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Introduction
The ability of tissues to withstand mechanical stress and respond 
to signaling cues depends on intercellular junctions and their 
connections to the underlying cytoskeleton (Cowin and Burke, 
1996; Jamora and Fuchs, 2002). Cadherin-based adherens junc-
tions and desmosomes are best known for organizing actin and 
intermediate filaments (IFs) at cell–cell interfaces, respectively 
(Simpson et al., 2011). However, classic cadherin-associated 
proteins have also been reported to affect microtubule (MT) 
dynamics and organization (Chausovsky et al., 2000; Shtutman 
et al., 2008; Shahbazi et al., 2013). Changes in MT dynamics 
at cell–cell contacts are in part mediated by interactions of MT 
plus end–associated proteins with cortical factors that enable 
local MT plus end capture and stabilization, which influences 
targeted transport of cargo by MT motor proteins (Gundersen  
et al., 2004; Lansbergen and Akhmanova, 2006).

The plakin and spectraplakin families comprise versatile 
proteins that link multiple cytoskeletal components to each 

other and to plasma membranes (Leung et al., 2002; Suozzi  
et al., 2012). The modular spectraplakins can associate with 
actin, IFs, and MTs. The spectraplakin MACF/ACF7 guides 
MTs along actin toward the cell cortex to promote MT plus end 
capture (Kodama et al., 2003). Desmoplakin (DP) is a plakin 
protein best known for tethering IFs to desmosomes through the 
DP C terminus (Green and Simpson, 2007; Simpson et al., 
2011). DP does not associate with MTs directly (Sun et al., 
2001), but was shown to mediate MT reorganization during epi-
dermal stratification by redirecting MT minus end proteins in-
cluding ninein and Lis1 to the cell cortex (Lechler and Fuchs, 
2007; Sumigray et al., 2011). Though the MT plus end protein 
CLIP-170 was reported to localize to desmosomes (Wacker  
et al., 1992), mechanisms by which DP may regulate MT plus 
ends are unknown. The discovery that DP regulates MTs sug-
gests that its functions transcend its role in maintaining IF at-
tachment and tissue integrity (Gallicano et al., 1998; Vasioukhin 
et al., 2001).

Mechanisms by which microtubule plus ends 
interact with regions of cell–cell contact dur-
ing tissue development and morphogenesis 

are not fully understood. We characterize a previously 
unreported interaction between the microtubule binding 
protein end-binding 1 (EB1) and the desmosomal protein 
desmoplakin (DP), and demonstrate that DP–EB1 inter-
actions enable DP to modify microtubule organization 
and dynamics near sites of cell–cell contact. EB1 interacts 
with a region of the DP N terminus containing a hotspot 
for pathogenic mutations associated with arrhythmogenic 

cardiomyopathy (AC). We show that a subset of AC mu-
tations, in addition to a mutation associated with skin 
fragility/woolly hair syndrome, impair gap junction lo-
calization and function by misregulating DP–EB1 inter-
actions and altering microtubule dynamics. This work 
identifies a novel function for a desmosomal protein in 
regulating microtubules that affect membrane targeting 
of gap junction components, and elucidates a mechanism 
by which DP mutations may contribute to the develop-
ment of cardiac and cutaneous diseases.
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Results
EB1 is a novel binding partner of the DP  
N terminus
To identify proteins interacting with the DP hotspot for 
pathogenic AC mutations (residues 250–604; Kapplinger et al., 
2011), we conducted a yeast two-hybrid screen using a construct 
comprising residues 1–584 of the DP N terminus, DP-NTP (DP  
N-terminal polypeptide; Bornslaeger et al., 1996; Fig. 1 A). A bait 
DP-NTP construct (pSos-DP-NTP) was incubated with a library 
of target (pMyr) cDNAs from HeLa cells. Among the targets in-
dependently verified to associate with DP-NTP were clones en-
coding EB1, a MT plus end binding protein (Su et al., 1995; 
Fig. 1 B). Plakoglobin (pMyr-Pg) was used as a positive control 
(Ct) for association with DP-NTP (Kowalczyk et al., 1997).

Using pull-down assays, we mapped the interaction be-
tween EB1 and DP-NTP. DP-NTP from human embryonic 
kidney (HEK) 293 cell lysates associated with recombinant 
full-length, His-tagged EB1 but did not associate with the EB1 
N terminus alone (residues 1–184; Fig. 1 C). Complementary 
pull-downs using a series of recombinant GST-DP-N-terminal  
constructs containing spectrin repeats (SRs; Fig. 1 A) showed 
that although EB1 from normal human epidermal keratinocyte 
(NHEK) cell lysates associated weakly with DP 1–179 and 
more so with 1–630, binding was most robust in the presence 
of all N-terminal SRs (Fig. S1 A). We were not able to stably 
express a construct ending after SRs 3–4, potentially due to 
a lack of structural stabilization conferred by the Src homology 
3 (SH3) loop of SR5 (Al-Jassar et al., 2011; Choi and Weis, 
2011). Coimmunoprecipitation from NHEKs confirmed an inter-
action between endogenous full-length DP and EB1 (Fig. 1 D).

Mutations in desmosomal components including DP are as-
sociated with epidermal and cardiac diseases such as skin fragility/
woolly hair syndrome and arrhythmogenic cardiomyopathy (AC; 
Delmar and McKenna, 2010; Basso et al., 2011; Simpson et al., 
2011). Mechanisms underlying disease pathogenesis are poorly 
understood and are complicated further by the large spectrum of 
reported mutations, some of which are nonpathogenic variants.  
A recent study reported residues 250–604 of the DP N terminus as 
a “hotspot” for AC mutations with high pathogenicity (Kapplinger 
et al., 2011). Although the DP N terminus mediates association of 
DP with other desmosomal proteins, this hotspot is downstream 
of residues necessary for desmosomal localization (Stappenbeck 
et al., 1993; Smith and Fuchs, 1998), which suggests that hotspot 
mutations may act by impairing desmosome-independent func-
tions of the DP N terminus.

Here, we characterize a previously unreported inter-
action between the DP N terminus and end-binding 1 (EB1), 
a MT binding protein that regulates MT dynamics and the 
association of proteins with MT plus ends (Su et al., 1995; 
Vaughan, 2005; Lansbergen and Akhmanova, 2006). At sites 
of cell–cell contact, DP regulates the organization and sta-
bility of MTs. Using expression constructs harboring cardiac 
or cutaneous disease mutations in the DP hotspot, we show 
that DP–EB1 interactions are critical to DP’s regulation of 
MT dynamics. Impairment of DP–EB1 interactions via ex-
pression of a subset of DP disease mutations compromises 
localization and function of the gap junction protein connexin 
43 (Cx43). Together, these findings significantly advance our 
understanding of mechanisms by which DP mutations may 
contribute to cardiac and cutaneous diseases involving mis-
regulation of gap junctions.

Figure 1. EB1 is a novel binding partner of the DP N terminus. (A) Schematic of DP outlining residues comprising DP-NTP, the DP N-terminal hotspot for 
pathogenic mutations, and DP N-terminal truncation constructs (see Fig. S1 A). (B) Yeast two-hybrid using DP-NTP as bait. Myr and MyrSB were used as 
negative and positive controls, respectively, and the known DP-NTP binding partner Pg was used as a positive control. Colony growth on Gal but not Glu 
plates at 37°C indicates a positive interaction. (C) Pull-down analysis of FLAG-tagged DP-NTP expressed in HEKs with recombinant His-tagged full-length 
EB1 (EB1-FL), His-tagged EB1 N terminus (residues 1–184), or uncoupled nickel (Ni-NTA) beads. (D) Immunoprecipitation of DP and coimmunoprecipitation 
of EB1 from NHEKs. Nonspecific rabbit IgG (Rb IgG) was used as a negative control.

http://www.jcb.org/cgi/content/full/jcb.201312110/DC1
http://www.jcb.org/cgi/content/full/jcb.201312110/DC1
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DP alters MT organization and dynamicity
To determine if DP–EB1 interactions contribute to regulation 
of MT organization and dynamics, we compared the distribu-
tion and stability of MTs in Ct and DP KD cells. Similar to 
EB1, MT ends near cell–cell contacts were often oriented at 
a perpendicular vector to the contact zone in Ct and Dsg2 KD 
cells. In contrast, few MT plus ends were oriented perpendicu-
lar to the cortex in DP KD cells (Fig. 3 A). To determine if this 
MT reorganization reflects a change in MT stability, we treated 
cells with 1 µM demecolcine for 0–25 min and analyzed MT  
density by quantifying tubulin fluorescence intensity after immuno-
staining. We observed a significant decrease in demecolcine- 
resistant MTs in DP KD cells after 10 min of treatment com-
pared with controls (Fig. 3, B and B). MT alterations in DP 
KD cells do not appear to be caused by changes in IF organiza-
tion, as we observed no significant differences in MT resistance 
to demecolcine in A431 epithelial cells expressing controlled  
levels of DP-NTP-GFP, which uncouples IFs from desmo-
somes and results in keratin retraction from cell–cell contacts 
(Fig. S2 C; Huen et al., 2002). These data suggest that the DP 
N terminus, which contains the EB1 binding site, is sufficient 
to stabilize MTs.

Given the uniform localization of DP–EB1 PLA signals 
in cells, we next asked if DP regulated MT dynamics in the cy-
toplasm and at the cortex. We applied MT plus tip tracking  
algorithms (u-Track 2.0) to time-lapse images of EB3-mRFP 
(Jaqaman et al., 2008; Applegate et al., 2011). While DP KD 
dampened MT growth rates in the cytoplasm, the effect was 
statistically significant near the cortex (Fig. 3 C). More detailed 
analysis of EB3 tip tracking revealed that DP KD resulted in 
an increase in the frequency of cortical MT pausing events as 
well as the overall time in pause (Figs. 3 C and S2 D). These 
findings are consistent with the reciprocal results observed 
when EB1 is in excess, which leads to an increase in the MT 
polymerization rate, a decrease in pause frequency, and an in-
crease in time spent in polymerization (Tirnauer et al., 2002). 
Increased MT pausing appeared to come at the expense of 
shrinking MTs, as the frequency of shrinking upon DP KD 
was reduced, while there was little change in the frequency of 
growing MTs (Fig. S2 D).

A subset of disease mutations in the 
DP N terminus interfere with DP–EB1 
binding and MT behavior without affecting 
desmosomal localization or adhesion
Disease mutations have been reported to target all domains of 
DP (Fig. S3 A), but residues 250–604 of the DP N terminus 
comprise a mutation hotspot associated with AC (Kapplinger 
et al., 2011). To determine if mutations in this region interfere 
with EB1 binding or interfere with DP’s regulation of MTs, we 
designed constructs harboring mutations associated with skin 
(N287K) or heart (N458Y, K470E, I533T, and A566T) disease 
(Whittock et al., 2002; Basso et al., 2006; Rampazzo, A. 2008. 
European Society of Cardiology meeting. Prevalence of desmo-
somal protein mutations and clinical features in a large cohort of 
unrelated consecutive patients affected with ARVC; Xu et al., 2010; 
Bauce et al., 2011; Cox et al., 2011; Fig. 4 A). These mutations  

DP regulates the spatial organization  
of EB1
Analysis of endogenous DP and EB1 with confocal and struc-
tured illumination microscopy (SIM) showed that EB1 comets 
on MT plus ends came into close proximity and oriented pri-
marily at a perpendicular angle with membrane-localized DP 
in SCC9 epithelial cells, used here for their robust expression 
of desmosomal proteins (Fig. 2, A and B). Furthermore, prox-
imity ligation assay (PLA) analysis demonstrated a statistically 
significant proximity of DP and EB1 in SCC9s (Fig. 2 C). PLA 
signals were not restricted to sites of cell–cell contact. This  
result was not unexpected given that PLA of DP with its known 
binding partner plakophilin 2 (PKP2) is also not restricted to 
cell–cell contacts (Fig. S1 B), which reflects the presence of 
DP–PKP2 complexes known to form in the cytoplasm (Godsel 
et al., 2005; Bass-Zubek et al., 2008). Cytoplasmic signals were 
reduced by washing cells in buffer containing the detergent 
saponin, but the signals that remain likely reflect a combina-
tion of cortical and noncortical DP–EB1 interactions (Fig. 2 C,  
DP-EB1 + saponin images). Considered with binding studies 
(Fig. 1), these data demonstrate an interaction between DP and 
EB1 in cells.

To determine the potential role of DP in regulating EB1 
behavior, we performed time-lapse imaging of exogenous EB3-
mRFP in SCC9s stably expressing GFP-tagged DP (Godsel  
et al., 2005). We used EB3-mRFP as a marker of EB1 based 
on the ability of these EBs to heterodimerize (Komarova et al., 
2009). EB3 comets traveled in a perpendicular vector toward 
membrane-localized DP-GFP in cells transfected with scram-
bled Ct siRNA (referred to as Ct knockdown [KD]; Fig. 2 D, 
Video 1, and Fig. S1 D). In contrast, EB3 traveled along the lat-
eral plane of cell–cell contacts in cells depleted of DP after DP 
siRNA transfection (DP KD; Fig. 2 D, Video 2, and Fig. S1 D). 
Analysis of endogenous DP and EB1 in fixed cells showed that 
the angle of EB1 comets near cell–cell contacts was reduced by 
21% upon DP KD, which confirms that DP regulates trajec-
tories of EB1-labeled MTs approaching the cortex (Fig. 2 E).  
DP KD did not compromise membrane localization of E-cadherin 
or -catenin (Fig. S1 C). In addition, EB1 reorientation was 
specific to loss of DP and not caused by loss of adhesion con-
ferred by desmosomes, as KD of desmoglein 2 (Dsg2) did not 
affect EB1 angles relative to cell–cell contacts (Fig. S1 E). 
Dsg2 is a desmosomal cadherin whose KD does not affect DP 
localization or tethering of keratin to junctions (Fig. S1, F and G), 
but which does compromise adhesive strength (Klessner et al., 
2009; Nekrasova et al., 2011).

Although the majority of EB1-binding partners use EB1-
mediated MT-based trafficking (Vaughan, 2005; Galjart, 2010), 
EB1 KD did not affect DP localization in steady-state condi-
tions or in calcium switch assays in which cells are switched 
from low (0.05 mM) to normal (1.2 mM) calcium to induce for-
mation of calcium-dependent junctions, including desmosomes 
(Fig. 2 F and Fig. S2, A and B). This result is consistent with 
reports that DP localization is primarily actin dependent (Godsel 
et al., 2005). Thus, DP guides the orientation of EB1-labeled 
MT plus ends, whereas DP localization or expression is not 
regulated by EB1.

http://www.jcb.org/cgi/content/full/jcb.201312110/DC1
http://www.jcb.org/cgi/content/full/jcb.201312110/DC1
http://www.jcb.org/cgi/content/full/jcb.201312110/DC1
http://www.jcb.org/cgi/content/full/jcb.201312110/DC1
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Figure 2. DP regulates spatial organization of EB1. (A and B) Immunolocalization of endogenous DP and EB1 imaged by confocal microscopy (A) and 
SIM (B). (C) PLA of DP with EB1 in SCC9s (top) and in SCC9s rinsed with saponin detergent to extract cytoplasmic proteins (bottom), with corresponding 
immunofluorescence. The graph shows quantification of DP-EB1 PLA, or for PLA of each antigen with nonspecific IgG controls (IgG control images not 
depicted). (D) Single time frames from time-lapse recordings of EB3-mRFP expressed in cells stably expressing DP-GFP. White lines show representative 
traces of EB3 paths on MTs (see Videos 1 and 2). (E) Immunolocalization of EB1, DP, Pg, and nuclei (DAPI) in Ct or DP KD SCC9s. Radar chart: EB1 comet 
angles categorized for frequencies between 0 and 90° relative to cell–cell contacts (broken lines, identified by Pg staining; n > 2,400 comets from three 
independent experiments). (F) Membrane fluorescence intensities of DP during recruitment to cell–cell contacts (calcium switch) and at steady-state in Ct or 
EB1 KD cells (see Fig. S2, A and B; n = 20 regions of cell–cell contact for each condition, from one of two independent experiments). All data are from 
SCC9s. Bars, 10 µm (except for the SIM image, in which they are 5 µm). Error bars indicate SEM.

http://www.jcb.org/cgi/content/full/jcb.201312110/DC1
http://www.jcb.org/cgi/content/full/jcb.201312110/DC1
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Figure 3. DP regulates MT organization and dynamics. (A) Immunostaining of MTs, DP, Pg, and nuclei (DAPI) in Ct, DP, or Dsg2 KD SCC9s. (B) Immuno-
staining of DP and MTs, with corresponding thresholded MT images, for Ct or DP KD SCC9s treated with 1 µM demecolcine. Lines mark approximate 
regions of cell–cell contact. (B) Tubulin intensities during demecolcine treatment (n = 9 image fields). (C) MT polymerization rates and frequency of MT 
pausing in cytoplasmic and cortical regions of Ct or DP KD SCC9s (n > 119 EB3 tracks for each condition compiled from more than seven cytoplasmic or 
cortical fields from more than four movies for each condition). All data are from SCC9s. Bars, 10 µm. Error bars indicate SEM.
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Figure 4. Characterization of disease mutations targeting the DP N terminus. (A) Five disease mutations within SRs of the DP N terminus hotspot were 
selected for analysis. (B) DPII-GFP was created by splicing out base pairs 3,584–5,380 from a construct of DPI-GFP. (C) Immunolocalization of GFP-tagged 
WT and mutated DPII-GFP constructs expressed by retroviral transduction in SCC9 cells, in the context of endogenous DP. Bar, 10 µm. (D) Densitometric 
quantification of immunoprecipitated/total GFP for WT DP-NTP-GFP and N287K-DP-NTP-GFP coimmunoprecipitated with plakophilin-1 (PKP1-FLAG) or 
plakoglobin (Pg-Myc) from HEKs, used for robust protein expression (n = 2 independent experiments for each IP). (E) Dispase assay of adhesive strength 
for cells expressing WT or mutant DPII-GFP constructs. (E, left) The number of fragments observed. Blots show expression of DP constructs (GFP) in SCC9s. 
GAPDH was used as a loading control, and EB1 expression levels were equivalent across samples (n = triplicate wells from one of two independent experi-
ments). Error bars indicate SEM.
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were engineered into DPII, a naturally occurring mRNA splice 
variant missing two thirds of the DP rod domain (Fig. 4 B). Like 
DPI, DPII localizes to desmosomes and confers adhesive strength 
to junctions (Angst et al., 1990; Green et al., 1990; Cabral et al., 
2012). Use of DPII constructs allowed us to specifically analyze 
DP’s regulation of MT plus ends, as DPII is predicted to exclude 
interactions of the DP rod domain with MT minus end proteins 
(Lechler and Fuchs, 2007; Sumigray et al., 2011). The reduced 
size of DPII (6.8 kb) also helped circumvent technical chal-
lenges associated with expression of DPI (8.6 kb). We did 
confirm, however, that DPI constructs containing these mutations 
behaved similarly when expressed in more easily transfectable 
COS cells (Fig. S5 C). Wild-type (WT) DPII-GFP restored kera-
tin attachment and MT stability impaired by DP KD (Fig. S3 B).

WT and mutated DPII-GFP constructs were retrovirally 
expressed in SCC9s in the background of endogenous DP, a 
situation resembling that of patients with one mutant allele. All 
mutants except for N287K localized prominently in puncta at 
cell–cell interfaces, which is typical for junctional DP staining 
and indistinguishable from WT DPII-GFP (Fig. 4 C). N287K 
exhibited a range of junctional-to-cytoplasmic localization 
(Figs. 4 C and S5 B), accompanied by varying extents of keratin 
retraction from cell–cell contacts (see Fig. 6 B). Coimmuno-
precipitation analysis revealed that N287K reduced binding to 
armadillo proteins (Fig. 4 D and Fig. S3 C), which is consis-
tent with its impaired localization. Epithelial sheets expressing 
N287K exhibited adhesive defects in confluent cell monolay-
ers released with dispase and subjected to mechanical stress  
(Fig. 4 E; Hudson et al., 2004). Cell sheets expressing WT and 
junction-associated DP mutants remained intact after mechanical 
stress, which is consistent with observations that DP-dependent 
tethering of IFs to cell–cell contacts is important for tissue in-
tegrity (Vasioukhin et al., 2001; Huen et al., 2002). None of the  
mutations detectably altered membrane localization of E-cadherin 
or -catenin (Fig. S4 A).

We used PLA analysis to determine whether DP N-terminal 
mutations interfere with EB1 association. K470E and A566T 
exhibited PLA signals comparable to WT DPII-GFP. However, 
N458Y and I533T signals were dramatically reduced in the cell 
cortex, consistent with a reduction in EB1 association (Fig. 5, 
A and A). N287K maintained close proximity to EB1, but be-
cause of its increased cytoplasmic localization, signals were 
distributed throughout the cell.

Next, we analyzed the effects of DP mutations on EB1 or-
ganization and MT dynamics. Expression of N458Y or I533T 
DPII-GFP shifted the angle of EB1 comets relative to cell–cell 
contacts (Fig. 5 B), corresponding to deficiencies in EB1 bind-
ing. EB1 angles were also compromised upon expression of 
N287K, likely due to the reduced accumulation of this mutant at 
sites of cell–cell contact, which precluded DP from providing 
spatial cues for EB1.

As a consequence of altered EB1 organization, there were 
also significant reductions in demecolcine-resistant MTs in 
cells expressing N287K, N458Y, or I533T (Fig. 6 A). N458Y 
and I533T resulted in MT stability defects without altering IFs, 
though reduced keratin attachment could be observed in cells 
with cytoplasmic localization of N287K (Fig. 6 B). The reduced 

sensitivity of MTs to demecolcine in these cells compared with 
DP KD cells (Fig. 3 B) is likely due to the presence of endoge-
nous DP in the background of expressed DP mutants.

Expression of N287K, N458Y, or I533T resulted in a 
shift toward slower MT growth rates as compared with WT-
DPII-GFP, with the most significant changes in the cortex 
(Fig. 6 C and Fig. S4 B). These mutants also increased cortical 
frequencies of pausing events and total time spent in pause, 
similar to changes observed upon DP KD (Fig. S2 D). Expres-
sion of DP-NTP did not affect MT growth rates (Fig. S4 C), 
which suggests that the observed changes in MT dynamics are 
unlikely to depend on IF networks. Collectively, these data 
implicate DP–EB1 interactions in DP-mediated regulation of 
MT dynamics.

DP promotes membrane localization  
of Cx43
Trafficking of gap junction proteins to the plasma membrane/
sites of cell–cell contact is mediated by MT-based transport 
(Jordan et al., 1999; Lauf et al., 2002). EB1 was shown to be 
a key component of the MT-associated machinery involved 
in localizing Cx43, the predominant connexin isoform in a 
majority of tissues including the epidermis and myocardium, 
to the plasma membrane (Laird, 2006; Shaw et al., 2007). 
However, the significance of EB1 to connexin trafficking in 
disease has not been determined. In primary NHEKs, which 
exhibit robust Cx43 localization at the plasma membrane of 
differentiated cells (Solan and Lampe, 2009), DP or EB1 KD 
impaired Cx43 membrane localization (Fig. 7 A). DP KD 
produced a shift in Cx43 Triton solubility (Fig. 7 B), which 
corresponds to an increase in nonjunctional connexin (Musil 
and Goodenough, 1991). In contrast, Dsg2 KD did not im-
pair Cx43 membrane localization (Fig. S4 D). Expression of 
WT DPII-GFP rescued Cx43 membrane localization in cells 
transfected with DP, but not EB1, siRNA (Fig. S5 A), sup-
porting the idea that DP regulates Cx43 through EB1-dependent 
MT-based transport.

To study Cx43 localization in a more physiological model, 
we used organotypic raft cultures grown at an air–liquid inter-
face to induce epidermal stratification and differentiation. We 
observed a significant reduction in Cx43 membrane localiza-
tion in DP KD lifted cultures (Fig. 7 C) but not in Dsg1 KD 
cultures (Fig. S4 E). The lack of Cx43 mislocalization in Dsg1 
KD cultures makes it less likely that Cx43 mislocalization in 
DP KD cultures is due to general defects in tissue architecture 
caused by desmosome deficiency, though this possibility can-
not be fully ruled out. DP KD also impaired Cx43 membrane 
localization in freshly isolated neonatal rat ventricular car-
diac myocytes (NRVCMs; Fig. 7 D). Thus, our data show that 
DP regulates Cx43 membrane localization in models of skin  
and heart.

DP–EB1 interactions direct connexin 
localization and function
Next, we expressed WT and mutant DPII-GFP in NHEKs and 
in immortalized HL-1 cardiac cells, which retain contractile 
signaling functions (Claycomb et al., 1998), to determine if DP 

http://www.jcb.org/cgi/content/full/jcb.201312110/DC1
http://www.jcb.org/cgi/content/full/jcb.201312110/DC1
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Figure 5. DP–EB1 interactions are impaired by disease mutations in the DP N terminus. (A) PLA of EB1 with WT and mutated DPII-GFP constructs in SCC9 
cells transfected with siRNA targeting the 3 UTR of endogenous DP. Color panels show PLA dots overlaid with GFP expression. Boxed regions in color 
overlays are magnified in the panels on the right. PLA values are quantified in the graph (A; n = 12 image fields from three independent experiments). 
Bars: (main images) 10 µm; (insets) 5 µm. Error bars indicate SEM. (B) Radar plots: EB1 comet angles categorized for frequencies between 0 and 90° 
relative to cell–cell contacts in cells expressing WT and mutated DPII-GFP in the background of endogenous DP (n > 250 comets per condition from three 
independent experiments). Results are compiled in a cumulative frequency plot below the individual graphs, with the x axis representing frequency bins for 
EB1 angles. All data are from SCC9s.
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Figure 6. DP mutants increase sensitivity of MTs to demecolcine and decrease MT polymerization rates. (A) DP and MT immunostaining, and thres-
holded MT images, in demecolcine-treated cells expressing DP mutants. (n > 35 cell fields for each condition from three independent experiments).  
(A, bottom) Tubulin intensities during demecolcine treatment. (B) Immunolocalization of keratin and GFP in cells expressing DPII-GFP constructs and treated 
with demecolcine. (C) MT polymerization rates and frequency of pausing events for cells expressing DPII-GFP constructs (n > 127 EB3 tracks for each condi-
tion compiled from n > 4 fields from more than four movies for each condition). All data are from SCC9s. Bars, 10 µm. Error bars indicate SEM.
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Figure 7. DP promotes membrane localization of Cx43. (A) Cx43 membrane localization (arrows) in NHEKs electroporated with Ct, DP, or EB1 siRNA. 
Thresholded Cx43 images are shown to highlight Cx43 membrane localization. Western blot is shown below. (B) Triton X-100 solubility of Cx43 in Ct or 
DP KD NHEKs, quantified in a graph (n = 3 independent experiments). Lines indicate that intervening lanes have been spliced out. (C) Cx43 membrane 
localization in Ct or DP KD organotypic raft cultures. Hematoxylin and eosin (H&E) panels demonstrate overall tissue architecture (lines mark dermal- 
epidermal junctions). Graph: quantification of Cx43 membrane localization (n = 15 image fields from rafts prepared in three independent experiments, 
with >150 regions of cell–cell contact calculated per condition). A Western blot is shown. (D) Cx43 membrane localization in Ct or DP KD primary 
NRVCMs. Graph: localization of Cx43 at membranes, marked by Pg (n > 95 regions of cell–cell contact from three independent experiments). Western 
blot shows protein expression levels. Bars, 10 µm. Error bars indicate SEM.
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regulation of Cx43 is EB1 dependent (Fig. 8 A). Using Pg staining 
to mark areas of cell–cell contact between GFP-labeled cells, we 
observed a significant reduction in Cx43 membrane localization 
in cells expressing N287K, N458Y, or I533T (Fig. 8, A and B). 
Consistent with previous observations, we detected a significant 
increase in cytoplasmic intensity of N287K DPII-GFP (Fig. 8 C).  
Cx43 membrane localization was most severely impaired in cells 
with lower levels of membrane-localized N287K DPII-GFP 
(Fig. S5 B), which supports the idea that although this mutant  
retains EB1 binding, its cytoplasmic localization precludes 
proper EB1-mediated Cx43 membrane localization.

We also found that Cx43 was mislocalized when N287K, 
N458Y, or I533T mutants were expressed in the DPI backbone in 
COS cells (Fig. S5 C). While used for their efficiency in transient 
transfections, COS cells did not express DPI-GFP constructs as 
robustly as retrovirally expressed DPII-GFP in other cell lines. 
This difference potentially explains the discrepancy in magni-
tudes of Cx43 mislocalization for mutations expressed in a 
backbone of DPI versus DPII.

Finally, to determine the functional impact of these changes, 
we quantified gap junctional intercellular communication (GJIC)  
of NHEKs expressing DP mutations using a dye-coupling  

Figure 8. DP disease mutations impair Cx43 membrane localization. (A) Immunostaining of Pg, GFP, and Cx43 in NHEKs expressing WT and mutated 
DPII-GFP constructs. Pg staining was used to mark regions of cell–cell contact between cells expressing DPII-GFP constructs (white arrows). Regions were 
overlaid on thresholded Cx43 images for quantification. Bars, 10 µm. (B) Quantification of Cx43 fluorescence intensity at cell–cell contacts in NHEKs 
(i) and HL-1s (ii; n = 9 image fields from three independent experiments). (C) Quantification of cytoplasmic GFP intensity in NHEKs expressing WT and 
mutated DPII-GFP constructs (n = 9 image fields from three independent experiments). Error bars indicate SEM.
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Discussion
Here, we present evidence that cardiac and cutaneous disease 
mutations in DP result in Cx43 mislocalization by impairing 
DP–EB1 interactions or by mistargeting DP–EB1 complexes. 
As a key regulator of MT plus ends, EB1 coordinates the inter-
action of several plus tip proteins with MTs, thereby mediating 
association of MTs with various cellular domains for transient 
stabilization and/or capture (Gundersen et al., 2004; Vaughan, 
2005; Galjart, 2010). Many EB1-binding partners contain a 
conserved SxIP motif facilitating association with EB1 as it 
tracks MT plus ends (Galjart, 2010). Our data suggest that DP 
does not require EB1 for proper transport or membrane local-
ization, and that DP–EB1 interactions instead enable DP to reg-
ulate EB1 and MT organization at sites of cell–cell contact. 
Although spectraplakin family proteins BPAG1 and MACF/
ACF7 possess distinct MT-binding or EB1-binding domains in 
their C termini (Yang et al., 1999; Sun et al., 2001; Leung et al., 
2002; Subramanian et al., 2003; Slep et al., 2005), the epithelial 
plakin DP does not contain an SxIP EB1-binding motif nor does 
it bind directly to MTs (Sun et al., 2001). Thus, DP’s EB1- 
dependent regulation of MT plus ends through its N terminus 
expands on mechanisms by which proteins with plakin domains 
regulate the cytoskeleton.

Our data show that the DP N terminus interacts with the 
EB1 C terminus (Fig. 1 C). Thus, DP does not compete with EB1 
binding to MTs, which is mediated through the EB1 N-terminal  
calponin-homology domain (Hayashi and Ikura, 2003; Komarova 
et al., 2009; Galjart, 2010). Our CytoTrap and DP-NTP pull-
down data show that residues 1–584 in DP are sufficient for 
this interaction (Fig. 1, B and C), though pull-down assays sug-
gest that additional regions in the DP N terminus strengthen 
the interaction with EB1 (Fig. S1 A). The weaker binding ex-
hibited by shorter, bacterially expressed constructs may reflect 
differences in posttranslational modification states required 
for optimal binding. It is also plausible that the L-shaped DP  
N terminus (Al-Jassar et al., 2011) constitutes a binding pocket 
for EB1, with SR8 and SR9 stabilizing the DP–EB1 interaction. 
Regardless, data from individual DP-N-terminal point mutants 
indicates that residues in SR5 (N458, I533) are key in mediating 
DP–EB1 interactions (Fig. 5 A).

Because EB1 is a master regulator of MT plus end track-
ing and a core component of plus end capture (Vaughan, 2005; 
Morrison, 2007), we investigated effects of DP on MT stabili-
zation and dynamics. DP depletion, or expression of DP mu-
tants that do not bind (N458Y, I533T) or likely mislocalize 
(N287K) EB1, reduces the population of MTs resistant to depo-
lymerization by demecolcine, which indicates a decrease in sta-
ble MTs in cells (Fig. 6 A). Analysis of EB3 dynamics on MTs 
near the cortex also revealed a significant reduction in MT 
growth rates when DP–EB1 interactions are perturbed (Fig. 6 C). 
Furthermore, in DP-depleted cells, we observed a >2.5-fold in-
crease in MT pausing near the cortex (Fig. 3 C and Fig. S2 D). 
Considered together, these findings demonstrate a clear role for 
DP–EB1 interactions in regulation of MT organization and dynam-
ics. Increased pausing near the cortex may occur if MTs approach-
ing these regions cannot locate or bind membrane-associated 

assay. Cells expressing N287K, N458Y, or I533T DPII-GFP  
demonstrated 49%, 28%, and 38% reductions, respec-
tively, in dye transfer from injected source cells to neighbor cells 
compared with WT DPII-GFP (Fig. 9). These data support the 
conclusion that mutations in the DP N terminus impair Cx43 
membrane localization and gap junction function by either di-
rectly disrupting association with EB1 (N458Y, I533T) or by 
causing DP mislocalization (N287K) and thus a corresponding 
mislocalization of EB1 (Fig. 10).

Figure 9. DP mutations impair GJIC. Phase contrast and fluorescence im-
ages of NHEKs retrovirally expressing WT and mutated DPII-GFP constructs 
(in the background of endogenous DP) and injected with Alexa Fluor 568 
dye. Arrows mark points of injection in source (s) cells. Graph shows per-
cent dye transfer from source to neighbor (n) cells at 1 min after injection 
(n > 15 cell pairs for each mutation from three independent experiments). 
Bars, 10 µm. Error bars indicate SEM.
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As a functional outcome of MT plus end interactions with 
DP at the cell cortex, we investigated Cx43 membrane local-
ization, which is mediated at least in part by EB1-dependent, 
MT-based trafficking (Shaw et al., 2007). DP KD reduces Cx43 
membrane localization in skin and heart cells, which is con-
sistent with in vivo data of gap junction misregulation in DP-
knockout mouse models (Gomes et al., 2012; Lyon et al., 2014) 
and DP-depleted HL-1 cells (Zhang et al., 2013). Here, we show 
that DP–EB1 interactions are critical for DP’s regulation of gap 
junctions and act by targeting Cx43 to the membrane. Further 
analysis will be needed to determine the threshold at which 
Cx43 mislocalization elicits pathological effects. However, these 
results suggest a potential mechanism to explain how loss of DP 

DP and thus persist in an attempt to identify cortical attach-
ment cues. Alternatively, in the absence of DP binding, EB1 
may instead bind without competition to other cortical factors 
that also influence MT persistence and organization near the 
membrane. As indicated by localization of DP–EB1 PLA sig-
nals, DP also associates with EB1 in the cytoplasm, where it can 
influence MT growth rates. Additional studies are needed to fully 
understand effects of DP on MT dynamics, to determine if DP is a 
component of cortical MT capture machinery, and to determine 
how DP–EB1 interactions may relate to previously described 
interactions of MT plus ends with components of adherens 
junctions (Ligon and Holzbaur, 2007; Shtutman et al., 2008; 
Shahbazi et al., 2013).

Figure 10. Model of DP–EB1 interaction with a summary of mutation pathogenicity. (A) When localized to cell–cell contacts, DP provides spatial cues to 
regulate EB1 and MT organization. Subsequently, MTs can be used for Cx43 trafficking to adjacent gap junctions (model does not include cytoplasmic 
DP–EB1 interactions, which may also influence MT dynamics). Upon expression of mutations that impair DP–EB1 binding or cause a cytoplasmic shift in the 
location of DP–EB1 binding, DP is limited in its ability to regulate EB1 and MT association with cortical regions, resulting in a reduction of Cx43 membrane 
localization and GJIC. (B) Mutations are summarized based on clinical findings and data obtained in this study.
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A566T. K470E and A566T were reported as compound het-
erozygous mutations in a patient with AC (Basso et al., 2006; 
Bauce et al., 2011; Cox et al., 2011), and it is possible that these 
mutations are insufficient to produce pathological changes 
when individually coexpressed with WT DP. It is also possible 
that stress, e.g., strenuous exercise, may play a role in how these 
mutations are manifested in disease (Basso et al., 2011); our 
studies are limited by the absence of these additional antagonis-
tic factors. Alternatively, K470E has been reported to cause 
local conformational changes in DP while leaving overall pro-
tein structure intact (Al-Jassar et al., 2011), which suggests that 
this mutation could impair interactions with other, unidentified 
binding partners of the DP N terminus. These possibilities high-
light the heterogeneity of AC pathogenesis.

Here, we highlight a role of DP in regulating gap junc-
tions. However, other studies implicate the classical cadherin 
N-cadherin in directing Cx43 localization (Shaw et al., 2007). 
This potential functional overlap is of particular interest to con-
sider in the heart, where components of desmosomes and adhe-
rens junctions intermingle as a hybrid area composita that 
stabilizes adjacent gap junctions (Borrmann et al., 2006; Franke 
et al., 2006). DP localizes to regions of cells resembling classic 
adherens junctions in cardiac tissue, raising the possibility that 
multiple components of adhesive junctions cooperate to regu-
late connexin localization. In agreement with recent studies of 
DP depletion from epithelial models (Sumigray et al., 2014), 
our data indicate that DP depletion or mutation do not alter 
membrane localization of E-cadherin or -catenin. Neverthe-
less, we cannot fully rule out some contribution of adherens 
junctions to Cx43 mislocalization.

In summary, our studies reveal for the first time an inter-
action between DP and EB1, and elucidate a role for DP in regu-
lating EB1 and MT organization. Importantly, our data provide a 
mechanistic basis by which mutations in the DP N terminus mis-
regulate gap junctions in cardiac and cutaneous disease: by dis-
rupting DP–EB1 binding or by impairing membrane localization 
of this interaction. Each of these mechanisms could contribute to 
development of diseases associated with DP mutations includ-
ing AC and skin fragility syndromes. These studies highlight and 
expand on the emerging nontraditional roles for DP and desmo-
somes in tissue morphogenesis and disease development.

Materials and methods
Cell culture
Human-derived oral squamous cell carcinoma SCC9 cells (a gift from J. 
Rheinwald, Harvard Medical School, Boston, MA) were maintained in 
DMEM/F-12 medium (Corning) supplemented with 10% FBS and 1% peni-
cillin/streptomycin. HEK 293 cells, COS monkey kidney cells, and A431 
epithelial cell lines were maintained in DMEM (Corning) supplemented 
with 10% FBS and 1% penicillin/streptomycin. A431 stable cell lines were 
generated by transfecting parental A431 lines with pTet-On (Takara Bio 
Inc.), selecting with 400 µg/ml G418 (Corning), and then transfecting with 
pTRE (Takara Bio Inc.) plasmids expressing DP-NTP-GFP or DP-GFP (Huen 
et al., 2002; Godsel et al., 2005). Expression of DP-GFP or DP-NTP-GFP 
in A431 cells was induced by treatment with 4 µg/ml doxycycline for 24 h.  
Primary NHEKs were cultured in M154 medium (Invitrogen) adjusted to 
0.07 mM calcium and supplemented with human keratinocyte growth 
supplement (HKGS) and gentamicin/amphotericin B. To induce differentia-
tion, NHEKs were switched to media with 1.2 mM calcium in the absence 

results in improper connexin localization and electrical coupling 
in epidermal and cardiac tissue (Kaplan et al., 2004; Asimaki  
et al., 2009; Gomes et al., 2012; Zhang et al., 2013; Lyon et al., 
2014), and further provide a molecular basis for observations that 
in models of cardiac injury, DP relocalizes to lateral membranes 
along with Cx43 and EB1 (Chkourko et al., 2012).

Our analysis of individual disease mutations provides 
insight into molecular mechanisms that may lead to observed 
differences in gap junction function. The N287K mutation was 
reported in a patient with skin fragility/woolly hair syndrome. 
Similar to our observations, N287K resulted in cytoplasmic DP 
localization in patient biopsies (Whittock et al., 2002). N287K 
targets a region of DP SR4 that is thought to interact with and 
structurally stabilize the SH3 loop of SR5 (Al-Jassar et al., 
2011; Choi and Weis, 2011), which suggests that the mutation 
could result in conformational instability of the DP N terminus 
to reduce binding to armadillo proteins and hinder proper mem-
brane localization. AC mutations upstream of N287K—V30M 
and Q90R—have also been shown to impair association of DP 
with Pg (Yang et al., 2006). DP mutations that impair armadillo 
protein binding are all candidates for obstructing DP targeting 
to desmosomes and/or its ability to confer desmosome-based 
adhesive strength, as was observed in the case of the N287K 
mutant. This structural function normally contributes to sta-
bilization of adjacent gap junctions (Saffitz, 2006; Noorman  
et al., 2009). We show here that mislocalized DP also dampens 
spatial cues for EB1-directed MT-based trafficking of Cx43 to 
cell membranes, thus revealing another way that this class of 
mutants could lead to loss of gap junction communication be-
tween cells.

In contrast to the aberrant cytoplasmic DP localization 
caused by N287K, N458Y and I533T still localize at sites of 
cell–cell contact. In these cases, impaired Cx43 membrane lo-
calization is associated with loss of DP–EB1 binding. N458Y 
and I533T were reported as single mutations in patients with 
AC (Rampazzo, A. 2008. European Society of Cardiology meet-
ing. Prevalence of desmosomal protein mutations and clinical 
features in a large cohort of unrelated consecutive patients af-
fected with ARVC; Xu et al., 2010; Bauce et al., 2011). N458Y 
targets a residue on the free surface of the SR5 SH3 loop, 
whereas I533T replaces a core isoleucine residue with a polar 
threonine residue to potentially introduce a structural kink to 
SR5 (Choi and Weis, 2011). Because of the close structural 
proximity of these two mutations, we propose that this region of 
the DP N terminus SR5 (the junction between the free SH3 loop 
and the downstream SR5 backbone) constitutes an EB1 binding 
site. It is important to note that these single point mutations in 
the DP N terminus do not detectably affect junctional targeting, 
C-terminal–dependent IF anchorage, membrane localization of 
adherens junctions components, or cell–cell adhesion. Together, 
these data support a model wherein EB1 association with DP 
contributes significantly to regulation of MT stability and gap 
junction assembly/function, although we cannot rule out the 
possibility that functions unrelated to EB1 binding may also con-
tribute to these changes.

We did not detect significant changes in EB1 binding or 
Cx43 membrane localization upon expression of DP K470E or 
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RNAi-mediated KD
Oligonucleotides against human DP and human EB1/MAPRE1, and scram-
bled oligonucleotides for controls, were purchased from GE Healthcare. 
DP and EB1/MAPRE1 siRNAs were each a pool of four siRNA oligonucle-
otides (target sequences for DP: 5-GAAGAGAGGUGCAGGCGUA-3,  
5-GACCGUCACUGAGCUAGUA-3, 5-AAACAGAACGCUCCCGAUA-3,  
and 5-CGACAUGAAUCAGUAAGUA-3; target sequences for EB1/
MAPRE1: 5-GAUGAAGGCUUUGUGAUAC-3, 5-GGAAAGCUACGGAA-
CAUUG-3, 5-UGACAAAGAUCGAACAGUU-3, and 5-GAGAAUGGGU-
GUUGACAAA-3). Oligonucleotides targeting the 3 UTR of human Dsg2  
were purchased from IDT (sense sequence: 5-CCUGGAAGCAGAGA-
CAGUGUGGUCCUU-3). Additional stealth siRNA oligonucleotides target-
ing human DP were purchased from Life Technologies (Invitrogen) and used 
as a pool of three oligonucleotides (sense sequences: 5-GGAACCUGC-
CAAGAUGUCAACCAUA-3, 5-CAGACCGCUGGCAAAGGAUAGAUAA-
3, and 5-CAGGGCUCUGUCUUCUGCCUCUGAA-3). For specific KD of 
endogenous DP, two oligonucleotides targeting the 3 UTR of DP (IDT) were 
used as a mix (sense sequences: 5-AAUUAAUACCAAACCAAA-3 and  
5-GCAGUAGAGUGAUAGGA-3). SCC9 cells were transfected with siRNA 
oligonucleotides at a final concentration of 20 nM using DharmaFECT (GE 
Healthcare). NHEKs were electroporated with siRNA oligonucleotides via 
AMAXA nucleoporation (Lonza) using the Ingenio Electroporation Solution 
(Mirus) or solution V (Lonza) and program X-001. For DP KD in NRVCMs, the 
BLOCK-iT PolII miR RNAi Expression Vector kit (Life Technologies) was used 
to design oligonucleotides targeting the C terminus of rat DP or a scrambled 
sequence as a control. These constructs were cloned into the pAd/cytomega-
lovirus (CMV)/V5-DEST vector (Invitrogen) and used to generate virus using 
the ViraPower Adenoviral Expression System (Invitrogen).

Western blot analysis
For analysis of protein expression levels, cells were washed in PBS and 
lysed in urea sample buffer (8 M deionized urea, 1% sodium dodecyl sul-
fate, 10% glycerol, 60 mM Tris, pH 6.8, and 5% -mercaptoethanol). 
After equalizing total protein concentrations, samples were run on 7.5–
15% SDS-PAGE gels and transferred to polyvinylidene fluoride (PVDF) 
membranes to be probed with primary and secondary antibodies against 
proteins of interest.

Immunofluorescence and immunohistochemistry
For analysis of protein localization in cultured cells, coverslips were fixed 
and permeabilized by submerging in anhydrous methanol for 2–3 min at 
20°C. Cells were incubated in solutions with primary and secondary an-
tibodies at 37°C for 60 min and 30 min, respectively, with multiple PBS 
washes after each step. For analysis of protein localization in tissue sec-
tions, paraffin sections of organotypic raft cultures were rehydrated and 
then heated to 95°C in 0.01 M citrate buffer for antigen retrieval. Sections 
were incubated in solution with primary antibody at 4°C overnight and in 
solution with secondary antibody at 37°C for 60 min. Coverslips and tissue 
sections were mounted using polyvinyl alcohol (Sigma-Aldrich).

Microscope image acquisition
Cells and tissues were visualized using a microscope (model DMR; Leica) 
fitted with 40× (Plan-Fluotar, NA 1.0) and 63× (Plan-Apochromat, NA 
1.32) objective lenses, a confocal microscope (LSM 510 META; Carl 
Zeiss), or a superresolution microscope (Nikon TiE N-SIM; Nikon). Images 
on the DMR microscope were acquired using a charge-coupled device 
(CCD) camera (model C4742-95; Orca 100; Hamamatsu) and analyzed 
using imaging software (MetaMorph 7.7; Molecular Devices). Images cap-
tured on the LSM 510 microscope were taken and analyzed using 63× or 
100× objective lenses (Plan Apochromat, NA 1.32 and NA 1.4; Carl 
Zeiss) and LSM 510 software. SIM images were captured using a 100× 
objective lens (NA 1.49) and a camera (iXon X3 897; Andor Technology), 
and reconstructed using Elements version 4 software (Nikon).

Microinjection (dye transfer assay)
Microinjection was performed using a disc scanning unit microscope 
(IX81 DSU; Olympus; UPlanFL/NA 0.17 Ph1 objective lens) equipped 
with a FemtoJet injector (Eppendorf). Alexa Fluor 568 Hydrazide (Life 
Technologies) was injected into GFP-labeled cells at an injection pressure 
of 10–12 hPa with continuous flow. Injected (source) and neighbor cells 
were imaged immediately after using phase, FITC, and Cy3 wide-field 
acquisition channels on a 20× objective lens, with SlideBook imaging 
software (3i). Fluorescence image intensities were within the linear range 
of the detector.

of HKGS. NRVCMs were cultured in M199 medium (Lonza) supplemented 
with 1% penicillin/streptomycin, heat-inactivated horse serum (Gibco),  
15 µM vitamin B12 (Sigma-Aldrich), and 100 µM bromodeoxyuridine 
(Sigma-Aldrich). Immortalized HL-1 cells derived from mouse cardiac atria 
(a gift from W. Claycomb, Louisiana State University School of Medicine, 
New Orleans, LA) were maintained in Claycomb medium (Sigma-Aldrich) 
with 10% FBS, 1% penicillin/streptomycin, 0.1 mM norepinephrine, and 
2 mM l-glutamine.

Antibodies
The following primary antibodies were used in this study: NW161 rabbit 
anti-DP directed against the first 189 amino acids of DP (Bornslaeger et al.,  
1996), NW6 rabbit anti-DP directed against the C-terminal domain of DP 
(Angst et al., 1990), 115F mouse anti-DP directed against the DP C termi-
nus (a gift from D. Garrod, The University of Manchester, Manchester, Eng-
land, UK), mouse anti-EB1 (610535; BD), rabbit anti-MAPRE1 (ab117821; 
Abcam), DM1A mouse anti–-tubulin (Abcam ab7291), 12G10 mouse 
anti–-tubulin (Developmental Studies Hybridoma Bank), rabbit anti-Cx43 
(AB1728; EMD Millipore), 6D8 mouse anti–desmoglein 2 (a gift from M. 
Wheelock, University of Nebraska Medical Center, Omaha, NE), JL8 
mouse anti-GFP (Living Colors), chicken IgY anti-GFP (Molecular Probes), 
rabbit anti-GFP (632593; Living Colors), rabbit anti-GFP (A11122; Life 
Technologies), 1407 chicken anti-Pg (Aves Laboratories), mouse anti– 
plakophilin 2 (651101; Progen), rabbit anti-GAPDH (Sigma-Aldrich), mouse 
anti-His (EMD Millipore), rabbit anti-FLAG (Sigma-Aldrich), M2 mouse anti- 
FLAG (Sigma-Aldrich), mouse anti-cMyc (Life Technologies), KT36 rat anti-
EB3 (Abcam), HECD-1 mouse anti–E-cadherin (Abcam), C2206 rabbit 
anti–-catenin (Sigma-Aldrich), and KS-B17.2 mouse anti-keratin 18 (Sigma-
Aldrich). Western blot analysis included use of peroxidase-conjugated anti–
mouse, –rabbit, and –chicken secondary antibodies purchased from the 
Kirkegaard & Perry Laboratories, Inc. Alexa Fluor 488/568/647–conjugated  
goat anti–mouse, –rabbit, –rat, and –chicken secondary antibodies (Invitro-
gen) were used in immunofluorescence studies.

Generation and delivery of DNA constructs
Yeast-two-hybrid (CytoTrap). The DP-NTP bait construct (pSos-DP-NTP) was 
generated by cloning a PCR product of DP nucleotides 1–1,752 into the 
pENTR/D-TOPO Gateway vector (Invitrogen). LR Clonase-mediated recom-
bination was then used to clone the DP-NTP insert into a pSos vector that 
had been made destination compatible.

EB constructs. Histidine-tagged EB1 constructs (provided by H. Goodson,  
University of Notre Dame, Notre Dame, IN) were generated by cloning 
cDNA of human EB1 (full-length or residues 1–184) into pET15b (Invitro-
gen; Zhu et al., 2009; Skube et al., 2010). The EB3-mRFP construct (pro-
vided by A. Akhmanova, Utrecht University, Utrecht, Netherlands) was 
generated by substituting mRFP (a gift from R. Tsien, University of Califor-
nia, San Diego, La Jolla, CA) into the GFP-encoding region of a pEGFP 
vector (Takara Bio Inc.; Grigoriev et al., 2008).

GST-tagged DP constructs. Truncation constructs of the DP N terminus 
were generated by purifying PCR products of DP nucleotides 1–537 (aa 1–
179), 1–1,890 (aa 1–630), 1–2,649 (aa 1–883), and 1–3,066 (aa 1–
1,022) and cloning them into the pDEST15 (N-terminal GST tag) vector 
(Invitrogen) via pENTR.

Site-specific mutagenesis. The QuikChange II XL Site-Directed Muta-
genesis kit (Agilent Technologies) was used to introduce site-specific muta-
tions to constructs of DP-NTP, DPII, and DPI (Godsel et al., 2005), which 
were fully verified by sequencing.

Transfections. Transient transfections were performed using Lipo-
fectamine 2000 (Invitrogen) and 0.5–2 µg/ml DNA.

Retroviral infections. The phoenix packaging cell line (provided 
by G. Nolan, Stanford University, Stanford, CA), maintained in DMEM 
(Mediatech) supplemented with FBS and penicillin/streptomycin, was 
used to prepare a retrovirus of GFP-tagged DPII constructs. Phoenix cells 
were transfected with DNA constructs and placed in selection media with  
1 µg/ml puromycin 48 h after transfection. Cells were grown at 32°C for 
16–24 h to collect viral supernatant, which was then concentrated using 
Amicon Ultra-15 Centrifugal Filter units (EMD Millipore). NHEKs and HL-1s 
were infected with virus and 8 µg/ml polybrene for 90–180 min at 32°C, 
after which cells were washed and returned to growth at 37°C in fresh 
media. SCC9s were infected with virus and 8 µg/ml polybrene overnight 
at 37°C. Retrovirus expressing DP-NTP-GFP was provided by J. Broussard 
(Northwestern University, Evanston, IL).
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et al., 1999). A negative control of GST in a pGEX vector (GE Healthcare) 
was expressed by adding IPTG to BL21A1 bacteria. Bacteria were lysed 
and proteins were purified using glutathione agarose (GE Healthcare). 
Histidine-tagged EB1 constructs were bacterially expressed by adding 
IPTG to bacterial cultures of Rosetta 2(DE3) bacteria (EMD Millipore). Histi-
dine-tagged constructs were purified from bacterial lysates via association 
with nickel-coated Ni-NTA beads (QIAGEN). Beads were incubated with 
cell lysates at 4°C for 2–3 h, washed with a modified RIPA buffer (500 mM 
NaCl, 50 mM Tris, pH 7.6, 10 mM MgCl2, 1% Triton X-100, 0.1% SDS, 
and 0.5% deoxycholate), and eluted in urea sample buffer or Laemmli buf-
fer with 5% -mercaptoethanol.

Coimmunoprecipitation studies
Cells used for coimmunoprecipitation studies were rinsed twice in PBS and 
lysed in modified RIPA buffer (500 mM NaCl, 50 mM Tris, pH 7.6, 10 mM 
MgCl2, 1% Triton X-100, 0.1% SDS, and 0.5% deoxycholate) with com-
plete protease inhibitor cocktail (Roche). After preclearing with GammaBind 
beads (GE Healthcare), cells were incubated with 0.5–1.5 µg of antibody 
against the protein of interest overnight at 4°C, followed by conjugation 
to GammaBind beads. For Pg-Myc and PKP1-FLAG IP studies, lysates were 
incubated with anti–c-Myc agarose (Sigma-Aldrich) or anti-FLAG M2 aga-
rose (Sigma-Aldrich) for 4 h. Samples were washed and eluted in urea 
sample buffer or Laemmli buffer with 5% -mercaptoethanol.

PLA
Reagents used to conduct PLA were purchased from OLink Biosciences 
through Axxora LLC and used as described previously (Harmon et al., 
2013). Cells were rinsed and fixed as described in “Immunofluorescence and 
immunohistochemistry.” After incubation with primary antibody for 60 min  
at 37°C, samples were incubated with PLA secondary antibodies conju-
gated to DNA oligonucleotides for 60 min at 37°C. Samples were then 
subjected to a 30-min incubation at 37°C for ligation of nucleotides, fol-
lowed by a 100-min incubation at 37°C for rolling circle polymerization, 
resulting in the production of red fluorescent dots if the antigens targeted 
by secondary antibodies were in close proximity (Fredriksson et al., 2002; 
Söderberg et al., 2006). ImageJ software was used to quantify the number 
of PLA and DAPI signals per image field (endogenous DP–EB1 interaction), 
or the intensity of PLA and GFP signals per image field (EB1 interaction 
with DPII-GFP constructs).

Time-lapse imaging
SCC9 cells stably expressing GFP-tagged DP (Godsel et al., 2005) were 
plated on Lab-Tek chambered coverglass slides (Nunc) and transfected with 
EB3-mRFP (Grigoriev et al., 2008). Cells were switched to imaging media 
(Hanks balanced salt solution, 20 mM Hepes, 1% FBS, 2 mM l-glutamine, 
4.5 g/liter glucose, and 1× amino acids) and imaged on a microscope 
(DMI6000; Leica) housed within a 37°C environmental control system 
chamber using 100 W mercury halide fiber optic illumination. Red and 
green channels were captured at 1-s or 2-s intervals with a 100× objective 
lens (HCX Plan-Apochromat, NA 1.4) using a MAG Dual-Cam adaptor fit-
ted with two ORCA-ER AG cameras (Hamamatsu Photonics). Images were 
captured using Simple PCI version 6.0 (Hamamatsu Photonics) and pro-
cessed using Photoshop (Adobe) and MetaMorph 7.7 imaging software. 
Differential interference contrast (DIC) images were acquired to ensure that 
cells used for imaging were in contact with neighboring cells. EB3 comet 
particle paths were compiled using MetaMorph 7.7 imaging software.

For time-lapse imaging of parental SCC9s and SCC9s expressing 
DP-NTP-GFP, images were acquired on an inverted microscope (TiE; Nikon) 
equipped with a 7-wavelength Sola light engine (Lumencor Inc.), with per-
fect focus, using a 60× Plan-Apochromat oil immersion objective lens (1.4 
NA). Images were collected using a Neo sCMOS camera (Andor Technol-
ogy) at 560 MHz for 16-bit images (6.45 µm pixels). Devices were con-
trolled by Elements software (Nikon). Cells were transfected (by Amaxa as 
described in “RNAi-mediated KD”) with EB3-mRFP and plated onto 25-mm 
coverslips 1–3 d before image acquisition. Time-lapse images were ac-
quired at 2-s intervals for 3 min.

Quantification of EB1 angles
Cells used for quantification of EB1 angles were costained with anti-Pg  
antibody to mark the plane of cell–cell contacts. Using MetaMorph 7.7 im-
aging software, lines were drawn over regions of cell–cell contact and EB1 
comets in proximity. The angles of lines over EB1 comets were then normal-
ized to the angle of the relevant cell–cell contact and adjusted to a final 
value of 0–90°. Subconfluent cell cultures were used to avoid analyzing 
cells in which MTs had reorganized into cortical arrays, which occurs as 
cells become confluent (Lechler and Fuchs, 2007).

Primary cardiac cell isolation and culture
NRVCMs were isolated from day-old Sprague-Dawley pups (Charles River) 
by excising hearts, dissecting cardiac ventricles, and enzymatically di-
gesting tissue to obtain cell suspensions. After an initial preplating step 
to allow cardiac fibroblasts to attach to plates, NRVCMs were cultured 
on plates coated with Collagen IV. For imaging studies, NRVCMs were 
plated on poly-l-lysine coverslips (BD) that were coated with Collagen IV 
(Sigma-Aldrich) for 1 h, dried under UV light for 1 h, and washed with PBS. 
NRVCMs were isolated with approval of the Northwestern University Insti-
tutional Animal Care and Use Committee, and all animal care protocols 
conformed to National Institutes of Health guidelines.

Organotypic raft cultures
3D raft cultures were grown by lifting keratinocytes seeded on collagen 
plugs to an air–liquid interface (Meyers and Laimins, 1994). Collagen 
plugs were formed using rat tail collagen type I (BD) seeded with J2 
fibroblasts (NIH 3T3). J2 fibroblasts were cultured in DMEM (Corning) 
supplemented with 10% FBS and 1% penicillin/streptomycin. E-media 
was made as a 50:50 mix of DMEM/F-12 and DMEM media with 5% 
FBS, 10 µg/ml gentamicin, 0.4 µg/ml hydrocortisone, 10 ng/ml cholera 
toxin (Sigma-Aldrich), and 0.25 µg/ml amphotericin B (Corning) mixed 
with a cocktail of 180 µM adenine, 5 µg/ml human recombinant insulin, 
5 µg/ml human apo-transferrin, and 5 µg/ml triiodothyronine (Sigma-
Aldrich). After seeding with NHEKs that had been electroporated with Ct 
or DP siRNA, plugs were grown in E-media with 5 ng/ml EGF. 2 d later, 
plugs with NHEKs were lifted and placed on a metal grid over E-media 
without EGF to induce epidermal differentiation. Ct or DP KD organo-
typic raft cultures were harvested 5 d after the day of lifting. Dsg1-KD 
rafts were prepared by retroviral transduction of miRNA targeting human 
lamin A/C or Dsg1, and harvested after 3–10 d (Getsios et al., 2009). 
Rafts were lysed in urea sample buffer for protein analysis, or embedded 
in paraffin for histology.

Dispase assay
Dispase assays were used to assess intercellular adhesive strength as de-
scribed previously (Hudson et al., 2004; Yin et al., 2005). Cells expressing 
DP mutation constructs were seeded in triplicate onto 60-mm dishes. Upon 
reaching confluence, cells were switched to growth in 0.7 mM Ca for 4 h,  
washed twice in Dulbecco’s PBS (DPBS), and incubated in 2.4 U/ml  
dispase II (Roche) for 30 min at 37°C. Lifted monolayers were subjected 
to centrifugal force on an orbital shaker and imaged using a dissecting 
microscope (MZ6; Leica).

Generation of DPII constructs
GFP-tagged DPII was generated by using the QuikChange II XL Site-Directed 
Mutagenesis kit (Agilent Technologies) to splice out nucleotides 3,584–
5,380 of a GFP-tagged construct of full-length human DPI (Godsel et al., 
2005). Retroviral DPII LZRS constructs were generated by cloning DPII con-
structs into the pENTR/D-TOPO Gateway vector (Invitrogen) and then clon-
ing inserts into an LZRS vector that had been made destination compatible.

Yeast two-hybrid screening (CytoTrap)
Yeast two-hybrid screening was performed using the CytoTrap vector kit 
(Agilent Technologies) as described previously (Harmon et al., 2013). The 
CytoTrap screen (Agilent Technologies) utilizes the temperature-sensitive 
cdc25H strain of Saccharomyces cerevisiae, which is deficient in Ras sig-
naling and unable to grow at 37°C. Although yeast grow at the permissive 
temperature of 25°C, only yeast that are cotransformed with a bait (pSos) 
construct that binds a membrane-associated myristoylated target (pMyr) 
protein activate Ras signaling to allow for growth at 37°C. pMyr constructs 
are expressed under galactose promoters; thus, growth at 37°C on galac-
tose plates without growth at 37°C on glucose plates indicates target–bait 
interaction. A library of HeLa cell cDNAs expressed in the pMyr vector 
was cotransformed with pSos-DP-NTP into cdc25H yeast. After obtaining 
putative positives by identifying clones that were capable of growing on 
galactose plates at 37°C, pMyr constructs were purified and individually 
cotransformed with pSos-DP-NTP to confirm specific interactions. pMyr-Pg 
was used as a positive binding control for DP-NTP, and pMyr and pMyr-SB 
(Stratagene) were, respectively, used as negative and positive controls for 
the screen.

GST and Histidine pull-down assays
DP N-terminal truncation constructs in pDEST15 were bacterially expressed  
by adding l-arabinose to cultured BL21A1 bacteria (Invitrogen). FLAG-tagged 
DP-NTP was constructed by cloning base pairs 1–1,755 of DP into a p700 
CMV promoter-based construct with a C-terminal FLAG tag (Kowalczyk  



795DP–EB1 interaction regulates gap junctions • Patel et al.

endowment. D.M. Patel was supported by a predoctoral institutional training 
grant (3T32GM008152-26S1) awarded by the National Heart Lung and 
Blood Institute, and by the Malkin Scholars Program from the Robert H. Lurie 
Comprehensive Cancer Center of Northwestern University.

The authors declare no competing financial interests.

Submitted: 23 December 2013
Accepted: 13 August 2014

References
Al-Jassar, C., T. Knowles, M. Jeeves, K. Kami, E. Behr, H. Bikker, M. Overduin, 

and M. Chidgey. 2011. The nonlinear structure of the desmoplakin pla-
kin domain and the effects of cardiomyopathy-linked mutations. J. Mol. 
Biol. 411:1049–1061. http://dx.doi.org/10.1016/j.jmb.2011.06.047

Angst, B.D., L.A. Nilles, and K.J. Green. 1990. Desmoplakin II expression is not 
restricted to stratified epithelia. J. Cell Sci. 97:247–257.

Applegate, K.T., S. Besson, A. Matov, M.H. Bagonis, K. Jaqaman, and G. 
Danuser. 2011. plusTipTracker: Quantitative image analysis software for 
the measurement of microtubule dynamics. J. Struct. Biol. 176:168–184. 
http://dx.doi.org/10.1016/j.jsb.2011.07.009

Asimaki, A., P. Syrris, D. Ward, L.G. Guereta, J.E. Saffitz, and W.J. McKenna. 
2009. Unique epidermolytic bullous dermatosis with associated lethal car-
diomyopathy related to novel desmoplakin mutations. J. Cutan. Pathol. 
36:553–559. http://dx.doi.org/10.1111/j.1600-0560.2008.01112.x

Basso, C., E. Czarnowska, M. Della Barbera, B. Bauce, G. Beffagna, E.K. 
Wlodarska, K. Pilichou, A. Ramondo, A. Lorenzon, O. Wozniek, et al. 
2006. Ultrastructural evidence of intercalated disc remodelling in ar-
rhythmogenic right ventricular cardiomyopathy: an electron microscopy 
investigation on endomyocardial biopsies. Eur. Heart J. 27:1847–1854. 
http://dx.doi.org/10.1093/eurheartj/ehl095

Basso, C., B. Bauce, D. Corrado, and G. Thiene. 2012. Pathophysiology of 
arrhythmogenic cardiomyopathy. Nat. Rev. Cardiol. 9:223–233. http://dx 
.doi.org/10.1038/nrcardio.2011.173

Bass-Zubek, A.E., R.P. Hobbs, E.V. Amargo, N.J. Garcia, S.N. Hsieh, X. Chen, 
J.K. Wahl III, M.F. Denning, and K.J. Green. 2008. Plakophilin 2: a 
critical scaffold for PKC that regulates intercellular junction assembly.  
J. Cell Biol. 181:605–613. http://dx.doi.org/10.1083/jcb.200712133

Bauce, B., A. Rampazzo, C. Basso, E. Mazzotti, I. Rigato, A. Steriotis, G. 
Beffagna, A. Lorenzon, M. De Bortoli, K. Pilichou, et al. 2011. Clinical 
phenotype and diagnosis of arrhythmogenic right ventricular cardiomy-
opathy in pediatric patients carrying desmosomal gene mutations. Heart 
Rhythm. 8:1686–1695. http://dx.doi.org/10.1016/j.hrthm.2011.06.026

Bornslaeger, E.A., C.M. Corcoran, T.S. Stappenbeck, and K.J. Green. 1996. 
Breaking the connection: displacement of the desmosomal plaque protein 
desmoplakin from cell-cell interfaces disrupts anchorage of intermediate 
filament bundles and alters intercellular junction assembly. J. Cell Biol. 
134:985–1001. http://dx.doi.org/10.1083/jcb.134.4.985

Borrmann, C.M., C. Grund, C. Kuhn, I. Hofmann, S. Pieperhoff, and W.W. 
Franke. 2006. The area composita of adhering junctions connecting heart 
muscle cells of vertebrates. II. Colocalizations of desmosomal and fascia 
adhaerens molecules in the intercalated disk. Eur. J. Cell Biol. 85:469–485. 
http://dx.doi.org/10.1016/j.ejcb.2006.02.009

Cabral, R.M., D. Tattersall, V. Patel, G.D. McPhail, E. Hatzimasoura, D.J. 
Abrams, A.P. South, and D.P. Kelsell. 2012. The DSPII splice variant is 
crucial for desmosome-mediated adhesion in HaCaT keratinocytes. J. Cell 
Sci. 125:2853–2861. http://dx.doi.org/10.1242/jcs.084152

Chausovsky, A., A.D. Bershadsky, and G.G. Borisy. 2000. Cadherin-mediated 
regulation of microtubule dynamics. Nat. Cell Biol. 2:797–804. http://dx 
.doi.org/10.1038/35041037

Chkourko, H.S., G. Guerrero-Serna, X. Lin, N. Darwish, J.R. Pohlmann, K.E. 
Cook, J.R. Martens, E. Rothenberg, H. Musa, and M. Delmar. 2012. 
Remodeling of mechanical junctions and of microtubule-associated pro-
teins accompany cardiac connexin43 lateralization. Heart Rhythm. 9:1133–
1140. http://dx.doi.org/10.1016/j.hrthm.2012.03.003

Choi, H.J., and W.I. Weis. 2011. Crystal structure of a rigid four-spectrin-repeat 
fragment of the human desmoplakin plakin domain. J. Mol. Biol. 409:800–
812. http://dx.doi.org/10.1016/j.jmb.2011.04.046

Claycomb, W.C., N.A. Lanson Jr., B.S. Stallworth, D.B. Egeland, J.B. Delcarpio, 
A. Bahinski, and N.J. Izzo Jr. 1998. HL-1 cells: a cardiac muscle cell 
line that contracts and retains phenotypic characteristics of the adult car-
diomyocyte. Proc. Natl. Acad. Sci. USA. 95:2979–2984. http://dx.doi 
.org/10.1073/pnas.95.6.2979

Cowin, P., and B. Burke. 1996. Cytoskeleton-membrane interactions. Curr. Opin. 
Cell Biol. 8:56–65. http://dx.doi.org/10.1016/S0955-0674(96)80049-4

MT studies
For MT stability studies, cells were treated with 1 µM demecolcine/colce-
mid (Sigma-Aldrich) at 37°C for the indicated time points. After rinsing 
cells with 0.01% saponin (Sigma-Aldrich) to extract free tubulin, cells were 
fixed and stained as described in “Immunofluorescence and immunohisto-
chemistry.” MT intensity was measured using MetaMorph 7.7 imaging 
software or ImageJ software.

MT growth rates and dynamics
MTs were analyzed by tracking EB3-mRFP comets using tip-tracker software 
(u-Track 2.0; Jaqaman et al., 2008; Applegate et al., 2011). Defined  
7 × 10 µm regions of the cytoplasm and 4 × 10 µm regions of the cortex 
were used for analysis. MT dynamics were analyzed using u-Track 2.0 
software with a maximum closing gap of 5 frames, forward angle of 45°, 
backward angle of 15°, and a fluctuation radius of 2 pixels.

Cx43 detergent solubility
NHEKs used for detergent solubility analyses were rinsed twice with cold 
DPBS and lysed in TBS buffer (10 mM Tris-HCl, pH 7.5, 145 mM NaCl,  
5 mM EDTA, and 2 mM EGTA) with 1% Triton X-100. Lysates were subjected 
to three rounds of vortexing for 30 s and incubating on ice for 10 min to 
extract Triton-soluble fractions. Insoluble pellets (Triton-insoluble fractions) 
were resuspended in urea sample buffer with 5% -mercaptoethanol.

Quantification of Cx43 and GFP intensity
Cells used for quantification of Cx43 membrane localization were stained 
with Pg to mark the areas of cell–cell contacts. MetaMorph 7.7 imaging 
software or ImageJ software was used to mark regions of cell–cell contacts 
between cells expressing GFP-tagged constructs. These regions were trans-
ferred to corresponding images of GFP and Cx43 staining to quantify 
membrane localization of GFP and Cx43 for each cell–cell contact. GFP 
cytoplasmic intensity was measured by quantifying GFP intensity in cyto-
plasmic regions of cells used for quantification of Cx43 and GFP mem-
brane intensity.

Statistics
P-values were calculated using two-tailed, two-sample unequal variance 
Student’s t tests. P-values <0.05 were considered statistically significant. 
For all figures, error bars represent SEM.

Online supplemental material
Figs. S1 and S2 contain further characterization of DP–EB1 interactions, 
demonstrating that EB1 misregulation is specific to loss of DP. Figs. S3 
and S4 include a full schematic of DP disease mutations and show char-
acterization of selected mutations. Figs. S2 and S4 include analysis from 
u-Track 2.0 software. Fig. S4 also shows Cx43 localization in Dsg KD 
systems. Fig. S5 shows that WT DPII-GFP can rescue Cx43 localization, 
characterizes effects of N287K on Cx43 localization, and demonstrates 
Cx43 localization in cells expressing mutants in DPI. Videos 1 and 2 
show time-lapse imaging of EB3-mRFP in Ct and DP KD cells, respectively. 
Online supplemental material is available at http://www.jcb.org/cgi/ 
content/full/jcb.201312110/DC1.

Thanks go to members of the Green laboratory. We thank Dr. Holly Goodson 
(University of Notre Dame) and Dr. Anna Akhmanova for their insightful discus-
sions during development of this manuscript. Thank you to Michael Winding 
and Rosa Ventrella for assistance with u-Track 2.0 software and MATLAB.

Imaging was performed at the Northwestern University Cell Imag-
ing Facility supported by National Cancer Institute (NCI) grant CCSG P30 
CA060553 (Robert H. Lurie Comprehensive Cancer Center). Keratinocytes 
were obtained from the Keratinocyte Core of the Northwestern University 
Skin Disease Research Center. Histological analysis was conducted by the 
Pathology Core of the Northwestern University Skin Disease Research Cen-
ter (grant 5P30AR057216 02), Chicago, IL, with support from the National 
Institutes of Health (NIH)/National Institute of Arthritis and Musculoskeletal 
and Skin Diseases (NIAMS), or by the Mouse Phenotyping Core of the R.H. 
Lurie Comprehensive Cancer Center supported by the NIH/NCI (grant P30 
CA060553-159026). Any opinions, findings, and conclusions or recommen-
dations expressed in this material are of the authors and do not necessarily 
reflect the views of the Northwestern University Skin Disease Research Center 
or the NIH/NIAMS/NCI. Sequencing services were performed at the North-
western University Genomics Core Facility. This work was supported by NIH 
grants R01 AR041836 and AR43380 (to K.J. Green) and a Leducq Trans-
atlantic Network grant (to principal investigators J. Jalife [University of Michi-
gan, Ann Arbor, MI] and S. Hatem [Pierre-and-Marie-Curie University, Paris, 
France]) with partial support from grant CA122151 and the J.L. Mayberry 

http://dx.doi.org/10.1016/j.jmb.2011.06.047
http://dx.doi.org/10.1016/j.jsb.2011.07.009
http://dx.doi.org/10.1111/j.1600-0560.2008.01112.x
http://dx.doi.org/10.1093/eurheartj/ehl095
http://dx.doi.org/10.1038/nrcardio.2011.173
http://dx.doi.org/10.1038/nrcardio.2011.173
http://dx.doi.org/10.1083/jcb.200712133
http://dx.doi.org/10.1016/j.hrthm.2011.06.026
http://dx.doi.org/10.1083/jcb.134.4.985
http://dx.doi.org/10.1016/j.ejcb.2006.02.009
http://dx.doi.org/10.1242/jcs.084152
http://dx.doi.org/10.1038/35041037
http://dx.doi.org/10.1038/35041037
http://dx.doi.org/10.1016/j.hrthm.2012.03.003
http://dx.doi.org/10.1016/j.jmb.2011.04.046
http://dx.doi.org/10.1073/pnas.95.6.2979
http://dx.doi.org/10.1073/pnas.95.6.2979
http://dx.doi.org/10.1016/S0955-0674(96)80049-4
http://www.jcb.org/cgi/content/full/jcb.201312110/DC1.
http://www.jcb.org/cgi/content/full/jcb.201312110/DC1.


JCB • VOLUME 206 • NUMBER 6 • 2014 796

Jordan, K., J.L. Solan, M. Dominguez, M. Sia, A. Hand, P.D. Lampe, and D.W. 
Laird. 1999. Trafficking, assembly, and function of a connexin43-green 
fluorescent protein chimera in live mammalian cells. Mol. Biol. Cell. 
10:2033–2050. http://dx.doi.org/10.1091/mbc.10.6.2033

Kaplan, S.R., J.J. Gard, L. Carvajal-Huerta, J.C. Ruiz-Cabezas, G. Thiene, 
and J.E. Saffitz. 2004. Structural and molecular pathology of the heart 
in Carvajal syndrome. Cardiovasc. Pathol. 13:26–32. http://dx.doi.org/ 
10.1016/S1054-8807(03)00107-8

Kapplinger, J.D., A.P. Landstrom, B.A. Salisbury, T.E. Callis, G.D. Pollevick, 
D.J. Tester, M.G. Cox, Z. Bhuiyan, H. Bikker, A.C. Wiesfeld, et al. 
2011. Distinguishing arrhythmogenic right ventricular cardiomyopathy/ 
dysplasia-associated mutations from background genetic noise. J. Am. 
Coll. Cardiol. 57:2317–2327. http://dx.doi.org/10.1016/j.jacc.2010.12 
.036

Klessner, J.L., B.V. Desai, E.V. Amargo, S. Getsios, and K.J. Green. 2009. EGFR 
and ADAMs cooperate to regulate shedding and endocytic trafficking of 
the desmosomal cadherin desmoglein 2. Mol. Biol. Cell. 20:328–337. 
http://dx.doi.org/10.1091/mbc.E08-04-0356

Kodama, A., I. Karakesisoglou, E. Wong, A. Vaezi, and E. Fuchs. 2003. ACF7: 
an essential integrator of microtubule dynamics. Cell. 115:343–354. 
http://dx.doi.org/10.1016/S0092-8674(03)00813-4

Komarova, Y., C.O. De Groot, I. Grigoriev, S.M. Gouveia, E.L. Munteanu, 
J.M. Schober, S. Honnappa, R.M. Buey, C.C. Hoogenraad, M. Dogterom, 
et al. 2009. Mammalian end binding proteins control persistent micro-
tubule growth. J. Cell Biol. 184:691–706. http://dx.doi.org/10.1083/jcb 
.200807179

Kowalczyk, A.P., E.A. Bornslaeger, J.E. Borgwardt, H.L. Palka, A.S. Dhaliwal, 
C.M. Corcoran, M.F. Denning, and K.J. Green. 1997. The amino-terminal 
domain of desmoplakin binds to plakoglobin and clusters desmosomal 
cadherin-plakoglobin complexes. J. Cell Biol. 139:773–784. http://
dx.doi.org/10.1083/jcb.139.3.773

Kowalczyk, A.P., M. Hatzfeld, E.A. Bornslaeger, D.S. Kopp, J.E. Borgwardt, 
C.M. Corcoran, A. Settler, and K.J. Green. 1999. The head domain of 
plakophilin-1 binds to desmoplakin and enhances its recruitment to des-
mosomes. Implications for cutaneous disease. J. Biol. Chem. 274:18145–
18148. http://dx.doi.org/10.1074/jbc.274.26.18145

Laird, D.W. 2006. Life cycle of connexins in health and disease. Biochem. J. 
394:527–543. http://dx.doi.org/10.1042/BJ20051922

Lansbergen, G., and A. Akhmanova. 2006. Microtubule plus end: a hub of 
cellular activities. Traffic. 7:499–507. http://dx.doi.org/10.1111/j.1600-
0854.2006.00400.x

Lauf, U., B.N. Giepmans, P. Lopez, S. Braconnot, S.C. Chen, and M.M. Falk. 
2002. Dynamic trafficking and delivery of connexons to the plasma mem-
brane and accretion to gap junctions in living cells. Proc. Natl. Acad.  
Sci. USA. 99:10446–10451. http://dx.doi.org/10.1073/pnas.162055899

Lechler, T., and E. Fuchs. 2007. Desmoplakin: an unexpected regulator of  
microtubule organization in the epidermis. J. Cell Biol. 176:147–154. 
http://dx.doi.org/10.1083/jcb.200609109

Leung, C.L., K.J. Green, and R.K. Liem. 2002. Plakins: a family of versatile  
cytolinker proteins. Trends Cell Biol. 12:37–45. http://dx.doi.org/10 
.1016/S0962-8924(01)02180-8

Ligon, L.A., and E.L. Holzbaur. 2007. Microtubules tethered at epithelial cell 
junctions by dynein facilitate efficient junction assembly. Traffic. 8:808–
819. http://dx.doi.org/10.1111/j.1600-0854.2007.00574.x

Lyon, R.C., V. Mezzano, A.T. Wright, E. Pfeiffer, J. Chuang, K. Banares, A. 
Castaneda, K. Ouyang, L. Cui, R. Contu, et al. 2014. Connexin defects 
underlie arrhythmogenic right ventricular cardiomyopathy in a novel 
mouse model. Hum. Mol. Genet. 23:1134–1150. http://dx.doi.org/10 
.1093/hmg/ddt508

Meyers, C., and L.A. Laimins. 1994. In vitro systems for the study and propagation 
of human papillomaviruses. Curr. Top. Microbiol. Immunol. 186:199–215.

Morrison, E.E. 2007. Action and interactions at microtubule ends. Cell. Mol. Life  
Sci. 64:307–317. http://dx.doi.org/10.1007/s00018-007-6360-3

Musil, L.S., and D.A. Goodenough. 1991. Biochemical analysis of con-
nexin43 intracellular transport, phosphorylation, and assembly into 
gap junctional plaques. J. Cell Biol. 115:1357–1374. http://dx.doi.org/ 
10.1083/jcb.115.5.1357

Nekrasova, O.E., E.V. Amargo, W.O. Smith, J. Chen, G.E. Kreitzer, and K.J. 
Green. 2011. Desmosomal cadherins utilize distinct kinesins for assem-
bly into desmosomes. J. Cell Biol. 195:1185–1203. http://dx.doi.org/ 
10.1083/jcb.201106057

Noorman, M., M.A. van der Heyden, T.A. van Veen, M.G. Cox, R.N. Hauer, J.M. 
de Bakker, and H.V. van Rijen. 2009. Cardiac cell-cell junctions in health 
and disease: Electrical versus mechanical coupling. J. Mol. Cell. Cardiol. 
47:23–31. http://dx.doi.org/10.1016/j.yjmcc.2009.03.016

Cox, M.G., P.A. van der Zwaag, C. van der Werf, J.J. van der Smagt, M. Noorman, 
Z.A. Bhuiyan, A.C. Wiesfeld, P.G. Volders, I.M. van Langen, D.E. Atsma, 
et al. 2011. Arrhythmogenic right ventricular dysplasia/cardiomyopathy: 
pathogenic desmosome mutations in index-patients predict outcome of  
family screening: Dutch arrhythmogenic right ventricular dysplasia/cardio-
myopathy genotype-phenotype follow-up study. Circulation. 123:2690–
2700. http://dx.doi.org/10.1161/CIRCULATIONAHA.110.988287

Delmar, M., and W.J. McKenna. 2010. The cardiac desmosome and arrhythmo-
genic cardiomyopathies: from gene to disease. Circ. Res. 107:700–714. 
http://dx.doi.org/10.1161/CIRCRESAHA.110.223412

Franke, W.W., C.M. Borrmann, C. Grund, and S. Pieperhoff. 2006. The area com-
posita of adhering junctions connecting heart muscle cells of vertebrates. I. 
Molecular definition in intercalated disks of cardiomyocytes by immuno-
electron microscopy of desmosomal proteins. Eur. J. Cell Biol. 85:69–82. 
http://dx.doi.org/10.1016/j.ejcb.2005.11.003

Fredriksson, S., M. Gullberg, J. Jarvius, C. Olsson, K. Pietras, S.M. Gústafsdóttir, 
A. Ostman, and U. Landegren. 2002. Protein detection using proximity- 
dependent DNA ligation assays. Nat. Biotechnol. 20:473–477. http://dx 
.doi.org/10.1038/nbt0502-473

Galjart, N. 2010. Plus-end-tracking proteins and their interactions at micro-
tubule ends. Curr. Biol. 20:R528–R537. http://dx.doi.org/10.1016/j.cub 
.2010.05.022

Gallicano, G.I., P. Kouklis, C. Bauer, M. Yin, V. Vasioukhin, L. Degenstein, and 
E. Fuchs. 1998. Desmoplakin is required early in development for assem-
bly of desmosomes and cytoskeletal linkage. J. Cell Biol. 143:2009–2022. 
http://dx.doi.org/10.1083/jcb.143.7.2009

Getsios, S., C.L. Simpson, S. Kojima, R. Harmon, L.J. Sheu, R.L. Dusek, M. 
Cornwell, and K.J. Green. 2009. Desmoglein 1-dependent suppression of 
EGFR signaling promotes epidermal differentiation and morphogenesis.  
J. Cell Biol. 185:1243–1258. http://dx.doi.org/10.1083/jcb.200809044

Godsel, L.M., S.N. Hsieh, E.V. Amargo, A.E. Bass, L.T. Pascoe-McGillicuddy, 
A.C. Huen, M.E. Thorne, C.A. Gaudry, J.K. Park, K. Myung, et al. 2005. 
Desmoplakin assembly dynamics in four dimensions: multiple phases 
differentially regulated by intermediate filaments and actin. J. Cell Biol. 
171:1045–1059. http://dx.doi.org/10.1083/jcb.200510038

Gomes, J., M. Finlay, A.K. Ahmed, E.J. Ciaccio, A. Asimaki, J.E. Saffitz, G. 
Quarta, M. Nobles, P. Syrris, S. Chaubey, et al. 2012. Electrophysiological 
abnormalities precede overt structural changes in arrhythmogenic right 
ventricular cardiomyopathy due to mutations in desmoplakin-A combined 
murine and human study. Eur. Heart J. 33:1942–1953. http://dx.doi.org/ 
10.1093/eurheartj/ehr472

Green, K.J., and C.L. Simpson. 2007. Desmosomes: new perspectives on a classic.  
J. Invest. Dermatol. 127:2499–2515. http://dx.doi.org/10.1038/sj.jid.5701015

Green, K.J., D.A. Parry, P.M. Steinert, M.L. Virata, R.M. Wagner, B.D. Angst, 
and L.A. Nilles. 1990. Structure of the human desmoplakins. Implications 
for function in the desmosomal plaque. J. Biol. Chem. 265:2603–2612.

Grigoriev, I., S.M. Gouveia, B. van der Vaart, J. Demmers, J.T. Smyth, S. 
Honnappa, D. Splinter, M.O. Steinmetz, J.W. Putney Jr., C.C. Hoogenraad, 
and A. Akhmanova. 2008. STIM1 is a MT-plus-end-tracking protein 
involved in remodeling of the ER. Curr. Biol. 18:177–182. http://dx.doi 
.org/10.1016/j.cub.2007.12.050

Gundersen, G.G., E.R. Gomes, and Y. Wen. 2004. Cortical control of micro-
tubule stability and polarization. Curr. Opin. Cell Biol. 16:106–112. 
http://dx.doi.org/10.1016/j.ceb.2003.11.010

Harmon, R.M., C.L. Simpson, J.L. Johnson, J.L. Koetsier, A.D. Dubash, N.A. 
Najor, O. Sarig, E. Sprecher, and K.J. Green. 2013. Desmoglein-1/Erbin 
interaction suppresses ERK activation to support epidermal differentia-
tion. J. Clin. Invest. 123:1556–1570. http://dx.doi.org/10.1172/JCI65220

Hayashi, I., and M. Ikura. 2003. Crystal structure of the amino-terminal micro-
tubule-binding domain of end-binding protein 1 (EB1). J. Biol. Chem. 
278:36430–36434. http://dx.doi.org/10.1074/jbc.M305773200

Hudson, T.Y., L. Fontao, L.M. Godsel, H.J. Choi, A.C. Huen, L. Borradori, 
W.I. Weis, and K.J. Green. 2004. In vitro methods for investigating des-
moplakin-intermediate filament interactions and their role in adhesive 
strength. Methods Cell Biol. 78:757–786. http://dx.doi.org/10.1016/ 
S0091-679X(04)78026-7

Huen, A.C., J.K. Park, L.M. Godsel, X. Chen, L.J. Bannon, E.V. Amargo, T.Y. 
Hudson, A.K. Mongiu, I.M. Leigh, D.P. Kelsell, et al. 2002. Intermediate 
filament-membrane attachments function synergistically with actin- 
dependent contacts to regulate intercellular adhesive strength. J. Cell Biol. 
159:1005–1017. http://dx.doi.org/10.1083/jcb.200206098

Jamora, C., and E. Fuchs. 2002. Intercellular adhesion, signalling and the cytoskeleton. 
Nat. Cell Biol. 4:E101–E108. http://dx.doi.org/10.1038/ncb0402-e101

Jaqaman, K., D. Loerke, M. Mettlen, H. Kuwata, S. Grinstein, S.L. Schmid, 
and G. Danuser. 2008. Robust single-particle tracking in live-cell time-
lapse sequences. Nat. Methods. 5:695–702. http://dx.doi.org/10.1038/ 
nmeth.1237

http://dx.doi.org/10.1091/mbc.10.6.2033
http://dx.doi.org/10.1016/S1054-8807(03)00107-8
http://dx.doi.org/10.1016/S1054-8807(03)00107-8
http://dx.doi.org/10.1016/j.jacc.2010.12.036
http://dx.doi.org/10.1016/j.jacc.2010.12.036
http://dx.doi.org/10.1091/mbc.E08-04-0356
http://dx.doi.org/10.1016/S0092-8674(03)00813-4
http://dx.doi.org/10.1083/jcb.200807179
http://dx.doi.org/10.1083/jcb.200807179
http://dx.doi.org/10.1083/jcb.139.3.773
http://dx.doi.org/10.1083/jcb.139.3.773
http://dx.doi.org/10.1074/jbc.274.26.18145
http://dx.doi.org/10.1042/BJ20051922
http://dx.doi.org/10.1111/j.1600-0854.2006.00400.x
http://dx.doi.org/10.1111/j.1600-0854.2006.00400.x
http://dx.doi.org/10.1073/pnas.162055899
http://dx.doi.org/10.1083/jcb.200609109
http://dx.doi.org/10.1016/S0962-8924(01)02180-8
http://dx.doi.org/10.1016/S0962-8924(01)02180-8
http://dx.doi.org/10.1111/j.1600-0854.2007.00574.x
http://dx.doi.org/10.1093/hmg/ddt508
http://dx.doi.org/10.1093/hmg/ddt508
http://dx.doi.org/10.1007/s00018-007-6360-3
http://dx.doi.org/10.1083/jcb.115.5.1357
http://dx.doi.org/10.1083/jcb.115.5.1357
http://dx.doi.org/10.1083/jcb.201106057
http://dx.doi.org/10.1083/jcb.201106057
http://dx.doi.org/10.1016/j.yjmcc.2009.03.016
http://dx.doi.org/10.1161/CIRCULATIONAHA.110.988287
http://dx.doi.org/10.1161/CIRCRESAHA.110.223412
http://dx.doi.org/10.1016/j.ejcb.2005.11.003
http://dx.doi.org/10.1038/nbt0502-473
http://dx.doi.org/10.1038/nbt0502-473
http://dx.doi.org/10.1016/j.cub.2010.05.022
http://dx.doi.org/10.1016/j.cub.2010.05.022
http://dx.doi.org/10.1083/jcb.143.7.2009
http://dx.doi.org/10.1083/jcb.200809044
http://dx.doi.org/10.1083/jcb.200510038
http://dx.doi.org/10.1093/eurheartj/ehr472
http://dx.doi.org/10.1093/eurheartj/ehr472
http://dx.doi.org/10.1038/sj.jid.5701015
http://dx.doi.org/10.1016/j.cub.2007.12.050
http://dx.doi.org/10.1016/j.cub.2007.12.050
http://dx.doi.org/10.1016/j.ceb.2003.11.010
http://dx.doi.org/10.1172/JCI65220
http://dx.doi.org/10.1074/jbc.M305773200
http://dx.doi.org/10.1016/S0091-679X(04)78026-7
http://dx.doi.org/10.1016/S0091-679X(04)78026-7
http://dx.doi.org/10.1083/jcb.200206098
http://dx.doi.org/10.1038/ncb0402-e101
http://dx.doi.org/10.1038/nmeth.1237
http://dx.doi.org/10.1038/nmeth.1237


797DP–EB1 interaction regulates gap junctions • Patel et al.

underlies skin fragility/woolly hair syndrome. J. Invest. Dermatol. 118: 
232–238. http://dx.doi.org/10.1046/j.0022-202x.2001.01664.x

Xu, T., Z. Yang, M. Vatta, A. Rampazzo, G. Beffagna, K. Pilichou, S.E. Scherer, 
J. Saffitz, J. Kravitz, W. Zareba, et al. Multidisciplinary Study of Right 
Ventricular Dysplasia Investigators. 2010. Compound and digenic het-
erozygosity contributes to arrhythmogenic right ventricular cardiomyopathy. 
J. Am. Coll. Cardiol. 55:587–597. (published erratum in J. Am. Coll. 
Cardiol. 2010. 55:1401) http://dx.doi.org/10.1016/j.jacc.2009.11.020

Yang, Y., C. Bauer, G. Strasser, R. Wollman, J.P. Julien, and E. Fuchs. 1999. 
Integrators of the cytoskeleton that stabilize microtubules. Cell. 98:229–
238. http://dx.doi.org/10.1016/S0092-8674(00)81017-X

Yang, Z., N.E. Bowles, S.E. Scherer, M.D. Taylor, D.L. Kearney, S. Ge, V.V. 
Nadvoretskiy, G. DeFreitas, B. Carabello, L.I. Brandon, et al. 2006. 
Desmosomal dysfunction due to mutations in desmoplakin causes arrhyth-
mogenic right ventricular dysplasia/cardiomyopathy. Circ. Res. 99:646–
655. http://dx.doi.org/10.1161/01.RES.0000241482.19382.c6

Yin, T., S. Getsios, R. Caldelari, A.P. Kowalczyk, E.J. Müller, J.C. Jones, and K.J. 
Green. 2005. Plakoglobin suppresses keratinocyte motility through both  
cell-cell adhesion-dependent and -independent mechanisms. Proc. Natl.  
Acad. Sci. USA. 102:5420–5425. http://dx.doi.org/10.1073/pnas.0501676102

Zhang, Q., C. Deng, F. Rao, R.M. Modi, J. Zhu, X. Liu, L. Mai, H. Tan, X. 
Yu, Q. Lin, et al. 2013. Silencing of desmoplakin decreases connexin43/
Nav1.5 expression and sodium current in HL-1 cardiomyocytes. Mol. 
Med. Rep. 8:780–786.

Zhu, Z.C., K.K. Gupta, A.R. Slabbekoorn, B.A. Paulson, E.S. Folker, and H.V. 
Goodson. 2009. Interactions between EB1 and microtubules: dramatic  
effect of affinity tags and evidence for cooperative behavior. J. Biol. 
Chem. 284:32651–32661. http://dx.doi.org/10.1074/jbc.M109.013466

Saffitz, J.E. 2006. Adhesion molecules: why they are important to the electro-
physiologist. J. Cardiovasc. Electrophysiol. 17:225–229. http://dx.doi 
.org/10.1111/j.1540-8167.2006.00365.x

Shahbazi, M.N., D. Megias, C. Epifano, A. Akhmanova, G.G. Gundersen, E. 
Fuchs, and M. Perez-Moreno. 2013. CLASP2 interacts with p120-catenin 
and governs microtubule dynamics at adherens junctions. J. Cell Biol. 
203:1043–1061. http://dx.doi.org/10.1083/jcb.201306019

Shaw, R.M., A.J. Fay, M.A. Puthenveedu, M. von Zastrow, Y.N. Jan, and L.Y. 
Jan. 2007. Microtubule plus-end-tracking proteins target gap junctions 
directly from the cell interior to adherens junctions. Cell. 128:547–560. 
http://dx.doi.org/10.1016/j.cell.2006.12.037

Shtutman, M., A. Chausovsky, M. Prager-Khoutorsky, N. Schiefermeier, S. 
Boguslavsky, Z. Kam, E. Fuchs, B. Geiger, G.G. Borisy, and A.D. 
Bershadsky. 2008. Signaling function of -catenin in microtubule regula-
tion. Cell Cycle. 7:2377–2383. http://dx.doi.org/10.4161/cc.6362

Simpson, C.L., D.M. Patel, and K.J. Green. 2011. Deconstructing the skin: cyto-
architectural determinants of epidermal morphogenesis. Nat. Rev. Mol. 
Cell Biol. 12:565–580. http://dx.doi.org/10.1038/nrm3175

Skube, S.B., J.M. Chaverri, and H.V. Goodson. 2010. Effect of GFP tags on the 
localization of EB1 and EB1 fragments in vivo. Cytoskeleton (Hoboken). 
67:1–12. http://dx.doi.org/10.1002/cm.20409

Slep, K.C., S.L. Rogers, S.L. Elliott, H. Ohkura, P.A. Kolodziej, and R.D. Vale. 
2005. Structural determinants for EB1-mediated recruitment of APC and 
spectraplakins to the microtubule plus end. J. Cell Biol. 168:587–598. 
http://dx.doi.org/10.1083/jcb.200410114

Smith, E.A., and E. Fuchs. 1998. Defining the interactions between inter-
mediate filaments and desmosomes. J. Cell Biol. 141:1229–1241. http://dx 
.doi.org/10.1083/jcb.141.5.1229

Söderberg, O., M. Gullberg, M. Jarvius, K. Ridderstråle, K.J. Leuchowius, 
J. Jarvius, K. Wester, P. Hydbring, F. Bahram, L.G. Larsson, and U. 
Landegren. 2006. Direct observation of individual endogenous protein 
complexes in situ by proximity ligation. Nat. Methods. 3:995–1000. 
http://dx.doi.org/10.1038/nmeth947

Solan, J.L., and P.D. Lampe. 2009. Connexin43 phosphorylation: structural 
changes and biological effects. Biochem. J. 419:261–272. http://dx.doi 
.org/10.1042/BJ20082319

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: specifica-
tion of the interaction with keratin versus vimentin intermediate filament net-
works. J. Cell Biol. 123:691–705. http://dx.doi.org/10.1083/jcb.123.3.691

Su, L.K., M. Burrell, D.E. Hill, J. Gyuris, R. Brent, R. Wiltshire, J. Trent, B. 
Vogelstein, and K.W. Kinzler. 1995. APC binds to the novel protein EB1. 
Cancer Res. 55:2972–2977.

Subramanian, A., A. Prokop, M. Yamamoto, K. Sugimura, T. Uemura, J. 
Betschinger, J.A. Knoblich, and T. Volk. 2003. Shortstop recruits 
EB1/APC1 and promotes microtubule assembly at the muscle-tendon 
junction. Curr. Biol. 13:1086–1095. http://dx.doi.org/10.1016/S0960- 
9822(03)00416-0

Sumigray, K.D., H. Chen, and T. Lechler. 2011. Lis1 is essential for cortical  
microtubule organization and desmosome stability in the epidermis.  
J. Cell Biol. 194:631–642. http://dx.doi.org/10.1083/jcb.201104009

Sumigray, K., K. Zhou, and T. Lechler. 2014. Cell-cell adhesions and cell 
contractility are upregulated upon desmosome disruption. PLoS ONE. 
9:e101824. http://dx.doi.org/10.1371/journal.pone.0101824

Sun, D., C.L. Leung, and R.K. Liem. 2001. Characterization of the microtubule 
binding domain of microtubule actin crosslinking factor (MACF): iden-
tification of a novel group of microtubule associated proteins. J. Cell Sci. 
114:161–172.

Suozzi, K.C., X. Wu, and E. Fuchs. 2012. Spectraplakins: master orchestra-
tors of cytoskeletal dynamics. J. Cell Biol. 197:465–475. http://dx.doi 
.org/10.1083/jcb.201112034

Tirnauer, J.S., S. Grego, E.D. Salmon, and T.J. Mitchison. 2002. EB1-microtubule 
interactions in Xenopus egg extracts: role of EB1 in microtubule stabi-
lization and mechanisms of targeting to microtubules. Mol. Biol. Cell. 
13:3614–3626. http://dx.doi.org/10.1091/mbc.02-04-0210

Vasioukhin, V., E. Bowers, C. Bauer, L. Degenstein, and E. Fuchs. 2001. Desmoplakin 
is essential in epidermal sheet formation. Nat. Cell Biol. 3:1076–1085. 
http://dx.doi.org/10.1038/ncb1201-1076

Vaughan, K.T. 2005. TIP maker and TIP marker; EB1 as a master controller 
of microtubule plus ends. J. Cell Biol. 171:197–200. http://dx.doi.org/ 
10.1083/jcb.200509150

Wacker, I.U., J.E. Rickard, J.R. De Mey, and T.E. Kreis. 1992. Accumulation 
of a microtubule-binding protein, pp170, at desmosomal plaques. J. Cell 
Biol. 117:813–824. http://dx.doi.org/10.1083/jcb.117.4.813

Whittock, N.V., H. Wan, S.M. Morley, M.C. Garzon, L. Kristal, P. Hyde, W.H. 
McLean, L. Pulkkinen, J. Uitto, A.M. Christiano, et al. 2002. Compound 
heterozygosity for non-sense and mis-sense mutations in desmoplakin  

http://dx.doi.org/10.1046/j.0022-202x.2001.01664.x
http://dx.doi.org/10.1016/j.jacc.2009.11.020
http://dx.doi.org/10.1016/S0092-8674(00)81017-X
http://dx.doi.org/10.1161/01.RES.0000241482.19382.c6
http://dx.doi.org/10.1073/pnas.0501676102
http://dx.doi.org/10.1074/jbc.M109.013466
http://dx.doi.org/10.1111/j.1540-8167.2006.00365.x
http://dx.doi.org/10.1111/j.1540-8167.2006.00365.x
http://dx.doi.org/10.1083/jcb.201306019
http://dx.doi.org/10.1016/j.cell.2006.12.037
http://dx.doi.org/10.4161/cc.6362
http://dx.doi.org/10.1038/nrm3175
http://dx.doi.org/10.1002/cm.20409
http://dx.doi.org/10.1083/jcb.200410114
http://dx.doi.org/10.1083/jcb.141.5.1229
http://dx.doi.org/10.1083/jcb.141.5.1229
http://dx.doi.org/10.1038/nmeth947
http://dx.doi.org/10.1042/BJ20082319
http://dx.doi.org/10.1042/BJ20082319
http://dx.doi.org/10.1083/jcb.123.3.691
http://dx.doi.org/10.1016/S0960-9822(03)00416-0
http://dx.doi.org/10.1016/S0960-9822(03)00416-0
http://dx.doi.org/10.1083/jcb.201104009
http://dx.doi.org/10.1371/journal.pone.0101824
http://dx.doi.org/10.1083/jcb.201112034
http://dx.doi.org/10.1083/jcb.201112034
http://dx.doi.org/10.1091/mbc.02-04-0210
http://dx.doi.org/10.1038/ncb1201-1076
http://dx.doi.org/10.1083/jcb.200509150
http://dx.doi.org/10.1083/jcb.200509150
http://dx.doi.org/10.1083/jcb.117.4.813

