, pEGFP-N1-K5G138E, and
pEGFP-N1-K5D197E were described previously (Sawaya, 2011). The open reading
frame of wildtype KRT5, KRT5 variant K5 G138E, and KRT5 variant K5 D197E were
PCR-amplified by the primers indicated in Table 3.1, digested with EcoRI and KpnI, and
subcloned into pEGFP-C3 vector. The resulting plasmids were designated pEGFP-C3
(Vector), pEGFP-C3-K5 (wildtype KRT5), pEGFP-C3-K5G138E (designated KRT5
G138E), and pEGFP-C3-K5D197E (designated KRT5 D197E). Plasmid pEGFP-C3K5E477K (designated KRT5 E477K), which expresses a mutated and EBS-causing
keratin that severely disrupts keratin filaments (Gu and Coulombe, 2005), was generated
by site-directed mutagenesis of the wildtype KRT5 plasmid using QuikChange II KL
Site-Directed Mutagenesis kit (Agilent Technologies) and the primers indicated in Table
3.1.
Cell lines and transfections. All transfection experiments were performed in
HeLa cells (ATCC CCL-2) using GeneJuice® reagent (EMD Millipore) according to the
manufacturer’s instruction. Cells were maintained in low glucose Dulbecco’s Modified
Eagle Medium (DMEM) supplemented with 10% Fetal Bovine Serum (FBS) and
Penicillin/Streptomycin. Cells were treated with 12-O-tetradecanoylphorbol-13-acetate
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Table 3.1: List of Primers
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Table 3.2: Biological Relevance of qRT-PCR Targets
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(TPA, Sigma) dissolved in DMSO or DMSO alone, added to complete media to a final
concentration of 200 nM for 12h (Pan et al., 2011).
Protein analysis. For analysis of protein expression, urea-soluble proteins were
extracted from transfected HeLa cells as previously described (Lee and Coulombe, 2009).
Protein concentrations were determined with a Bradford assay kit (Bio-Rad). Equal
quantities of protein were resolved on 10% SDS-PAGE and transferred to nitrocellulose
membranes. Membranes were blocked and antibody incubations were performed in 5%
milk in 1x TBS-T. Protein epitopes were detected with the following antibodies: rabbit
anti-K5 AF-138, (Covance) and mouse anti- β-actin antibody (Sigma). Secondary
antibodies used were horseradish peroxidase- conjugated goat anti-rabbit and goat antimouse. Blots were developed using the SuperSignal West Pico Chemiluminescent
substrate kit (Bio-Rad) and were imaged with FluorChem® Q MultiImage III (Alpha
Innotech). Band signal intensity was measured from these images with the AlphaView®
Q software.
Immunofluorescence. HeLa cells were plated on coverslips and grown in DMEM
supplemented with 10% FBS and Pen/Strep at 37°C and 5% CO2. For analysis of
filament networks, cells were transfected with the plasmids described above overnight
with GeneJuice reagent according to manufacturer’s instructions. Cells were allowed to
grow for 72h, and then coverslips were fixed with ice-cold methanol at -20°C for 10 min.
K5 was detected with rabbit anti-K5 AF-138 antibody (Covance). Secondary antibody
used was goat anti-rabbit Alexa-594, and nuclei were stained with Hoechst fluorescent
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dye. Images were taken on a Zeiss AxioObserver inverted microscope with an AxioCam
HRc camera. “Bundled” networks were quantified using ImageJ by counting the number
of cells with fluorescent signal above the maxima threshold of 60 per 40x frame. Cells
with “aggregated” keratins were counted manually, and cells with “distributed” networks
were determined by subtracting the bundled and aggregated cells from the total number
of transfected cells. Images were cropped and scale bars were added also using ImageJ.
Quantitative real-time PCR. Total RNA was isolated from HeLa cells using
RNEasy isolation kit (Qiagen) according to manufacturer’s instructions. Complementary
DNA was synthesized using iScript™ cDNA synthesis kit (Bio-Rad) according to
manufacturer’s instructions. Quantitative real-time PCR was carried out using SYBR®
Green Real-Time PCR Master Mix from Life Technologies on a Bio-Rad C1000™
thermocycler and CFX™ Real-Time System. Oligonucleotide primers used are defined
in Table 3.1. Delta Cq (ΔCq) was determined by subtracting the averaged Cq values for
Actin and GAPDH from the Cq of the target, and delta-delta Cq (ΔΔCq) for each
targetwas determined by subtracting the ΔCq of the control samples (DMSO-treated)
from the TPA-treated samples (Lessard et al., 2013). Relative fold change was calculated
by taking 2-ΔΔCq. Calculations were performed using Microsoft Excel.
Statistical analyses. All statistics were performed using Graphpad Prism
software. Two-way analyses of variance (ANOVA) were used to test for significance,
and adjusted P values are reported.
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RESULTS
Mutant keratins form normal pan-cytoplasmic networks in HeLa cells. In a
previous effort, purified recombinant wildtype and mutant keratin 5 proteins were coassembled with keratin 17 in vitro and the resulting assemblies were assessed by electron
microscopy (Sawaya, 2011). In this setting, the filaments formed by the variants K5
G138E and K5 D197E are not distinguishable from wildtype K5 (Sawaya, 2011). The
filaments appear to be normal in diameter (~10 nm), and no obvious aberration in
filament assembly or structure was evident (Sawaya, 2011). To assess the ability of the
keratin 5 variants to integrate into preexisting keratin filament networks in epithelial
cells, HeLa cells were transfected with wildtype KRT5 or the KRT5 variant cDNAs, and
keratin filament networks were visualized by indirect immunofluorescence. This analysis
revealed only subtle differences between WT K5 and K5 variants (Fig. 3.1). Each of the
K5 proteins tested (WT K5, K5 G138E, and K5 D197E) readily integrated into the
keratin IF networks, which in the majority of cases maintained their pan-cytoplasmic
distribution and normal appearance (Fig. 3.1). For the purpose of quantitation,
transfected cells were assessed based on their appearance and labeled as “distributed”,
“bundled”, or “aggregated” (Fig. 3.2A). Analysis of over 1000 cells for each of the
keratin 5 constructs tested revealed that the variants K5 G138E and K5 D179E were more
likely to be associated with filament bundles relative to wildtype keratin 5 (Fig. 3.2B).
This resulted in a statistically significant decrease in the so-called “dispersed” filament
networks in HeLa cells transfected with cDNA encoding K5 G138E or K5 D197E, and a
corresponding increase in “bundled” filament networks (Fig. 3.2B). None of the type II
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Figure 3.1: Observation of Keratin Filament Networks in HeLa Cells.

Figure 3.1: Observation of Keratin Filament Networks in HeLa Cells.
HeLa cells were transfected with cDNA encoding WT K5 (A-A”), K5 G138E (B-B”), or
K5 D197E (C-C”), and keratin filament networks were observed by indirect
immunofluorescence. In this setting, both keratin variants (B-C”) properly integrated
into the endogenous keratin filament network of HeLa cells, and did not trigger any
obvious difference relative to networks containing wildtype K5 (A-A”). Nu, nucleus.
Bar=10μm
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Figure 3.2: Analysis of Keratin Filament Networks in HeLa Cells.
A) Representative examples of each of the filament networks observed in HeLa cells
transfected with cDNA encoding WT K5, K5 G138E, or K5 D197E. The examples of
filament network phenotypes (dispersed, bundled, aggregated) shown are from cells
transfected with wildtype KRT5 cDNA. B) Frequency of filament network phenotypes in
transfected HeLa cells. Cells transfected with cDNA encoding WT K5, K5 G138E, or
K5 D197E were methanol-fixed and processed for indirect immunofluorescence.
Filament networks were qualified as “bundled” if their fluorescent signal was above the
maxima threshold of 60, as determined by the ImageJ software. “Aggregated” cells were
counted manually, and cells with “distributed” networks were determined by subtracting
“bundled” and “aggregated” cells from the total number of transfected cells. The
percentages of each form of observed network is illustrated in graphical format. *,
P=0.0001; **, P>0.0001. C) Steady-state protein levels of WT K5 (WT), K5 G138E
(G138E), and K5 D197E (D197E) in transfected HeLa cells. Total protein was extracted
from HeLa cells transfected with equal concentrations of cDNA and resolved by standard
western blot analysis. ACTB protein was used as a loading control. Both K5 variants
had higher steady-state protein levels when compared to wildtype K5.
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Figure 3.2: Analysis of Keratin Filament Networks in HeLa Cells.
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keratins assessed resulted in a significant increase in “aggregated” filament networks
(Fig. 3.2B).
Since the characterization of keratin filaments as bundled networks is dependent
on fluorescence signal intensity, one potential explanation for the significant increase in
“bundled” networks in the KRT5 variant transfectants is an increased amount of variant
K5 protein content compared to WT K5 transfectants. To address this, the steady-state
levels of keratin proteins were determined by extracting urea-soluble proteins from
transfected HeLa cells and resolving by western blot (Fig. 3.2C). Using this analysis, the
steady-state levels of variant K5 proteins were demonstrated to be higher than WT K5
despite the transfection of equal concentrations of cDNA (Fig. 3.2C). Whether this
increased amount of variant K5 protein is the result of increased expression or sequencerelated resistance to degradation remains unclear, and warrants follow-up analyses in the
future.
To assess the impact of KRT5 variant expression has on cellular signaling
pathways relevant to BCC, transcript levels for specific genes (designated as “targets”)
was carried out using customized quantitative real-time PCR (qRT-PCR) arrays. Targets
were selected from several paradigms, including some whose expression is elevated in
known mouse tumor models (HPVTg, GLI2Tg) (Depianto et al., 2010), some determined
to be differentially modulated in Krt17-/- mice compared to Krt17+/+ mice (Depianto et
al., 2010), and others found to be overexpressed in human BCC (Fig. 3.3a) (Bonifas et
al., 2001; Katoh and Katoh, 2009). As an additional stimulus, transfected HeLa cells
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Figure 3.3: Impact of K5 Variants on Cytokine Expression by qRT-PCR Analysis.
A) List of targets chosen for custom qRT-PCR analysis, and the setting in which they are
upregulated or differentially regulated in a keratin- and/or cancer-specific manner (see
Table 3.2 for associated biological significance). B) Targets that were unaffected by the
expression of the two KRT5 variants tested. Total RNA was queried with custom qRTPCR arrays, and the relative fold change of TPA-treated cells over DMSO-treated cells is
reported. The majority of targets assessed did not demonstrate a difference between
wildtype and variant KRT5 expression, including effectors of Shh and Wnt signaling
pathways known to be markedly upregulated in BCC. C) Targets that demonstrated
differential expression as a result of TPA treatment concomitant with the expression of
K5 variants. Total RNA was queried with custom qRT-PCR arrays, and the relative fold
change of TPA-treated cells over DMSO-treated cells is illustrated. The mRNA
transcripts for genes CCL2 and CXCL5 exhibit distinct levels in cells expressing wildtype
keratin 5 compared to cells expressing KRT5 variants. *, P<0.01; **, P<0.001.
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Figure 3.3: Impact of K5 Variants on Cytokine Expression by qRT-PCR Analysis.
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were treated with the phorbol ester 12-O-tetradecanoylphorbol-13-acetate (TPA) at a
final concentration of 200nM. Using this method of analysis, we determined that the
targets AIRE, IL6, IFNG, IL1B, CCL3, CCR1, CXCR2, and HHIP do not produce signal
above levels detected in no reverse transcriptase control wells (data not shown),
indicating they are either not expressed in HeLa cells, or below the levels of detection by
this assay.
Of the remaining targets analyzed, the majority did not show significant
differences between cells transfected with wildtype keratin 5 and cells transfected with
keratin 5 variants (Fig. 3.3B). Included in this group are PTCH1 and GLI1, two effectors
in the Shh signaling pathway, and WNT2B and WNT5A, which are effectors of the Wnt
signaling pathway that are upregulated in human BCC (Fig. 3.3A, B) (Yang et al., 2008).
Also unaffected by the expression of the KRT5 variants is their binding partner, KRT17,
which is known to be upregulated in a variety of cancer paradigms (see Introduction; Fig.
3.3A, B).
Interestingly, two genes were found to be differentially regulated depending on
the keratin variant being transfected. Specifically, CCL2 was found to be upregulated as
a result of TPA treatment in HeLa cells transfected with wildtype KRT5 (Fig. 3.3C).
Although the trend of increased CCL2 expression is maintained in HeLa cells transfected
with the KRT5 variants K5 G138E and K5 D197E, the latter were determined to not be
statistically significant relative to vector control (Fig. 3.3C). Another target, CXCL5,
remained unchanged in HeLa cells transfected with wildtype KRT5 when compared to
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vector control; however, cells transfected with either KRT5 variant displayed
significantly reduced levels of CXCL5 (Fig. 3.3C).
DISCUSSION
The current study set out to address whether two SNPs resulting in single amino
acid substitutions in keratin 5 and associated with an increase risk in developing BCC
(Stacey et al., 2009) modulate either the properties of keratin filaments or expression of
specific genes in cultured HeLa cells. We found that, contrary to the predictions offered
by Stacey et al., the K5 G138E variant (as well as the K5 D197E variant) did not impact
keratin filament assembly or network formation in a deleterious fashion (Stacey et al.,
2009). While the filament dynamics must be explored in more detail, the fact that both
variants integrate into normal filament networks allows for the possibility that they
impact BCC susceptibility through non-structural mechanisms.
Another possible mechanism by which keratin variants could impact BCC
susceptibility is by interacting with specific signaling pathways in a manner differing
from wildtype K5. It is still not clear whether keratins interact with these signaling
pathways as small subunits or as filaments (Pan et al., 2013). Since both variants were
associated with an increase in “bundled” networks, it is possible that they are not as
readily available as subunits to interact with signaling pathways, relative to wildtype K5.
Conversely, if IF-associating proteins with a role in signaling prefer a “bundled” moiety
to bind to keratin intermediate filaments, the increase in such “bundled” networks in the
presence of the keratin variants would likely augment such signaling cascades.
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The observation that expression of these variants affects the expression of CCL2
and CXCL5 differently than wildtype KRT5 provides the possibility of immune
modulation as the mechanism by which these keratin variants influence BCC risk.
Interestingly, these variants did not increase the expression of their binding partner,
KRT17 (see Fig. 3.3), which is normally expressed in HeLa cells (Moll et al., 1982).
These data provide evidence suggesting that keratin 5 exhibits immunomodulatory
behavior independent of that observed with K17 (Depianto et al., 2010). Overall, the
findings of this preliminary study provide a number of promising avenues to pursue in
future studies.
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CHAPTER 4

CONCLUSIONS AND FUTURE DIRECTIONS

David M. Alvarado and Pierre A. Coulombe
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The work presented in this dissertation addresses several outstanding questions in
epithelial biology. In Chapter 2, we presented strong evidence supporting the importance
of keratin filament self-organization towards their structural support function in vivo. We
replaced the endogenous keratin 5 with a bundling-competent chimeric keratin, KRT8bc,
and the resulting replacement animals survived to adulthood with a 47% frequency. This
finding is quite remarkable, given that greater than 30% of the wildtype human K8
coding sequence is replaced by the corresponding coding sequence of human K5 in the
KRT8bc chimera. For instance, this substitution far exceeds the threshold required to
cause EBS in the human population, where often only a single amino acid substitution is
necessary for the presentation of disease (Coulombe and Lee, 2012). We also
demonstrated that this chimeric keratin becomes part of filament bundles (albeit to a
lesser degree than K5) in basal keratinocytes of the epidermis in adult replacement
animals. Finally, we uncovered a previously unidentified role of keratin 5 in the
maintenance of cellular architecture and the integrity of mitochondria. Both of these new
phenotypic traits were ameliorated by the expression of KRT8bc in the epidermis of
keratin 5 null mice.
Despite the production and characterization of quite a large number of transgenic
founders and lines, the highest expression levels achieved for a replacement protein,
namely K8bc, were at ~50% of endogenous keratin 5 levels prevailing in wildtype skin.
This fact precluded a direct comparison between the KRT8bc and KRT8 transgenes.
Because of this, future studies exploring the functions of keratin chimeras would be best
served to use a knock-in strategy in lieu of a transgenic approach. Nonetheless, the
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partial rescue of keratin 5 null mice with KRT8bc represents a significant finding that
warrants further study. For example, in unaffected skin of adult replacement mice, the
mitochondria exhibited a healthier morphology, and filament bundles were apparent.
However, mitochondrial status was not assessed in the phenotypic skin of KRT8bc
replacement mice. One clinical study revealed that hair and skin abnormalities can be
indicators of underlying mitochondrial disorders (Bodemer et al., 1999). The role of
thyroid hormones in the regulation and maintenance of the epidermis, especially of
epidermal mitochondria, is coming to light (Tiede et al., 2010; Paus, 2010; Vidali et al.,
2014). In fact, thyroid hormones have been shown to influence keratin expression in hair
follicle stem cells (Tiede et al., 2010). Another recent study proposed that mitochondrial
biogenesis is necessary for the proper development of hair follicles (Vidali et al., 2014).
It is therefore possible that one explanation of the alopecia observed in adult replacement
animals is reflecting the incomplete rescue of the mitochondrial phenotype observed at
E18.5. This emerging keratin-mitochondrial link is an area which would warrant further
investigation.
Also of interest was the observed disruption in the cellular architecture in KRT5
null E18.5 animals. Previous studies have suggested a role for keratins 5 and 14 in
regulation of basal cell architecture (see Chapter 1). A recent study revealed that a transdimer, homotypic disulfide bond involving residue Cysteine 367 in K14 impacts nuclear
size and shape in early differentiating epidermal keratinocytes (Lee et al., 2012).
Therefore, the aberrant cell and nuclear shape is likely the result of the keratin deficiency
in basal cells of KRT5 null animals. This altered cell shape and aberrant nuclear contour
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potentially alters their physical relationship with other key cell types in the epidermis,
including melanocytes and Langerhans cells. As such, these observations offer an
explanation for the differences in skin pigmentation (Betz et al., 2006) and Langerhans
cell density (Roth et al., 2009) seen in mouse models and/or individuals with genetic
alterations at the Krt5 locus. The persisting nuclear contour defect observed in KRT8bc
replacement embryos may also potentially explain the ulcerative dermatitis that presents
in all replacement animals. Therefore, the underlying cause of this phenotype also
warrants further inquiry. Since the genetic ablation of keratin 5 results in increased
Langerhans cell infiltration within the epidermis (Roth et al., 2009), it is possible that
either the genetic ablation of K5 or the expression of K8bc is promoting a proinflammatory environment within the mouse epidermis. Therefore, the immune status of
adult KRT8bc replacement mice should be explored in more detail.
In Chapter 3, we presented an initial analysis of the effects that two KRT5 variants
have on keratin filament networks and specific target mRNA expression in HeLa cells.
We found that, relative to WT K5, the K5 G138E and K5 D197E variants generated
detectable differences in filament organization, steady-state protein levels, and cytokine
expression. However, these findings need to be reproduced and expanded, and otherwise
there are still many unanswered questions in this line of investigation. For example, it is
unclear whether the increase in “bundled” networks is a real phenomenon, or rather a
consequence of higher steady-state levels of variant protein on average in transfected
cells. To further distinguish these two possibilities, protein stability experiments should
be undertaken. Also, additional information on the filament dynamics would be garnered
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by high- and low-speed sedimentation experiments using in vitro filament assemblies.
This has been attempted previously, though the results were unclear (Sawaya, 2011).
Also, examination of high-salt protein extracts prepared from transfected cells would
shed further light on the potential differences in solubility between these keratin variants.
A recently developed reagent that could prove useful in the examination of these
KRT5 variants is the global type II keratin knockout mouse model (Vijayaraj et al., 2009;
Seltmann et al., 2013b). Indeed, reintroduction of a single type II keratin results in the reformation of keratin filament networks comprised of a single type I and type II keratin
pair (Seltmann et al., 2013b). Using such keratin-free cells will allow for a clear readout
of differences in the keratin filament networks comprised of keratin 5 variant proteins.
Analysis of these cells might also sharpen our understanding of the immunomodulatory
effects specific to these variants in a more biologically relevant context.
Finally, it is important to note that the process of tumorigenesis is not one that can
be easily replicated using short-term expression of these keratin variants in a cell culture
setting. In fact, the impact that these variants have on BCC risk in patients is modest
(combined odds ratio of 1.35), and manifest their effects over much of the patient’s
lifetime (Stacey et al., 2009). To assess the impact these keratin variants would have on a
model organism over its lifetime, a knock-in approach should be used. This model would
allow investigators to observe the effect of the variants as either heterozygous or as
homozygous alleles. It would also be possible to subject these animals to a variety of
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external stimuli pertinent to BCC, including ultraviolet radiation, and compare wildtype
mice to mice expressing variants of KRT5.	
  

91	
  
	
  
	
  
	
  

REFERENCES
Albers, K., and E. Fuchs. 1989. Expression of mutant keratin cDNAs in epithelial cells
reveals possible mechanisms for initiation and assembly of intermediate filaments. J.Cell
Biol. 108:1477-1493.
Albers, K., and E. Fuchs. 1987. The expression of mutant epidermal keratin cDNAs
transfected in simple epithelial and squamous cell carcinoma lines. J.Cell Biol. 105:791806.
Andersen, B., W.C. Weinberg, O. Rennekampff, R.J. McEvilly, J.R. Bermingham Jr, F.
Hooshmand, V. Vasilyev, J.F. Hansbrough, M.R. Pittelkow, S.H. Yuspa, and M.G.
Rosenfeld. 1997. Functions of the POU domain genes Skn-1a/i and Tst-1/Oct-6/SCIP in
epidermal differentiation. Genes Dev. 11:1873-1884.
Aszterbaum, M., A. Rothman, R.L. Johnson, M. Fisher, J. Xie, J.M. Bonifas, X. Zhang,
M.P. Scott, and E.H. Epstein Jr. 1998. Identification of mutations in the human
PATCHED gene in sporadic basal cell carcinomas and in patients with the basal cell
nevus syndrome. J.Invest.Dermatol. 110:885-888.
Bernot, K.M., C.H. Lee, and P.A. Coulombe. 2005. A small surface hydrophobic stripe in
the coiled-coil domain of type I keratins mediates tetramer stability. J.Cell Biol. 168:965974.
Betz, R.C., L. Planko, S. Eigelshoven, S. Hanneken, S.M. Pasternack, H. Bussow, K. Van
Den Bogaert, J. Wenzel, M. Braun-Falco, A. Rutten, M.A. Rogers, T. Ruzicka, M.M.
Nothen, T.M. Magin, and R. Kruse. 2006. Loss-of-function mutations in the keratin 5
gene lead to Dowling-Degos disease. Am.J.Hum.Genet. 78:510-519.
Bodemer, C., A. Rotig, P. Rustin, V. Cormier, P. Niaudet, J.M. Saudubray, D. Rabier, A.
Munnich, and Y. de Prost. 1999. Hair and skin disorders as signs of mitochondrial
disease. Pediatrics. 103:428-433.
Bonifas, J.M., S. Pennypacker, P.T. Chuang, A.P. McMahon, M. Williams, A. Rosenthal,
F.J. De Sauvage, and E.H. Epstein Jr. 2001. Activation of expression of hedgehog target
genes in basal cell carcinomas. J.Invest.Dermatol. 116:739-742.
Bonifas, J.M., A.L. Rothman, and E.H. Epstein Jr. 1991. Epidermolysis bullosa simplex:
evidence in two families for keratin gene abnormalities. Science. 254:1202-1205.
Bordeleau, F., L. Galarneau, S. Gilbert, A. Loranger, and N. Marceau. 2010. Keratin 8/18
modulation of protein kinase C-mediated integrin-dependent adhesion and migration of
liver epithelial cells. Mol.Biol.Cell. 21:1698-1713.
92	
  
	
  
	
  
	
  

Bousquet, O., L. Ma, S. Yamada, C. Gu, T. Idei, K. Takahashi, D. Wirtz, and P.A.
Coulombe. 2001. The nonhelical tail domain of keratin 14 promotes filament bundling
and enhances the mechanical properties of keratin intermediate filaments in vitro. J.Cell
Biol. 155:747-754.
Byrne, C. 1997. Regulation of gene expression in developing epidermal epithelia.
Bioessays. 19:691-698.
Byrne, C., M. Tainsky, and E. Fuchs. 1994. Programming gene expression in developing
epidermis. Development. 120:2369-2383.
Casanova, M.L., A. Bravo, J. Martinez-Palacio, M.J. Fernandez-Acenero, C. Villanueva,
F. Larcher, C.J. Conti, and J.L. Jorcano. 2004. Epidermal abnormalities and increased
malignancy of skin tumors in human epidermal keratin 8-expressing transgenic mice.
FASEB J. 18:1556-1558.
Cheng, J., A.J. Syder, Q.C. Yu, A. Letai, A.S. Paller, and E. Fuchs. 1992. The genetic
basis of epidermolytic hyperkeratosis: a disorder of differentiation-specific epidermal
keratin genes. Cell. 70:811-819.
Chipev, C.C., B.P. Korge, N. Markova, S.J. Bale, J.J. DiGiovanna, J.G. Compton, and
P.M. Steinert. 1992. A leucine----proline mutation in the H1 subdomain of keratin 1
causes epidermolytic hyperkeratosis. Cell. 70:821-828.
Chung, B.M., J.D. Rotty, and P.A. Coulombe. 2013. Networking galore: intermediate
filaments and cell migration. Curr.Opin.Cell Biol. 25:600-612.
Ciechanover, A., and A.L. Schwartz. 1998. The ubiquitin-proteasome pathway: the
complexity and myriad functions of proteins death. Proc.Natl.Acad.Sci.U.S.A. 95:27272730.
Collin, C., R. Moll, S. Kubicka, J.P. Ouhayoun, and W.W. Franke. 1992.
Characterization of human cytokeratin 2, an epidermal cytoskeletal protein synthesized
late during differentiation. Exp.Cell Res. 202:132-141.
Coulombe, P.A., O. Bousquet, L. Ma, S. Yamada, and D. Wirtz. 2000. The 'ins' and 'outs'
of intermediate filament organization. Trends Cell Biol. 10:420-428.
Coulombe, P.A., Y.M. Chan, K. Albers, and E. Fuchs. 1990. Deletions in epidermal
keratins leading to alterations in filament organization in vivo and in intermediate
filament assembly in vitro. J.Cell Biol. 111:3049-3064.

93	
  
	
  
	
  
	
  

Coulombe, P.A., and E. Fuchs. 1993. Epidermolysis bullosa simplex. Semin.Dermatol.
12:173-190.
Coulombe, P.A., and E. Fuchs. 1990. Elucidating the early stages of keratin filament
assembly. J.Cell Biol. 111:153-169.
Coulombe, P.A., M.E. Hutton, A. Letai, A. Hebert, A.S. Paller, and E. Fuchs. 1991a.
Point mutations in human keratin 14 genes of epidermolysis bullosa simplex patients:
genetic and functional analyses. Cell. 66:1301-1311.
Coulombe, P.A., M.E. Hutton, R. Vassar, and E. Fuchs. 1991b. A function for keratins
and a common thread among different types of epidermolysis bullosa simplex diseases.
J.Cell Biol. 115:1661-1674.
Coulombe, P.A., M.L. Kerns, and E. Fuchs. 2009. Epidermolysis bullosa simplex: a
paradigm for disorders of tissue fragility. J.Clin.Invest. 119:1784-1793.
Coulombe, P.A., and C.H. Lee. 2012. Defining keratin protein function in skin epithelia:
epidermolysis bullosa simplex and its aftermath. J.Invest.Dermatol. 132:763-775.
Coulombe, P.A., and P. Wong. 2004. Cytoplasmic intermediate filaments revealed as
dynamic and multipurpose scaffolds. Nat.Cell Biol. 6:699-706.
Depianto, D., M.L. Kerns, A.A. Dlugosz, and P.A. Coulombe. 2010. Keratin 17 promotes
epithelial proliferation and tumor growth by polarizing the immune response in skin.
Nat.Genet. 42:910-914.
Dowling, G.B., and W. Freudenthal. 1938. Acanthosis Nigricans. Proc.R.Soc.Med.
31:1147-1150.
El Ghalbzouri, A., M. Jonkman, J. Kempenaar, and M. Ponec. 2003. Recessive
epidermolysis bullosa simplex phenotype reproduced in vitro: ablation of keratin 14 is
partially compensated by keratin 17. Am.J.Pathol. 163:1771-1779.
Epstein, E.H. 2008. Basal cell carcinomas: attack of the hedgehog. Nat.Rev.Cancer.
8:743-754.
Faus, I., H.J. Hsu, and E. Fuchs. 1994. Oct-6: a regulator of keratinocyte gene expression
in stratified squamous epithelia. Mol.Cell.Biol. 14:3263-3275.
Feng, X., H. Zhang, J.B. Margolick, and P.A. Coulombe. 2013. Keratin intracellular
concentration revisited: implications for keratin function in surface epithelia.
J.Invest.Dermatol. 133:850-853.
94	
  
	
  
	
  
	
  

Fischer, T., and T. Gedde-Dahl Jr. 1979. Epidermolysis bullosa simplex and mottled
pigmentation: a new dominant syndrome. I. Clinical and histological features.
Clin.Genet. 15:228-238.
Fitch, K.R., K.A. McGowan, C.D. van Raamsdonk, H. Fuchs, D. Lee, A. Puech, Y.
Herault, D.W. Threadgill, M. Hrabe de Angelis, and G.S. Barsh. 2003. Genetics of dark
skin in mice. Genes Dev. 17:214-228.
Fuchs, E. 1995. Keratins and the skin. Annu.Rev.Cell Dev.Biol. 11:123-153.
Fuchs, E., and D.W. Cleveland. 1998. A structural scaffolding of intermediate filaments
in health and disease. Science. 279:514-519.
Fuchs, E., R.A. Esteves, and P.A. Coulombe. 1992. Transgenic mice expressing a mutant
keratin 10 gene reveal the likely genetic basis for epidermolytic hyperkeratosis.
Proc.Natl.Acad.Sci.U.S.A. 89:6906-6910.
Fuchs, E., and H. Green. 1980. Changes in keratin gene expression during terminal
differentiation of the keratinocyte. Cell. 19:1033-1042.
Gabbiani, G., Y. Kapanci, P. Barazzone, and W.W. Franke. 1981. Immunochemical
identification of intermediate-sized filaments in human neoplastic cells. A diagnostic aid
for the surgical pathologist. Am.J.Pathol. 104:206-216.
Gailani, M.R., S.J. Bale, D.J. Leffell, J.J. DiGiovanna, G.L. Peck, S. Poliak, M.A. Drum,
B. Pastakia, O.W. McBride, and R. Kase. 1992. Developmental defects in Gorlin
syndrome related to a putative tumor suppressor gene on chromosome 9. Cell. 69:111117.
Galarneau, L., A. Loranger, S. Gilbert, and N. Marceau. 2007. Keratins modulate hepatic
cell adhesion, size and G1/S transition. Exp.Cell Res. 313:179-194.
Gorlin, R.J. 1987. Nevoid basal-cell carcinoma syndrome. Medicine (Baltimore). 66:98113.
Green, K.J., M. Bohringer, T. Gocken, and J.C. Jones. 2005. Intermediate filament
associated proteins. Adv.Protein Chem. 70:143-202.
Gu, L.H., and P.A. Coulombe. 2007. Keratin function in skin epithelia: a broadening
palette with surprising shades. Curr.Opin.Cell Biol. 19:13-23.

95	
  
	
  
	
  
	
  

Gu, L.H., and P.A. Coulombe. 2005. Defining the properties of the nonhelical tail domain
in type II keratin 5: insight from a bullous disease-causing mutation. Mol.Biol.Cell.
16:1427-1438.
Gu, L.H., S.C. Kim, Y. Ichiki, J. Park, M. Nagai, and Y. Kitajima. 2003. A usual
frameshift and delayed termination codon mutation in keratin 5 causes a novel type of
epidermolysis bullosa simplex with migratory circinate erythema. J.Invest.Dermatol.
121:482-485.
Hahn, H., C. Wicking, P.G. Zaphiropoulous, M.R. Gailani, S. Shanley, A. Chidambaram,
I. Vorechovsky, E. Holmberg, A.B. Unden, S. Gillies, K. Negus, I. Smyth, C. Pressman,
D.J. Leffell, B. Gerrard, A.M. Goldstein, M. Dean, R. Toftgard, G. Chenevix-Trench, B.
Wainwright, and A.E. Bale. 1996. Mutations of the human homolog of Drosophila
patched in the nevoid basal cell carcinoma syndrome. Cell. 85:841-851.
Han, J., P. Kraft, G.A. Colditz, J. Wong, and D.J. Hunter. 2006. Melanocortin 1 receptor
variants and skin cancer risk. Int.J.Cancer. 119:1976-1984.
Hanukoglu, I., and E. Fuchs. 1983. The cDNA sequence of a Type II cytoskeletal keratin
reveals constant and variable structural domains among keratins. Cell. 33:915-924.
Herrmann, H., and U. Aebi. 2004. Intermediate filaments: molecular structure, assembly
mechanism, and integration into functionally distinct intracellular Scaffolds.
Annu.Rev.Biochem. 73:749-789.
Hesketh, J.E., and I.F. Pryme. 1991. Interaction between mRNA, ribosomes and the
cytoskeleton. Biochem.J. 277 ( Pt 1):1-10.
Hesse, M., A. Zimek, K. Weber, and T.M. Magin. 2004. Comprehensive analysis of
keratin gene clusters in humans and rodents. Eur.J.Cell Biol. 83:19-26.
Hutton, E., R.D. Paladini, Q.C. Yu, M. Yen, P.A. Coulombe, and E. Fuchs. 1998.
Functional differences between keratins of stratified and simple epithelia. J.Cell Biol.
143:487-499.
Ide, M., T. Kato, K. Ogata, E. Mochiki, H. Kuwano, and T. Oyama. 2012. Keratin 17
expression correlates with tumor progression and poor prognosis in gastric
adenocarcinoma. Ann.Surg.Oncol. 19:3506-3514.
Inada, H., I. Izawa, M. Nishizawa, E. Fujita, T. Kiyono, T. Takahashi, T. Momoi, and M.
Inagaki. 2001. Keratin attenuates tumor necrosis factor-induced cytotoxicity through
association with TRADD. J.Cell Biol. 155:415-426.
96	
  
	
  
	
  
	
  

Ishikawa, H., R. Bischoff, and H. Holtzer. 1968. Mitosis and intermediate-sized filaments
in developing skeletal muscle. J.Cell Biol. 38:538-555.
Izawa, I., and M. Inagaki. 2006. Regulatory mechanisms and functions of intermediate
filaments: a study using site- and phosphorylation state-specific antibodies. Cancer.Sci.
97:167-174.
Jaitovich, A., S. Mehta, N. Na, A. Ciechanover, R.D. Goldman, and K.M. Ridge. 2008.
Ubiquitin-proteasome-mediated degradation of keratin intermediate filaments in
mechanically stimulated A549 cells. J.Biol.Chem. 283:25348-25355.
Jang, S.I., A. Kalinin, K. Takahashi, L.N. Marekov, and P.M. Steinert. 2005.
Characterization of human epiplakin: RNAi-mediated epiplakin depletion leads to the
disruption of keratin and vimentin IF networks. J.Cell.Sci. 118:781-793.
Janmey, P.A., U. Euteneuer, P. Traub, and M. Schliwa. 1991. Viscoelastic properties of
vimentin compared with other filamentous biopolymer networks. J.Cell Biol. 113:155160.
Johnson, R.L., A.L. Rothman, J. Xie, L.V. Goodrich, J.W. Bare, J.M. Bonifas, A.G.
Quinn, R.M. Myers, D.R. Cox, E.H. Epstein Jr, and M.P. Scott. 1996. Human homolog of
patched, a candidate gene for the basal cell nevus syndrome. Science. 272:1668-1671.
Karantza, V. 2011. Keratins in health and cancer: more than mere epithelial cell markers.
Oncogene. 30:127-138.
Katoh, M., and M. Katoh. 2009. Transcriptional regulation of WNT2B based on the
balance of Hedgehog, Notch, BMP and WNT signals. Int.J.Oncol. 34:1411-1415.
Kellner, J.C., and P.A. Coulombe. 2009. Keratins and protein synthesis: the plot thickens.
J.Cell Biol. 187:157-159.
Kerns, M.L., D. DePianto, A.T. Dinkova-Kostova, P. Talalay, and P.A. Coulombe. 2007.
Reprogramming of keratin biosynthesis by sulforaphane restores skin integrity in
epidermolysis bullosa simplex. Proc.Natl.Acad.Sci.U.S.A. 104:14460-14465.
Kim, S., and P.A. Coulombe. 2010. Emerging role for the cytoskeleton as an organizer
and regulator of translation. Nat.Rev.Mol.Cell Biol. 11:75-81.
Kim, S., and P.A. Coulombe. 2007. Intermediate filament scaffolds fulfill mechanical,
organizational, and signaling functions in the cytoplasm. Genes Dev. 21:1581-1597.

97	
  
	
  
	
  
	
  

Kim, S., J. Kellner, C.H. Lee, and P.A. Coulombe. 2007. Interaction between the keratin
cytoskeleton and eEF1Bgamma affects protein synthesis in epithelial cells.
Nat.Struct.Mol.Biol. 14:982-983.
Kim, S., P. Wong, and P.A. Coulombe. 2006. A keratin cytoskeletal protein regulates
protein synthesis and epithelial cell growth. Nature. 441:362-365.
Kirfel, J., B. Peters, C. Grund, K. Reifenberg, and T.M. Magin. 2002. Ectopic expression
of desmin in the epidermis of transgenic mice permits development of a normal
epidermis. Differentiation. 70:56-68.
Kroger, C., F. Loschke, N. Schwarz, R. Windoffer, R.E. Leube, and T.M. Magin. 2013.
Keratins control intercellular adhesion involving PKC-alpha-mediated desmoplakin
phosphorylation. J.Cell Biol. 201:681-692.
Ku, N.O., S.A. Michie, R.M. Soetikno, E.Z. Resurreccion, R.L. Broome, R.G. Oshima,
and M.B. Omary. 1996. Susceptibility to hepatotoxicity in transgenic mice that express a
dominant-negative human keratin 18 mutant. J.Clin.Invest. 98:1034-1046.
Ku, N.O., and M.B. Omary. 2006. A disease- and phosphorylation-related nonmechanical
function for keratin 8. J.Cell Biol. 174:115-125.
Ku, N.O., and M.B. Omary. 2000. Keratins turn over by ubiquitination in a
phosphorylation-modulated fashion. J.Cell Biol. 149:547-552.
Ku, N.O., P. Strnad, B.H. Zhong, G.Z. Tao, and M.B. Omary. 2007. Keratins let liver
live: Mutations predispose to liver disease and crosslinking generates Mallory-Denk
bodies. Hepatology. 46:1639-1649.
Ku, N.O., D.M. Toivola, P. Strnad, and M.B. Omary. 2010. Cytoskeletal keratin
glycosylation protects epithelial tissue from injury. Nat.Cell Biol. 12:876-885.
Ku, N.O., X. Zhou, D.M. Toivola, and M.B. Omary. 1999. The cytoskeleton of digestive
epithelia in health and disease. Am.J.Physiol. 277:G1108-37.
Kulesh, D.A., G. Cecena, Y.M. Darmon, M. Vasseur, and R.G. Oshima. 1989.
Posttranslational regulation of keratins: degradation of mouse and human keratins 18 and
8. Mol.Cell.Biol. 9:1553-1565.
Kumemura, H., M. Harada, C. Yanagimoto, H. Koga, T. Kawaguchi, S. Hanada, E.
Taniguchi, T. Ueno, and M. Sata. 2008. Mutation in keratin 18 induces mitochondrial
fragmentation in liver-derived epithelial cells. Biochem.Biophys.Res.Commun. 367:33-40.
98	
  
	
  
	
  
	
  

Kwan, R., S. Hanada, M. Harada, P. Strnad, D.H. Li, and M.B. Omary. 2012. Keratin 8
phosphorylation regulates its transamidation and hepatocyte Mallory-Denk body
formation. FASEB J. 26:2318-2326.
Lane, E.B., E.L. Rugg, H. Navsaria, I.M. Leigh, A.H. Heagerty, A. Ishida-Yamamoto,
and R.A. Eady. 1992. A mutation in the conserved helix termination peptide of keratin 5
in hereditary skin blistering. Nature. 356:244-246.
Leask, A., C. Byrne, and E. Fuchs. 1991. Transcription factor AP2 and its role in
epidermal-specific gene expression. Proc.Natl.Acad.Sci.U.S.A. 88:7948-7952.
Lee, C.H., and P.A. Coulombe. 2009. Self-organization of keratin intermediate filaments
into cross-linked networks. J.Cell Biol. 186:409-421.
Lee, C.H., M.S. Kim, B.M. Chung, D.J. Leahy, and P.A. Coulombe. 2012. Structural
basis for heteromeric assembly and perinuclear organization of keratin filaments.
Nat.Struct.Mol.Biol. 19:707-715.
Lee, S.C., I.G. Kim, L.N. Marekov, E.J. O'Keefe, D.A. Parry, and P.M. Steinert. 1993.
The structure of human trichohyalin. Potential multiple roles as a functional EF-hand-like
calcium-binding protein, a cornified cell envelope precursor, and an intermediate
filament-associated (cross-linking) protein. J.Biol.Chem. 268:12164-12176.
Lersch, R., and E. Fuchs. 1988. Sequence and expression of a type II keratin, K5, in
human epidermal cells. Mol.Cell.Biol. 8:486-493.
Lersch, R., V. Stellmach, C. Stocks, G. Giudice, and E. Fuchs. 1989. Isolation, sequence,
and expression of a human keratin K5 gene: transcriptional regulation of keratins and
insights into pairwise control. Mol.Cell.Biol. 9:3685-3697.
Lessard, J.C., S. Pina-Paz, J.D. Rotty, R.P. Hickerson, R.L. Kaspar, A. Balmain, and P.A.
Coulombe. 2013. Keratin 16 regulates innate immunity in response to epidermal barrier
breach. Proc.Natl.Acad.Sci.U.S.A. 110:19537-19542.
Leube, R.E., F.X. Bosch, V. Romano, R. Zimbelmann, H. Hofler, and W.W. Franke.
1986. Cytokeratin expression in simple epithelia. III. Detection of mRNAs encoding
human cytokeratins nos. 8 and 18 in normal and tumor cells by hybridization with cDNA
sequences in vitro and in situ. Differentiation. 33:69-85.
Liao, J., N.O. Ku, and M.B. Omary. 1997. Stress, apoptosis, and mitosis induce
phosphorylation of human keratin 8 at Ser-73 in tissues and cultured cells. J.Biol.Chem.
272:17565-17573.
99	
  
	
  
	
  
	
  

Liovic, M., M. D'Alessandro, M. Tomic-Canic, V.N. Bolshakov, S.E. Coats, and E.B.
Lane. 2009. Severe keratin 5 and 14 mutations induce down-regulation of junction
proteins in keratinocytes. Exp.Cell Res. 315:2995-3003.
Lloyd, C., Q.C. Yu, J. Cheng, K. Turksen, L. Degenstein, E. Hutton, and E. Fuchs. 1995.
The basal keratin network of stratified squamous epithelia: defining K15 function in the
absence of K14. J.Cell Biol. 129:1329-1344.
Loffek, S., S. Woll, J. Hohfeld, R.E. Leube, C. Has, L. Bruckner-Tuderman, and T.M.
Magin. 2010. The ubiquitin ligase CHIP/STUB1 targets mutant keratins for degradation.
Hum.Mutat. 31:466-476.
Lu, H., J. Chen, L. Planko, P. Zigrino, L. Klein-Hitpass, and T.M. Magin. 2007.
Induction of inflammatory cytokines by a keratin mutation and their repression by a small
molecule in a mouse model for EBS. J.Invest.Dermatol. 127:2781-2789.
Ma, L., S. Yamada, D. Wirtz, and P.A. Coulombe. 2001. A 'hot-spot' mutation alters the
mechanical properties of keratin filament networks. Nat.Cell Biol. 3:503-506.
Markey, A.C., E.B. Lane, D.M. Macdonald, and I.M. Leigh. 1992. Keratin expression in
basal cell carcinomas. Br.J.Dermatol. 126:154-160.
McGowan, K., and P.A. Coulombe. 1998. The wound repair-associated keratins 6, 16,
and 17. Insights into the role of intermediate filaments in specifying keratinocyte
cytoarchitecture. Subcell.Biochem. 31:173-204.
McGowan, K.M., X. Tong, E. Colucci-Guyon, F. Langa, C. Babinet, and P.A. Coulombe.
2002. Keratin 17 null mice exhibit age- and strain-dependent alopecia. Genes Dev.
16:1412-1422.
McLean, W.H., and C.B. Moore. 2011. Keratin disorders: from gene to therapy.
Hum.Mol.Genet. 20:R189-97.
Moll, R., W.W. Franke, D.L. Schiller, B. Geiger, and R. Krepler. 1982. The catalog of
human cytokeratins: patterns of expression in normal epithelia, tumors and cultured cells.
Cell. 31:11-24.
Moll, R., I. Moll, and W.W. Franke. 1984. Identification of Merkel cells in human skin
by specific cytokeratin antibodies: changes of cell density and distribution in fetal and
adult plantar epidermis. Differentiation. 28:136-154.

100	
  
	
  
	
  
	
  

Na, N., N.S. Chandel, J. Litvan, and K.M. Ridge. 2010. Mitochondrial reactive oxygen
species are required for hypoxia-induced degradation of keratin intermediate filaments.
FASEB J. 24:799-809.
Nelson, W.G., and T.T. Sun. 1983. The 50- and 58-kdalton keratin classes as molecular
markers for stratified squamous epithelia: cell culture studies. J.Cell Biol. 97:244-251.
Nishizawa, K., T. Yano, M. Shibata, S. Ando, S. Saga, T. Takahashi, and M. Inagaki.
1991. Specific localization of phosphointermediate filament protein in the constricted
area of dividing cells. J.Biol.Chem. 266:3074-3079.
Omary, M.B., P.A. Coulombe, and W.H. McLean. 2004. Intermediate filament proteins
and their associated diseases. N.Engl.J.Med. 351:2087-2100.
Omary, M.B., N.O. Ku, P. Strnad, and S. Hanada. 2009. Toward unraveling the
complexity of simple epithelial keratins in human disease. J.Clin.Invest. 119:1794-1805.
Omary, M.B., N.O. Ku, G.Z. Tao, D.M. Toivola, and J. Liao. 2006. "Heads and tails" of
intermediate filament phosphorylation: multiple sites and functional insights. Trends
Biochem.Sci. 31:383-394.
Ordonez, N.G. 1998. Value of cytokeratin 5/6 immunostaining in distinguishing
epithelial mesothelioma of the pleura from lung adenocarcinoma. Am.J.Surg.Pathol.
22:1215-1221.
Paladini, R.D., and P.A. Coulombe. 1999. The functional diversity of epidermal keratins
revealed by the partial rescue of the keratin 14 null phenotype by keratin 16. J.Cell Biol.
146:1185-1201.
Paladini, R.D., and P.A. Coulombe. 1998. Directed expression of keratin 16 to the
progenitor basal cells of transgenic mouse skin delays skin maturation. J.Cell Biol.
142:1035-1051.
Paladini, R.D., K. Takahashi, N.S. Bravo, and P.A. Coulombe. 1996. Onset of reepithelialization after skin injury correlates with a reorganization of keratin filaments in
wound edge keratinocytes: defining a potential role for keratin 16. J.Cell Biol. 132:381397.
Pan, X., R.P. Hobbs, and P.A. Coulombe. 2013. The expanding significance of keratin
intermediate filaments in normal and diseased epithelia. Curr.Opin.Cell Biol. 25:47-56.

101	
  
	
  
	
  
	
  

Pan, X., L.A. Kane, J.E. Van Eyk, and P.A. Coulombe. 2011. Type I keratin 17 protein is
phosphorylated on serine 44 by p90 ribosomal protein S6 kinase 1 (RSK1) in a growthand stress-dependent fashion. J.Biol.Chem. 286:42403-42413.
Paus, R. 2010. Exploring the "thyroid-skin connection": concepts, questions, and clinical
relevance. J.Invest.Dermatol. 130:7-10.
Peters, B., J. Kirfel, H. Bussow, M. Vidal, and T.M. Magin. 2001. Complete cytolysis
and neonatal lethality in keratin 5 knockout mice reveal its fundamental role in skin
integrity and in epidermolysis bullosa simplex. Mol.Biol.Cell. 12:1775-1789.
Ramaekers, F.C., T.R. Boomkens, and H. Bloemendal. 1981. Cytoskeletal and contractile
structures in bovine lens cell differentiation. Exp.Cell Res. 135:454-461.
Reichelt, J., and I. Haase. 2010. Establishment of spontaneously immortalized
keratinocyte lines from wild-type and mutant mice. Methods Mol.Biol. 585:59-69.
Reis, A., H.C. Hennies, L. Langbein, M. Digweed, D. Mischke, M. Drechsler, E.
Schrock, B. Royer-Pokora, W.W. Franke, and K. Sperling. 1994. Keratin 9 gene
mutations in epidermolytic palmoplantar keratoderma (EPPK). Nat.Genet. 6:174-179.
REYNOLDS, E.S. 1963. The use of lead citrate at high pH as an electron-opaque stain in
electron microscopy. J.Cell Biol. 17:208-212.
Ridge, K.M., L. Linz, F.W. Flitney, E.R. Kuczmarski, Y.H. Chou, M.B. Omary, J.I.
Sznajder, and R.D. Goldman. 2005. Keratin 8 phosphorylation by protein kinase C delta
regulates shear stress-mediated disassembly of keratin intermediate filaments in alveolar
epithelial cells. J.Biol.Chem. 280:30400-30405.
Rogel, M.R., A. Jaitovich, and K.M. Ridge. 2010. The role of the ubiquitin proteasome
pathway in keratin intermediate filament protein degradation. Proc.Am.Thorac.Soc. 7:7176.
Roth, W., U. Reuter, C. Wohlenberg, L. Bruckner-Tuderman, and T.M. Magin. 2009.
Cytokines as genetic modifiers in K5-/- mice and in human epidermolysis bullosa
simplex. Hum.Mutat. 30:832-841.
Rotty, J.D., and P.A. Coulombe. 2012. A wound-induced keratin inhibits Src activity
during keratinocyte migration and tissue repair. J.Cell Biol. 197:381-389.
Rotty, J.D., G.W. Hart, and P.A. Coulombe. 2010. Stressing the role of O-GlcNAc:
linking cell survival to keratin modification. Nat.Cell Biol. 12:847-849.
102	
  
	
  
	
  
	
  

Saitou, M., S. Sugai, T. Tanaka, K. Shimouchi, E. Fuchs, S. Narumiya, and A. Kakizuka.
1995. Inhibition of skin development by targeted expression of a dominant-negative
retinoic acid receptor. Nature. 374:159-162.
Sawaya, A. 2011. Characterizing the Role of Keratin 5 Variants in the Pathogenesis of
Basal Cell Carcinoma.
Schlegel, R., S. Banks-Schlegel, J.A. McLeod, and G.S. Pinkus. 1980.
Immunoperoxidase localization of keratin in human neoplasms: a preliminary survey.
Am.J.Pathol. 101:41-49.
Seitz, C.S., Q. Lin, H. Deng, and P.A. Khavari. 1998. Alterations in NF-kappaB function
in transgenic epithelial tissue demonstrate a growth inhibitory role for NF-kappaB.
Proc.Natl.Acad.Sci.U.S.A. 95:2307-2312.
Seltmann, K., A.W. Fritsch, J.A. Kas, and T.M. Magin. 2013a. Keratins significantly
contribute to cell stiffness and impact invasive behavior. Proc.Natl.Acad.Sci.U.S.A.
110:18507-18512.
Seltmann, K., W. Roth, C. Kroger, F. Loschke, M. Lederer, S. Huttelmaier, and T.M.
Magin. 2013b. Keratins mediate localization of hemidesmosomes and repress cell
motility. J.Invest.Dermatol. 133:181-190.
Shurman, D., J. Losi-Sasaki, R. Grimwood, S. Kivirikko, E. Tichy, J. Uitto, and G.
Richard. 2006. Epidermolysis Bullosa Simplex with mottled pigmentation: mutation
analysis in the first reported Hispanic pedigree with the largest single generation of
affected individuals to date. Eur.J.Dermatol. 16:132-135.
Simpson, C.L., D.M. Patel, and K.J. Green. 2011. Deconstructing the skin:
cytoarchitectural determinants of epidermal morphogenesis. Nat.Rev.Mol.Cell Biol.
12:565-580.
Sinha, S., L. Degenstein, C. Copenhaver, and E. Fuchs. 2000. Defining the regulatory
factors required for epidermal gene expression. Mol.Cell.Biol. 20:2543-2555.
Snider, N.T., and M.B. Omary. 2014. Post-translational modifications of intermediate
filament proteins: mechanisms and functions. Nat.Rev.Mol.Cell Biol. 15:163-177.
Snider, N.T., S.V. Weerasinghe, J.A. Iniguez-Lluhi, H. Herrmann, and M.B. Omary.
2011. Keratin hypersumoylation alters filament dynamics and is a marker for human liver
disease and keratin mutation. J.Biol.Chem. 286:2273-2284.

103	
  
	
  
	
  
	
  

Sonnenberg, A., and R.K. Liem. 2007. Plakins in development and disease. Exp.Cell Res.
313:2189-2203.
Srikanth, B., M.M. Vaidya, and R.D. Kalraiya. 2010. O-GlcNAcylation determines the
solubility, filament organization, and stability of keratins 8 and 18. J.Biol.Chem.
285:34062-34071.
Stacey, S.N., P. Sulem, G. Masson, S.A. Gudjonsson, G. Thorleifsson, M. Jakobsdottir,
A. Sigurdsson, D.F. Gudbjartsson, B. Sigurgeirsson, K.R. Benediktsdottir, K.
Thorisdottir, R. Ragnarsson, D. Scherer, K. Hemminki, P. Rudnai, E. Gurzau, K.
Koppova, R. Botella-Estrada, V. Soriano, P. Juberias, B. Saez, Y. Gilaberte, V.
Fuentelsaz, C. Corredera, M. Grasa, V. Hoiom, A. Lindblom, J.J. Bonenkamp, M.M. van
Rossum, K.K. Aben, E. de Vries, M. Santinami, M.G. Di Mauro, A. Maurichi, J. Wendt,
P. Hochleitner, H. Pehamberger, J. Gudmundsson, D.N. Magnusdottir, S. Gretarsdottir,
H. Holm, V. Steinthorsdottir, M.L. Frigge, T. Blondal, J. Saemundsdottir, H. Bjarnason,
K. Kristjansson, G. Bjornsdottir, I. Okamoto, L. Rivoltini, M. Rodolfo, L.A. Kiemeney, J.
Hansson, E. Nagore, J.I. Mayordomo, R. Kumar, M.R. Karagas, H.H. Nelson, J.R.
Gulcher, T. Rafnar, U. Thorsteinsdottir, J.H. Olafsson, A. Kong, and K. Stefansson.
2009. New common variants affecting susceptibility to basal cell carcinoma. Nat.Genet.
41:909-914.
Stappenbeck, T.S., E.A. Bornslaeger, C.M. Corcoran, H.H. Luu, M.L. Virata, and K.J.
Green. 1993. Functional analysis of desmoplakin domains: specification of the interaction
with keratin versus vimentin intermediate filament networks. J.Cell Biol. 123:691-705.
Steinert, P.M., and L.N. Marekov. 1995. The proteins elafin, filaggrin, keratin
intermediate filaments, loricrin, and small proline-rich proteins 1 and 2 are isodipeptide
cross-linked components of the human epidermal cornified cell envelope. J.Biol.Chem.
270:17702-17711.
Steinert, P.M., and D.A. Parry. 1985. Intermediate filaments: conformity and diversity of
expression and structure. Annu.Rev.Cell Biol. 1:41-65.
Stone, M.R., A. O'Neill, R.M. Lovering, J. Strong, W.G. Resneck, P.W. Reed, D.M.
Toivola, J.A. Ursitti, M.B. Omary, and R.J. Bloch. 2007. Absence of keratin 19 in mice
causes skeletal myopathy with mitochondrial and sarcolemmal reorganization. J.Cell.Sci.
120:3999-4008.
Strnad, P., S. Paschke, K.H. Jang, and N.O. Ku. 2012. Keratins: markers and modulators
of liver disease. Curr.Opin.Gastroenterol. 28:209-216.

104	
  
	
  
	
  
	
  

Sun, T.T., and H. Green. 1978. Keratin filaments of cultured human epidermal cells.
Formation of intermolecular disulfide bonds during terminal differentiation. J.Biol.Chem.
253:2053-2060.
Suozzi, K.C., X. Wu, and E. Fuchs. 2012. Spectraplakins: master orchestrators of
cytoskeletal dynamics. J.Cell Biol. 197:465-475.
Szeverenyi, I., A.J. Cassidy, C.W. Chung, B.T. Lee, J.E. Common, S.C. Ogg, H. Chen,
S.Y. Sim, W.L. Goh, K.W. Ng, J.A. Simpson, L.L. Chee, G.H. Eng, B. Li, D.P. Lunny,
D. Chuon, A. Venkatesh, K.H. Khoo, W.H. McLean, Y.P. Lim, and E.B. Lane. 2008. The
Human Intermediate Filament Database: comprehensive information on a gene family
involved in many human diseases. Hum.Mutat. 29:351-360.
Takahashi, K., J. Folmer, and P.A. Coulombe. 1994. Increased expression of keratin 16
causes anomalies in cytoarchitecture and keratinization in transgenic mouse skin. J.Cell
Biol. 127:505-520.
Tao, G.Z., K.S. Looi, D.M. Toivola, P. Strnad, Q. Zhou, J. Liao, Y. Wei, A. Habtezion,
and M.B. Omary. 2009. Keratins modulate the shape and function of hepatocyte
mitochondria: a mechanism for protection from apoptosis. J.Cell.Sci. 122:3851-3855.
Tiede, S., K. Bohm, N. Meier, W. Funk, and R. Paus. 2010. Endocrine controls of
primary adult human stem cell biology: thyroid hormones stimulate keratin 15
expression, apoptosis, and differentiation in human hair follicle epithelial stem cells in
situ and in vitro. Eur.J.Cell Biol. 89:769-777.
Toivola, D.M., Q. Zhou, L.S. English, and M.B. Omary. 2002. Type II keratins are
phosphorylated on a unique motif during stress and mitosis in tissues and cultured cells.
Mol.Biol.Cell. 13:1857-1870.
Tong, X., and P.A. Coulombe. 2006. Keratin 17 modulates hair follicle cycling in a
TNFalpha-dependent fashion. Genes Dev. 20:1353-1364.
Torma, H. 2011. Regulation of keratin expression by retinoids. Dermatoendocrinol.
3:136-140.
Trufant, J.W., G.M. Kreizenbeck, K.R. Carlson, V. Muthusamy, M. Girardi, and M.W.
Bosenberg. 2010. A transient epidermolysis bullosa simplex-like phenotype associated
with bexarotene treatment in a G138E KRT5 heterozygote. J.Cutan.Pathol. 37:11551160.

105	
  
	
  
	
  
	
  

Tyner, A.L., and E. Fuchs. 1986. Evidence for posttranscriptional regulation of the
keratins expressed during hyperproliferation and malignant transformation in human
epidermis. J.Cell Biol. 103:1945-1955.
Uttam, J., E. Hutton, P.A. Coulombe, I. Anton-Lamprecht, Q.C. Yu, T. Gedde-Dahl Jr,
J.D. Fine, and E. Fuchs. 1996. The genetic basis of epidermolysis bullosa simplex with
mottled pigmentation. Proc.Natl.Acad.Sci.U.S.A. 93:9079-9084.
van de Rijn, M., C.M. Perou, R. Tibshirani, P. Haas, O. Kallioniemi, J. Kononen, J.
Torhorst, G. Sauter, M. Zuber, O.R. Kochli, F. Mross, H. Dieterich, R. Seitz, D. Ross, D.
Botstein, and P. Brown. 2002. Expression of cytokeratins 17 and 5 identifies a group of
breast carcinomas with poor clinical outcome. Am.J.Pathol. 161:1991-1996.
Vassar, R., P.A. Coulombe, L. Degenstein, K. Albers, and E. Fuchs. 1991. Mutant keratin
expression in transgenic mice causes marked abnormalities resembling a human genetic
skin disease. Cell. 64:365-380.
Vidali, S., J. Knuever, J. Lerchner, M. Giesen, T. Biro, M. Klinger, B. Kofler, W. Funk,
B. Poeggeler, and R. Paus. 2014. Hypothalamic-pituitary-thyroid axis hormones stimulate
mitochondrial function and biogenesis in human hair follicles. J.Invest.Dermatol. 134:3342.
Vijayaraj, P., C. Kroger, U. Reuter, R. Windoffer, R.E. Leube, and T.M. Magin. 2009.
Keratins regulate protein biosynthesis through localization of GLUT1 and -3 upstream of
AMP kinase and Raptor. J.Cell Biol. 187:175-184.
Wang, X., H.A. Pasolli, T. Williams, and E. Fuchs. 2008. AP-2 factors act in concert with
Notch to orchestrate terminal differentiation in skin epidermis. J.Cell Biol. 183:37-48.
Wang, Y.F., H.Y. Lang, J. Yuan, J. Wang, R. Wang, X.H. Zhang, J. Zhang, T. Zhao,
Y.R. Li, J.Y. Liu, L.H. Zeng, and G.Z. Guo. 2013. Overexpression of keratin 17 is
associated with poor prognosis in epithelial ovarian cancer. Tumour Biol. 34:1685-1689.
Waseem, A., C.M. Alexander, J.B. Steel, and E.B. Lane. 1990. Embryonic simple
epithelial keratins 8 and 18: chromosomal location emphasizes difference from other
keratin pairs. New Biol. 2:464-478.
Weiss, R.A., R. Eichner, and T.T. Sun. 1984. Monoclonal antibody analysis of keratin
expression in epidermal diseases: a 48- and 56-kdalton keratin as molecular markers for
hyperproliferative keratinocytes. J.Cell Biol. 98:1397-1406.

106	
  
	
  
	
  
	
  

Wilhelmsen, K., S.H. Litjens, I. Kuikman, N. Tshimbalanga, H. Janssen, I. van den Bout,
K. Raymond, and A. Sonnenberg. 2005. Nesprin-3, a novel outer nuclear membrane
protein, associates with the cytoskeletal linker protein plectin. J.Cell Biol. 171:799-810.
Wilson, A.K., P.A. Coulombe, and E. Fuchs. 1992. The roles of K5 and K14 head, tail,
and R/K L L E G E domains in keratin filament assembly in vitro. J.Cell Biol. 119:401414.
Woll, S., R. Windoffer, and R.E. Leube. 2007. p38 MAPK-dependent shaping of the
keratin cytoskeleton in cultured cells. J.Cell Biol. 177:795-807.
Wong, P., E. Colucci-Guyon, K. Takahashi, C. Gu, C. Babinet, and P.A. Coulombe.
2000. Introducing a null mutation in the mouse K6alpha and K6beta genes reveals their
essential structural role in the oral mucosa. J.Cell Biol. 150:921-928.
Wong, P., and P.A. Coulombe. 2003. Loss of keratin 6 (K6) proteins reveals a function
for intermediate filaments during wound repair. J.Cell Biol. 163:327-337.
Woodcock-Mitchell, J., R. Eichner, W.G. Nelson, and T.T. Sun. 1982.
Immunolocalization of keratin polypeptides in human epidermis using monoclonal
antibodies. J.Cell Biol. 95:580-588.
Xie, J., M. Murone, S.M. Luoh, A. Ryan, Q. Gu, C. Zhang, J.M. Bonifas, C.W. Lam, M.
Hynes, A. Goddard, A. Rosenthal, E.H. Epstein Jr, and F.J. de Sauvage. 1998. Activating
Smoothened mutations in sporadic basal-cell carcinoma. Nature. 391:90-92.
Yamada, S., D. Wirtz, and P.A. Coulombe. 2002. Pairwise assembly determines the
intrinsic potential for self-organization and mechanical properties of keratin filaments.
Mol.Biol.Cell. 13:382-391.
Yang, S.H., T. Andl, V. Grachtchouk, A. Wang, J. Liu, L.J. Syu, J. Ferris, T.S. Wang,
A.B. Glick, S.E. Millar, and A.A. Dlugosz. 2008. Pathological responses to oncogenic
Hedgehog signaling in skin are dependent on canonical Wnt/beta3-catenin signaling.
Nat.Genet. 40:1130-1135.
Yano, T., T. Tokui, Y. Nishi, K. Nishizawa, M. Shibata, K. Kikuchi, S. Tsuiki, T.
Yamauchi, and M. Inagaki. 1991. Phosphorylation of keratin intermediate filaments by
protein kinase C, by calmodulin-dependent protein kinase and by cAMP-dependent
protein kinase. Eur.J.Biochem. 197:281-290.
Zatloukal, K., S.W. French, C. Stumptner, P. Strnad, M. Harada, D.M. Toivola, M.
Cadrin, and M.B. Omary. 2007. From Mallory to Mallory-Denk bodies: what, how and
why? Exp.Cell Res. 313:2033-2049.
107	
  
	
  
	
  
	
  

Curriculum Vitae
David M. Alvarado, Ph.D. Candidate
Work Address:615 N Wolfe St, W8030
Baltimore, MD 21205

Home Address: 1715 Wentworth Ave
Parkville, MD 21234

Work Phone: (410) 614-3734

Cell Phone:

Email:

(813) 391-0257

dalvara3@jhmi.edu

Education
2007-2014

Johns Hopkins School of Medicine, Baltimore MD
Cellular and Molecular Medicine Graduate Training Program
Ph.D. Cellular and Molecular Medicine (anticipated March 2014)
Ph.D. Thesis: Assessing the contribution of self-organization of keratin
intermediate filaments to their biological functions in vivo.

2005-2007

University of South Florida, Tampa FL
College of Arts and Sciences, Honors College
Undergraduate Student
B.S. Microbiology, magna cum laude
Honors Thesis: The BRCA mutation 185delAG increases maspin
expression in human ovarian surface epithelial cells.

2002-2005

Hillsborough Community College, Brandon FL
Undergraduate Student
A.A. Premedical, with high honors

Research Experience
May 2008Present

Johns Hopkins Bloomberg School of Public Health, Baltimore MD
Department of Biochemistry and Molecular Biology
Thesis Research, Laboratory of Dr. Pierre A. Coulombe
In my thesis research, I have developed and characterized eight transgenic
mouse lines and used these lines with a keratin knockout mouse to
generate protein replacements mice to explore the biological function of
keratins in vivo. Techniques included molecular cloning, mouse
husbandry and timed matings, microsurgery, isolation of keratinocytes for
primary culture, immunofluorescence, protein purification, Western
blotting, transmission electron microscopy, conventional PCR and
quantitative RT-PCR, and data analysis.

108	
  
	
  
	
  
	
  

Oct 2007May 2008

Johns Hopkins School of Medicine, Baltimore MD
Cellular and Molecular Medicine Graduate Training Program
Graduate Student Rotations
Fall:

Dr. Fred Bunz, Department of Radiation Oncology

Winter: Dr. Pierre A. Coulombe, Department of Cell Biology
Spring: Dr. Ben Ho Park, Department of Oncology
Sept 2006May 2007

University of South Florida, Tampa FL
College of Medicine Pathology and Cell Biology
Undergraduate Research, Laboratory of Dr. Patricia Kruk
I explored the impact of the mutant protein BRCA 185delAG (BRAt) on
the production of the serine protease maspin in cultured human ovarian
epithelial cells. It was determined that BRAt protein expression increases
the levels of both maspin RNA and protein. Also, since maspin has antitumor capabilities, transfection with either BRAt or maspin cDNA
resulted in a decrease in cell proliferation following chemotherapeutic
treatments. This work could be applied to determining future
chemotherapeutic techniques. Techniques included cell culture, RT-PCR
and Western blotting.

2006

Massachusetts Institute of Technology, Cambridge MA
MIT Summer Research Program, Department of Biology
Undergraduate Research, Laboratory of Dr. Anthony Sinskey
I studied the shift in electrophoretic mobility of a megaplasmid maintained
in the bacterium Streptomyces padanus MITKK-103, a newly isolated
Actinomycin X2 producer. The shift in mobility was found to correlate
with the culture of the bacteria in media which allowed for the production
of this DNA intercalating agent. My work suggested the cause of the
change in mobility was the intercalation of Actinomycin X2 during the
preparation of the samples. Techniques used included bacterial culture
and pulsed-field gel electrophoresis.

Teaching Experience
2012-2013

Towson University, Towson MD
Adjunct Professor, BIOL120: Principles of Biology
Developed syllabus and taught course materials to non-science major
undergraduate students for two semesters. Experience included
completion of a Teaching Pedagogy seminar lead by the class coordinator.

109	
  
	
  
	
  
	
  

2008-2009

Johns Hopkins School of Medicine, Baltimore MD
Tutor, Graduate-level courses in Genetics and Pathways and Regulation

2003-2005

Hillsborough Community College, Brandon FL
Supplemental Instruction Leader, Introduction to Computers and
Technology, College Chemistry 1, Organic Chemistry 1, and Introduction
to Anthropology

Publications
Alvarado D.M., Coulombe P.A. (2014) Directed Expression of a
Chimeric Type II Keratin Partially Rescues Keratin 5 Null Mice.
Manuscript under review.
Poster Presentations
2010

“Is Self-Mediated Organization of Keratin Filaments Required for their
Structural Support Function in vivo?” D. Alvarado, C.H. Lee, P.A.
Coulombe. Presenter, Gordon Research Conference on Intermediate
Filaments, Tilton NH

2007

“BRCA1 185delAG Mutation Increases Maspin Expression in Human
Ovarian Surface Epithelial Cells” D. Alvarado, J. O’Donnell, N. Johnson,
P. Kruk. Presenter, USF Undergraduate Research Symposium, Tampa FL

2007

“Behavior Analysis of a Megaplasmid Found in Streptomyces padanus
MITKK-103” D. Alvarado, K. Kurosawa, P. Lessard, A. Sinskey.
Presenter, USF Health Science Center Student Research Day, Tampa FL

2007

“BRCA1 185delAG Mutant Protein (BRAt) Induces Maspin Expression in
Human Ovarian Surface Epithelial Cells” J. O’Donnell, N. Johnson, D.
Alvarado, P. Kruk. American Association for Cancer Research, Los
Angeles CA

2006

“Behavior Analysis of a Megaplasmid Found in Streptomyces padanus
MITKK-103” D. Alvarado, K. Kurosawa, P. Lessard, A. Sinskey.
Presenter, Annual Biomedical Research Conference for Minority
Students, Anaheim, CA

Conference Participation
2010

Gordon Research Conference on Intermediate Filaments.
Tilton NH

2006

Annual Biomedical Research Conference for Minority Students.
Anaheim CA
110	
  

	
  
	
  
	
  

Awards and Honors
2010

Carl Storm Underrepresented Minority Fellowship, Intermediate
Filaments GRC

2007-2009

NIH NIGMS T32 Training Program in Cellular and Molecular Medicine
(GM08752)

2007

Highest Achievement, MARC U-STAR Scholars Program

2006

Anne and Werner von Rosenstiel Undergraduate Research Symposium
Award

2006

Outstanding Poster Presentation, USF Health Science Center Student
Research Day

2005-2007

NIH Minority Access to Research Careers Undergraduate Student
Training in Academic Research (MARC U-STAR) Program Participant

2005-2007

USF Honors College Scholarship

2005-2007

Latino Scholars Transfer Scholarship

2004-2005

Who’s Who Among Students in American Junior Colleges

2004-2005

Academic Excellence in Chemistry

2004-2005

Outstanding Leadership in Supplemental Instruction

2004-2005

Outstanding Leadership in Student Government Association

2003-2005

Dean’s List, Hillsborough Community College

2003-2004

Outstanding Service in Supplemental Instruction

2003-2004

Cynthia Mansour Mathematics Scholarship

Leadership Activities and Committee Participation
2009-2014

Chemical Safety Officer, Laboratory of Dr. Pierre A. Coulombe.
Baltimore, MD
Ensured the safety of lab members by being responsible for training in the
use of Personal Protection Equipment and hazardous materials, and was
also in charge of proper collection and disposal of hazardous materials.
With my leadership, our lab successfully passed every annual inspection
with zero violations.
111	
  

	
  
	
  
	
  

2005

Student Co-Chair, Student Activity and Service Fee Budget Committee.
Tampa FL
Along with Faculty Co-Chair, presided over meetings to determine
distribution of ~$2.5 million designated for student activities.

2004-2005

Assistant Jurisprudence, Florida Junior/Community College Student
Government Association District 3.
District 3 FL
Assured the student-written constitution was upheld during all official
meetings and events; Served as council member during a constitutional
violation hearing.

2004-2005

President, Hillsborough Community College Brandon Campus Student
Government Association.
Brandon, FL
Presided over general meetings, during which money was allocated for
various student-oriented events on campus; Served as liaison between
students and faculty.

2004

Vice President, Hillsborough Community College Technology Club.
Brandon, FL
Played active role in planning and implementation of student-oriented
events, including presenting a request for fund matching through the
Student Government Organization for a technology showcase and luau
directed towards the evening student body.

Volunteer Activities
2012

Student Sight Saver’s Program and Bienestar: Assisted in translating
during free eye examinations for underserved Hispanic population.
Baltimore, MD

2004, 2005

Paint Your Heart Out; Tampa FL

2004, 2005

American Cancer Society Relay for Life; Seffner FL

2005

Metropolitan Ministries, Tampa FL

2005

“Senior Prom for Seniors,” Active participant in recreational event in a
home for senior citizens; Brandon FL

2004

“Wildlife Rehabilitation Center,” Painting and repairs after hurricane
damage; Tampa FL

2004

“November 2,” Non-partisan voter awareness and assistance program;
Tampa FL
112	
  

	
  
	
  
	
  

