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Abstract 

The spectrin-ankyrin network assembles diverse plasma membrane domains 

including axon initial segments and nodes of Ranvier, cardiomyocyte T-tubules and 

intercalated discs, epithelial lateral membranes, costameres and photoreceptor inner and 

outer segments. However the mechanism that targets the spectrin-ankyrin network to 

those plasma membrane domains is unknown. This thesis identifies two lipid inputs 

from protein palmitoylation and phosphoinositides that together control the precise 

localization of the spectrin-ankyrin network. In Chapter 2, we identify a linker peptide 

encoded by a single divergent exon that distinguishes the subcellular localization of 

ankyrin-B and -G by selectively suppressing protein binding through autoinhibition. In 

Chapter 3, we demonstrate that ankyrin-G is S-palmitoylated at a conserved C70 residue 

which is required to assemble epithelial lateral membranes and neuronal axon initial 

segments. We continue to interrogate how palmitoylation regulates ankyrin-G activities 

in Chapter 4, and identify DHHC5 and DHHC8 as the palmitoyltransferases in MDCK 

cells. We showed that palmitoylated ankyrin-G, in concert with phosphoinositide lipids, 

determines the polarized localization of beta II spectrin though a co-incidence detection 

mechanism. This palmitoyltransferases/ ankyrin-G/beta II spectrin pathway determines 

the cell height of columnar epithelial cells. In Chapter 5, we elucidated the molecular 

mechanism through which the spectrin-ankyrin network assembles epithelial lateral 
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membranes. We demonstrated that ankyrin-G and beta II spectrin function by opposing 

clathrin-mediated endocytosis to build the lateral membrane in MDCK cells. Together, 

this thesis dissects the mechanisms of how the spectrin-ankyrin network achieves 

precise membrane targeting and how it assembles lateral membranes to determine the 

morphogenesis of columnar epithelial cells, and provides the first molecular insight to 

understand how cells control the assembly of diverse plasma membrane domains.
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Chapter 1. Background and Overview 

1.1 Plasma membrane domains 

The plasma membrane provides a structural and functional basis for cells to 

interact with surrounding environment. The conventional view of plasma membrane 

was depicted by Singer and Nicolson as the “fluid mosaic” model (Singer and Nicolson, 

1972), where membrane proteins are incorporated into lipid bilayers, and are in constant 

motion. This model provides a biophysical foundation to understand the structure and 

dynamics of plasma membranes. However, at organismal level, when the cells are 

integrated into three dimensional tissues, the cellular plasma membranes are precisely 

organized into unique membrane domains that are enriched in functionally related 

proteins and lipids (Bennett and Healy, 2008). Even at single cell level, taking the yeast 

as an example, the plasma membrane is also highly patterned into distinct patches 

(Berchtold and Walther, 2009; Spira et al., 2012). The “fluid mosaic” model does not 

explain how the membrane proteins achieve specific segregation patterns in the lipid 

bilayers and how the patterns are properly maintained and adapted for cellular 

functions. 

Those plasma membrane domains are critical for physiological functions 

including but not limited to mechanical support, water and salt homeostasis and 

electrical signaling. Examples include neuronal axon initial segments, epithelial lateral 

membranes and cardiomyocyte transverse tubules (Bennett and Healy, 2008). In order to 
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maintain the integrity and identity of those plasma membrane domains, a group of 

functionally related membrane proteins need to be delivered, segregated and 

maintained to those membrane regions (Grubb and Burrone, 2010; Nejsum and Nelson, 

2009; Rasband, 2011; Salle and Brette, 2007). Even though proteins and lipids that are 

enriched in those membrane domains have been identified, the molecular mechanisms 

that control the assembly and maintenance of those domains remain elusive. A few 

models have been proposed to address these questions, but require further 

investigation. 

1.2 Clathrin-mediated editing in maintaining membrane polarity 

Clathrin was identified from purified coated vesicles (Pearse, 1975), and its 

function was first elucidated in the uptake of plasma low density lipoproteins (LDL) 

(Anderson et al., 1977; Anderson et al., 1978; Brown and Goldstein, 1976; Goldstein and 

Brown, 1977). The clathrin lattice is linked to the vesicles through adaptor proteins, 

which bind directly to the phospholipid components or proteins embedded in the 

vesicle membrane (Bonifacino and Lippincott-Schwartz, 2003; Kalthoff et al., 2002a; 

Kalthoff et al., 2002b). The canonical function of clathrin is to coat membrane vesicles at 

the plasma membrane and transport proteins and lipids into intracellular compartments 

(Mousavi et al., 2004; Takei and Haucke, 2001). It was also shown that the clathrin-

coated vesicles can carry proteins and lipids from the trans-Golgi network to lysosomes 
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(Hirst and Robinson, 1998; Kirchhausen, 1999), as well as the related vesicular/tubular 

structures (Bonifacino and Lippincott-Schwartz, 2003).  

In contrast to the conventional function of clathrin, the discovery of basolateral 

targeting motifs which mimic the endocytosis signals recognized by the clathrin 

adaptors (Casanova et al., 1991; Hunziker et al., 1991; Mostov et al., 1986) has led to the 

hypothesis that clathrin is required for the establishment of cell polarity through direct 

protein sorting (Bonifacino, 2014; Bonifacino and Traub, 2003; Deborde et al., 2008; 

Farias et al., 2012; Folsch et al., 2003). However, many of the studies relied on exogenous 

proteins such as the LDL receptor, transferrin receptor and VSV-G viral coat protein 

(Deborde et al., 2008; Gravotta et al., 2012; Rodriguez Boulan and Sabatini, 1978). For the 

endogenous proteins, loss of clathrin heavy chain in MDCK cells only led to partial 

mislocalization of E-cadherin or no detectable effect on the Na/K ATPase (Deborde et al., 

2008). Moreover, E-cadherin and Na/K ATPase both sort to the lateral membranes of 

LLC-PK cells lacking AP1B, which was proposed to be an epithelial-specific clathrin AP1 

adaptor (Folsch et al., 1999; Ohno et al., 1999), suggesting the existence of an AP1B-

independent mechanism (Duffield et al., 2004; Miranda et al., 2001).  Knockout of either 

the mu-1B subunit or Rab8, which regulates AP1B dependent basolateral transport, does 

not affect epithelial morphology in mouse tissues (Sato et al., 2007; Takahashi et al., 

2011). Surprisingly, the μ1B KO mice and AP1-deficient C. elegans also showed 
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abnormal apical protein sorting (Hase et al., 2013; Shafaq-Zadah et al., 2012; Zhang et al., 

2012), which is inconsistent with its proposed function in basolateral sorting. 

Given the fact that the initial plasma membrane localization of many proteins is 

not affected by clathrin/AP knockdown (Bonifacino, 2014), clathrin may function as 

editing machinery instead of sorting machinery to establish cell polarity. Indeed recent 

study of E-cadherin polarity in MDCK cells has shown that polarity motif of the 

cytoplasmic domain of E-cadherin can be recognized by both clathrin adaptors and 

ankyrin-G which work coordinately to regulate E-cadherin polarity (Jenkins et al., 2013). 

Part of this thesis will focus on addressing how the ankyrin/spectrin lattice functions as 

the molecular machinery, opposing clathrin-mediated endocytosis, to build epithelial 

lateral membranes. 

1.3 Lipid rafts 

Another model that has been proposed to understand the plasma membrane 

organization is lipid rafts. This model was introduced to explain the establishment of the 

glycolipid enriched epithelial apical membranes (Simons and van Meer, 1988). Lipid 

rafts are defined as sterol and sphingolipid-enriched membrane regions that can 

organize protein-protein interaction, protein-lipid interaction and lipid-lipid interaction 

at a nano-scale (Simons and Sampaio, 2011). Those lipid rafts have been proposed to 

play a role in signal transduction, apoptosis, cell adhesion and migration and synaptic 
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transmission (Brown and London, 1998; Harris and Siu, 2002; Simons and Toomre, 2000; 

Tsui-Pierchala et al., 2002). 

Due to the technical challenges of detecting lipid rafts, this concept has raised 

many controversies. At early stage of this field, the most common method used for lipid 

raft detection was the resistance to cold Triton X-100 solubilization and sensitivity to 

cholesterol depletion, which now are considered artificial (Brown and Rose, 1992; 

Edidin, 2003; Heerklotz, 2002; Munro, 2003; Pizzo et al., 2002; Yu et al., 1973). Model 

membranes such as giant unilamellar vesicle were also widely used to address 

membrane lipid phase separations (Lentz et al., 1980; Simons and Vaz, 2004). This 

system was considered non-physiological because it lacks the complexity and many 

biophysical properties of biological bilayers. For instance, giant unilamellar vesicles 

normally only contain one or two homogeneous phospholipids, whereas the biological 

bilayers contains diverse components such as the long acyl lipid chains and integral 

proteins which can potentially perform self-organization within the bilayer (Munro, 

2003).  

More recently, with modern imaging technologies, some studies have revealed 

the existence of cholesterol-dependent sphingolipids and the GPI-anchored protein 

clusters that mimic the lipid rafts (Roduit et al., 2008; Sezgin and Schwille, 2011). 

However, there is great inconsistency about the lifetime of those observed nanoscale 
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assemblies, ranging from milliseconds to seconds (Brameshuber et al., 2010; Kusumi et 

al., 2004), raising the arguments of the identities of those structures.  

The lipid raft model emphasizes the separation and organization of lipid and 

protein components in the membrane at nanoscale. However, it has also been shown 

that the proteins on the plasma membrane can be segregated or organized into large 

scale microdomains. For instance, in yeast, most of the plasma membrane associated 

proteins are distributed non-homogeneously into distinct patterns (Spira et al., 2012).  

1.4 Spectrin- and ankyrin-based membrane domain assembly 

The spectrin-ankyrin network forms a membrane skeleton underneath the 

plasma membrane in erythrocytes and provides mechanical supports for the cells to 

adapt to environmental stress (Bennett and Baines, 2001; Liu et al., 1987). The micron-

scale organization of diverse membrane-spanning proteins such as adhesion molecules 

and ion channels through the spectrin-ankyrin network also provides a functional 

support for the cells to sense extracellular signals (Bennett and Healy, 2008; Bennett and 

Healy, 2009; Bennett and Lorenzo, 2013). The spectrin-ankyrin partnership was first 

characterized in human erythrocytes (Bennett and Baines, 2001), and subsequently 

elucidated in organizing multiple membrane domains (Figure 1), including axon initial 

segments and nodes of Ranvier (Dzhashiashvili et al., 2007; Galiano et al., 2012; 

Hedstrom et al., 2008; Hedstrom et al., 2007; Jenkins and Bennett, 2001; Sobotzik et al., 

2009; Susuki et al., 2013; Zhang and Bennett, 1998; Zhang et al., 1998), unmyelinated 
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axons (Scotland et al., 1998), cardiomyocyte T-tubules and intercalated discs (Hund et 

al., 2010; Lowe et al., 2008; Mohler et al., 2005; Mohler et al., 2004c), epithelial lateral 

membranes (Kizhatil and Bennett, 2004; Kizhatil et al., 2007a; Kizhatil et al., 2007b), 

costameres (Ayalon et al., 2008; Ayalon et al., 2011), and photoreceptor inner and outer 

segments (Kizhatil et al., 2009a; Kizhatil et al., 2009b). 
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Figure 1: Spectrin-ankyrin-based plasma membrane domains 

(From Bennett and Lorenzo, 2013) 
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1.4.1 Spectrin 

Spectrin consists of alpha and beta subunits that assemble side-to-side 

antiparallely to form a heterodimer which can further form an extended 200nm tetramer 

through end-to-end interaction (Baines, 2009; Bennett and Baines, 2001; Bennett and 

Lorenzo, 2013; Shotton et al., 1979). The human genome encodes two alpha-spectrins 

that contain a calmodulin-related domain at the C-terminus, a series of spectrin repeats, 

and an SRC Homology 3 (SH3) domain (Bennett and Baines, 2001). Five beta spectrin 

genes are identified in human genome, the beta spectrins are capable of binding to F-

actin through the N-terminal calponin homology (CH) domains (Banuelos et al., 1998; 

Djinovic Carugo et al., 1997), to ankyrin through the 14th and 15th spectrin repeats 

(Davis et al., 2009; Ipsaro et al., 2009; Kennedy et al., 1991; Stabach et al., 2009), and to 

PI(4,5)P2 phosphatidylinositol lipids through a C-terminal pleckstrin homology (PH) 

domain (Hyvonen et al., 1995; Macias et al., 1994). See Figure 2 for details.  
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Figure 2: Domain organization of spectrin molecules 

(From Bennett and Lorenzo, 2013) 

 

The presence of beta-spectrins in sponge and placozoa genomes suggests its 

earlier appearance than ankyrin (Baines, 2009; Bennett and Lorenzo, 2013). These 

spectrins have similar domain organizations as the vertebrate spectrins, but have no 
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recognizable ankyrin-binding site (Davis et al., 2009; Ipsaro and Mondragon, 2010), 

indicating that the ankyrin binding appeared later during evolution and may contribute 

to spectrin activities in more complex tissue. An evident ankyrin binding site on beta 

spectrin emerged in Cnidarians, which also contains ankyrin-like sequences, including a 

ZU5 domain with a potential spectrin-binding site. Therefore the proto-type of this 

spectrin-ankyrin network may appear 555 million years ago when the first bilaterian 

fossil dated to (Baines, 2009; Bennett and Lorenzo, 2013). Given this evidence from 

evolutional analysis, the spectrin-ankyrin network gained its ability to organize 

membrane-spanning proteins during the evolution of bilaterians when the multicellular 

organisms require more complicated tissue.   

The cDNA of beta I spectrin was first isolated and characterized in red blood 

cells, where it lacks the C-terminal PH domain (Winkelmann et al., 1990a). It is the major 

isoform of beta spectrin lattice in erythrocytes, and relies on ankyrin binding to associate 

with the plasma membrane (Bennett, 1982; Bennett and Stenbuck, 1979). Deficiency in 

assembling the spectrin lattice or linking the spectrin lattice to the plasma membrane in 

red blood cells results in severe hemolytic anemia (Agre et al., 1981; Winkelmann and 

Forget, 1993).  

Beta II spectrin was first isolated from brain tissue, and has been shown to have a 

broad expression pattern (Bennett et al., 1982; Hu et al., 1992). Knockout of a beta II 

spectrin/ELF results in embryonic lethality in mice and leads to disruption of TGF-beta 
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signaling by interfering with the nuclear localization of Smad proteins (Tang et al., 2003; 

Tang et al., 2005). Recently, it is also shown that the inactivation of TGF-beta signaling 

pathway by beta II spectrin deficiency is also responsible for the abnormal heart 

development (Lim et al., 2014). In epithelial cells, beta II spectrin collaborates with 

ankyrin-G to establish the lateral membrane domain (Kizhatil et al., 2007b). Loss of βII 

spectrin in neuronal axons also disrupts the paranodal barrier that is required for 

myelinated axon domain organization (Zhang et al., 2013). Beta II spectrin, together with 

ankyrin-B and alpha II spectrin, assembles a distal axonal submembranous cytoskeleton 

that defines a boundary limiting ankyrin-G to the proximal axon (Galiano et al., 2012). 

Stochastic Optical Reconstruction Microscopy (STORM) recently revealed that the actin-

spectrin skeleton in axons formed ring-like structures that were evenly spaced with a 

periodicity of ~180 to 190 nanometers (Xu et al., 2013). 

Beta III spectrin was first identified in brain (Ohara et al., 1998; Stankewich et al., 

1998). It is highly expressed in the cerebellum and mutation of this gene in human 

results in spinocerebellar ataxia type 5 (SCA5) (Ikeda et al., 2006). In addition to its 

function in the cerebellum, beta III spectrin is also implicated in cortical brain 

development and cognition, deficiency of this gene leads to a novel recessive ataxic 

syndrome, Spectrin-associated Autosomal Recessive Cerebellar Ataxia type 1 

(SPARCA1) (Lise et al., 2012). A recent study suggests that beta III spectrin is critical for 

the recruitment and maintenance of ankyrin R at the plasma membrane of Purkinje cell 
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dendrites. Mutations associated with SCA5 showed a reduced ability to maintain 

ankyrin-R levels at the cell membrane (Clarkson et al., 2014). 

Beta IV spectrin is highly expressed in brain (Berghs et al., 2000) where it 

colocalizes and interacts with ankyrin-G at axon initial segments and nodes of Ranvier 

to stabilize the membrane proteins (Jenkins and Bennett, 2001; Komada and Soriano, 

2002). Homozygous mice carrying a null mutation in the beta IV spectrin gene exhibit 

tremors and contraction of hindlimbs (Komada and Soriano, 2002; Parkinson et al., 

2001). Beta IV spectrin differs from beta I, II, III spectrins that it has additional sequence 

between the last spectrin repeat and the C-terminal PH domain (Berghs et al., 2000). This 

extra sequence can interact with calmodulin-dependent protein kinase 2 (CAM kinase 2) 

and recruits CAM kinase 2 to cardiac interacalated discs and axon initial segments 

(Hund et al., 2010). 

Beta V spectrin is the most divergent isoform and lacks ankyrin binding activity. 

The gene for beta V spectrin was first isolated from a human retina cDNA library 

(Stabach and Morrow, 2000). It is a homolog of the Drosophila and Caenorhabditis 

elegans beta H (heavy) spectrin, and has up to 30 spectrin repeats (Stabach and Morrow, 

2000). This beta spectrin isoform can dimerize with alpha II spectrin and localize to 

apical domains of epithelial tissues such as small intestine (Glenney et al., 1983). Beta H 

spectrin lacks ankyrin-binding activity and has been shown to interact with several 

subunits of the microtubule-based motor proteins, kinesin II and the dynein complex, 
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therefore contributing to protein transport in photoreceptors (Papal et al., 2013). 

Moreover, the alpha II-beta V spectrin can directly interact with multiple components of 

the outer hair cell (OHC) cortical lattice, playing a role in organizing the sound-induced 

electromotility of OHCs (Legendre et al., 2008). 

1.4.2 Ankyrin 

The ankyrin family has three members, ankyrin-R, ankyrin-B and ankyrin-G 

encoded by ANK1, ANK2 and ANK3 respectively (Bennett and Baines, 2001; Bennett and 

Healy, 2008). The three mouse homologs are encoded by distinct genes located in 

different chromosomes (Peters et al., 1995). It was proposed that the three vertebrate 

ankyrins originated from a single ankyrin gene from urochordates (Cai and Zhang, 

2006). The canonical ankyrins share highly conserved protein sequences and structures 

(Figure 3). They preserve a well-recognized ankyrin repeats domain, where multiple 

protein interactions occur (Bennett and Healy, 2009; Michaely et al., 2002) , followed by a 

spectrin-binding domain which coordinates the biological interactions with spectrin 

(Davis et al., 2009; Wang et al., 2012). A death domain with unknown function is also 

present in all three ankyrin members. Following the death domain is a C-terminal 

regulatory region with the highest sequence variability. Spliced isoforms of 480/270kD 

ankyrin-G and 440kD ankyrin-B have an large insert between the UPA domain and 

Death domain (Chan et al., 1993; Kordeli et al., 1990; Kunimoto, 1995; Kunimoto et al., 

1991). Previous studies have shown that ankyrin B C-terminal region can 
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intramolecularly interact with the ankyrin repeat domain. This intramolecular 

interaction plays critical role in regulating ankyrin-B functions in cardiomyocytes and 

neurons (Abdi et al., 2006; Galiano et al., 2012).  Despite the significant amino acid 

identity among three ankyrin members, they maintain unique biological functions in 

vivo.  
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Figure 3: Domain organization of ankyrin molecules 

(From Bennett and Lorenzo, 2013) 
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Ankyrin-R was first identified as the spectrin receptor in erythrocytes (Bennett, 

1978; Bennett and Stenbuck, 1979), and is mainly expressed in brain, heart and skeletal 

muscle (Bennett, 1979; Bennett and Baines, 2001). Ankyrin-R links the underlying 

spectrin lattice to the plasma membrane in red blood cells by interacting with the 

transmembrane protein band 3 (anion exchanger 1). Reduction of high affinity 

membrane binding sites for ankyrin-R was identified in patients with hemolytic 

poikilocytic anemia (Agre et al., 1981). Genetic studies also indicate that mutations in 

ankyrin-R are highly responsible for hereditary spherocytosis (Benz, 2010; Edelman et 

al., 2007; Gallagher et al., 2010; Gundel et al., 2011; Huang et al., 2013; Sangerman et al., 

2008). 

In contrast, ankyrin-B and ankyrin-G are co-expressed in most, if not all, cell 

types, but they have no known overlapping functions. Ankyrin-B/-G function in 

conjunction with spectrin to coordinate plasma membrane domains, and different cells 

utilize this spectrin-ankyrin interaction differently (Bennett and Healy, 2008; Bennett 

and Lorenzo, 2013). In rod photoreceptors, ankyrin-G exclusively localizes at the outer 

segment and plays essential roles in segregating cyclic nucleotide-gated channels, while 

ankyrin-B is expressed in the inner segment (Kizhatil et al., 2009a). In the costamere of 

skeletal muscle, the expression and localization of ankyrin-B and ankyrin-G are 

independent of each other. Ankyrin-B, but not ankyrin-G is required for sarcolemmal 

localization of dystrophin and dynactin-4 (Ayalon et al., 2008). In neurons, ankyrin-G 
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and beta IV spectrin colocalize in axon initial segments and nodes of Ranvier and are 

required to cluster multiple voltage-gated channels and adhesion molecules (Hedstrom 

et al., 2008; Jenkins and Bennett, 2001; Jenkins and Bennett, 2002; Koticha et al., 2006; 

Yang et al., 2007), whereas ankyrin-B and beta II spectrin were proposed to assemble a 

distal axonal cytoskeleton that limits ankyrin-G localization and controls axon initial 

segment assembly (Galiano et al., 2012).  

Though the spectrin-ankyrin network has been widely recognized for its 

essential roles in organizing plasma membrane domains, the molecular mechanisms 

underlying the assembly and regulation of this network remains elusive. The main focus 

of this thesis will address the molecular pathways that ensure the cells to achieve precise 

subcellular targeting of the spectrin-ankyrin network, and provides mechanistic insights 

how this network is driving membrane domain assembly. 
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Chapter 2. A Single Divergent Exon Inhibits Ankyrin-B 
Association with the Plasma Membrane 

2.1 Introduction 

As discussed above, the vertebrate ankyrin family contains three members 

comprised of ankyrin-R, ankyrin-B and ankyrin-G, that are encoded by distinct genes 

(ANK 1,2,3) with distinct cellular location and functions (Bennett and Baines, 2001). 

Vertebrate ankyrins evolved from a single ankyrin gene in the invertebrate urochordate 

C. intestinalis, and overall are highly conserved in primary sequence and domain 

organization (Cai and Zhang, 2006). The N-terminal ANK repeat domain (membrane-

binding domain) is involved in diverse protein-protein interactions (Bennett and Healy, 

2009). Following the ANK repeat domain, there is a ZU52-UPA domain module, which 

includes the beta-spectrin binding site (Davis et al., 2009; Mohler et al., 2004e; Wang et 

al., 2012). A death domain of unknown function is also present in all three ankyrin 

members. A C-terminal regulatory domain exhibits the highest diversity among three 

ankyrins (Bennett and Baines, 2001; Davis et al., 1992; Hall and Bennett, 1987). The 

ankyrin-B C-terminal region interacts with its ANK repeat domain, and plays a critical 

role in regulating ankyrin-B functions in cardiomyocytes (Abdi et al., 2006; Mohler et al., 

2002a).   

   Ankyrin-B and ankyrin-G are co-expressed in most tissues, but have distinct 

cellular localization and function. In rod photoreceptors, ankyrin-G exclusively localizes 

at the outer segment and is required for segregating cyclic nucleotide-gated channels to 
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the outer segment (Kizhatil et al., 2009a), while ankyrin-B is expressed in the inner 

segment where it is required for localization of the sodium/calcium exchanger and Na/K 

ATPase (Kizhatil et al., 2009b). In skeletal muscle, ankyrin-B is required for delivery of 

β-dystroglycan to costameres and for a costamere-associated population of 

microtubules, while ankyrin-G is required to retain β-dystroglycan and dystrophin at 

costameres (Ayalon et al., 2008). Additionally, ankyrin-G is a master organizer of the 

axon initial segment and nodes of Ranvier (Hedstrom et al., 2008; Jenkins and Bennett, 

2002; Kordeli et al., 1995; Sobotzik et al., 2009), while ankyrin-B localizes to the distal 

axon together with αII-spectrin and βII-spectrin (Galiano et al., 2012). 

The molecular mechanisms underlying distinct functions of ankyrin-B and 

ankyrin-G remain to be fully elucidated. A previous study showed that the C-terminal 

region determines the specificity of ankyrin-B function in cardiomyocytes (Mohler et al., 

2002a). The ZU52-UPA module determines the distal axonal localization of ankyrin-B in 

neurons (Galiano et al., 2012). Here, we adopted a comprehensive domain-substitution 

strategy to determine effects of exchanging domains or unstructured regions between 

ankyrin-B and ankyrin-G on their ability to associate with epithelial lateral membranes. 

This systematic approach led to identification of a heretofore unrecognized ankyrin-B-

specific linker peptide connecting the ANK repeats and ZU52-UPA module that prevents 

association of ankyrin-B with plasma membranes of epithelial cells and neurons through 

intramolecular association with ANK repeats.  
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2.2 Methods and Materials 

Reagents 

Dynabeads®  Protein G for Immunoprecipitation (Catalog Number 10004D) and 

Lipofectamine®  2000 Transfection Reagent (Catalog Number 11668-027) were purchased 

from Life Technologies Corporation. QuikChange II XL Site-Directed Mutagenesis Kits 

(Catalog Number 200522) were purchased from Agilent Technologies. Mouse 

Monoclonal Anti-HA antibody (Catalog Number H6908) was purchased from Sigma-

Aldrich. Rabbit polyclonal anti-GFP antibody was lab-generated. Rabbit polyclonal anti-

ankyrin B or -ankyrin G antibody was generated using the C-terminal domain as 

antigen.  

Cloning of Chimeric Ankyrin-B/G constructs 

The 1st generation of chimeric GFP tagged Ankyrin-B/G constructs were 

previously described (Mohler et al., 2002a). In ankyrin-B, the linker region was defined 

as amino acids 848-960, the ZU5 domains were defined as amino acids 961-1287, the 

UPA domain was defined as amino acids 1288-1443. In ankyrin-G, the linker region was 

defined as amino acids 874-984, the ZU5 domains were defined as amino acids 985-1312, 

the UPA domain was defined as amino acids 1313-1476. Two restriction sites SphI and 

SpeI were introduced after the linker region and the second ZU5 domain respectively. 

The corresponding regions in ankyrin-G and ankyrin-B were exchanged using standard 

cloning protocols. 
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Transfection and Immunostaining 

105 MDCK cells were plated on MatTek plates, and the next day the cells were 

transfected with 50ng of plasmids using lipofectamine®  2000 following the 

recommended protocol. 24 hours after transfection, cells were washed with cold 

phosphate-buffered saline (PBS) and fixed with 4% paraformaldehyde at room 

temperature for 15 minutes, and permeabilized with 0.2% Triton X-100 at room 

temperature for 10 minutes, followed by a 30-minute blocking in PBS buffer containing 

4% bovine serum albumin. Then cells were incubated with primary antibody at 4oC 

overnight. The next day, cells were washed with PBS buffer three times and then 

incubated with fluorescence-conjugated secondary antibodies (Alexa Fluor 488, 568 or 

663) at room temperature for 2 hours. Fluorescent antibody labeling was visualized 

using Zeiss LSM 510 or 780 laser scanning microscopes. Images were collected using a 

63X NA 1.4 objective lens, and XZ planes were reconstructed from Z stacks with optical 

sections of 0.5µm.  

Membrane recruitment assay 

This assay was previously reported (Zhang et al., 1998). Briefly, 105 HEK293 cells 

were plated in collagen-coated MatTek plates. The next day, cells were co-transfected 

with 100ng HA-tagged neurofascin-186 or E-cadherin plasmids and 80ng GFP-tagged 

chimeric ankyrin plasmids. 24 hours later, cells were fixed and processed for 

immunofluorescence as described above.  
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Co-immunoprecipitation 

6x106 293T cells were plated in 10cm dishes, and the next day cells were co-

transfected with 4µg of plasmid DNA encoding HA-tagged ANK repeat domain of 

ankyrin-B or ankyrin-G with 2µg of plasmid DNA encoding GFP-tagged B-linker. 48 

hours after transfection, cells were collected and lysed in lysis buffer (10mM sodium 

phosphate, 2mM NaEDTA, 0.32M sucrose and protease inhibitors (10µg/ml AEBSF, 

30µg/ml benzamidine, 10µg/ml pepstatin, and 10µg/ml leupeptin), pH=7.4) by passage 

through a 27G needle. Cell lysates were then centrifuged at 105×g for 30 minutes, the 

supernatant were collected and incubated with protein-G dynabeads preloaded with 

anti-GFP antibody. Immunoprecipitation samples were then analyzed by SDS-PAGE 

and western blotting.  

Hippocampal neuronal cultures and transfection 

Neurons and medium were prepared as described (Baranes et al., 1998). Briefly, 

hippocampi of P0 mouse pups were isolated, treated with trypsin and then gently 

triturated through a glass pipette with a fire-polished tip. The dissociated cells were 

plated onto poly-D-lysine and laminin coated MatTek dishes in Neurobasal-A medium 

containing 10% fetal bovine serum, B27 supplement, 2mM glutamine and 

Penicillin/Streptomycin. On the following day, the medium was replaced with fresh 

serum-free Neurobasal-A medium containing B27, glutamine and Ara-C. Cultured 

hippocampal neurons at day 5 were transfected with 50ng chimeric ankyrin plasmids 
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following standard protocol. 48 hours after transfection, cells were fixed in 4% PFA with 

4% sucrose, and processed for immunostaining as described above. 

Quantification and statistical analysis 

The immunofluorescence intensities of plasma membrane or cytoplasmic 

staining were measured using image J. The intensity ratios were calculated and analyzed 

using Graphpad Prism6. Student’s t-tests or one way ANOVA with Tukey's post-hoc 

tests were performed for hypothesis testing.  

 

2.3 Results 

2.3.1 Ankyrin-B is excluded from the lateral plasma membrane in 
Human Bronchial Epithelial Cells 

Cultured epithelial cells require ankyrin-G for biogenesis of their lateral 

membranes (Kizhatil and Bennett, 2004).  Ankyrin-G in turn requires interaction with 

βII-spectrin for its function in lateral membrane biosynthesis (Kizhatil et al., 2007b). 

Ankyrin-B recruits beta-2 spectrin to an intracellular compartment in neonatal 

cardiomyocytes (Mohler et al., 2004e), but ankyrin-B has not been studied in epithelial 

cells. Therefore, we used human bronchial epithelial (HBE) cells to compare the 

localization of ankyrin-G and ankyrin-B.    

We first determined the expression and localization of endogenous ankyrin-B 

and ankyrin-G in HBE cells. An antibody against the C-terminal domain of ankyrin-B 

detected multiple spliced isoforms, including the 220kDa isoform and a major 55kDa 
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isoform (Figure 4B). Immunofluorescence showed no ankyrin-B-immunoreactivity on 

the plasma membrane and instead revealed intracellular vesicles of unknown identity 

(Figure 4A). Three major ankyrin-G isoforms (one at 210kDa, two at 120kDa) are 

expressed in HBE cells (Figure 4B), and are mainly concentrated on the plasma 

membrane, consistent with previous findings (Kizhatil and Bennett, 2004) (Figure 4A). 

We next compared the localization of transfected 220kDa ankyrin-B-GFP and 190kDa 

ankyrin-G-GFP in HBE cells. Figure 4C is a scheme showing the structural details of 

ankyrin proteins, where ankyrin-B domains are highlighted in red and ankyrin-G 

domains are highlighted in green. 220kDa ankyrin-B-GFP is excluded from the plasma 

membrane where it is associated with vesicles in a similar pattern as endogenous 

ankyrin-B, while the 190kDa ankyrin-G predominantly localizes to the lateral membrane 

(Figure 4D, E).  
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Figure 4: Ankyrin-B is excluded from the lateral membrane of HBE cells 

(A), immunofluorescence showing total endogenous AnkB and AnkG in polarized HBE 

cells. Scale bar, 10µm. (B), immunoblot of total HBE cell lysate showing various AnkB 

and AnkG isoforms. (C), schematic representation of the canonical 220kDa AnkB (red) 

and 190kDa AnkG (green) polypeptides. (D), immunofluorescence showing transiently-

expressed, GFP-tagged AnkB and AnkG (green, GFP staining; blue, DAPI staining) in 

polarized HBE cells. Scale bar, 10µm. (E), quantification of the immunofluorescence 

intensity ratio of plasma membrane vs. cytosolic GFP staining. (Student’s t-test, n=23-25, 

* indicates p<0.05). 
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2.3.2 An ANK repeat-ZU5 linker determines lateral membrane 
exclusion of ankyrin-B 

In order to explore the molecular mechanism for the dramatic difference between 

plasma membrane localization of ankyrin-B and ankyrin-G, we examined which domain 

is required for plasma membrane localization using B/G chimeras.  We first used the 

previously generated ankyrin-B/G chimeric proteins containing all 8 combinations of 

membrane-binding, spectrin-binding, and C-terminal domains (Mohler et al., 2002b). 

Surprisingly, the C terminal region, which was reported to regulate the activity of 

ankyrin-B in neonatal cardiomyocytes (Mohler et al., 2002b), is not required for plasma 

membrane localization of ankyrin-B or ankyrin-G (BBG, GGB, Figure 5A, B and C). 

Instead, we found that the central spectrin-binding domain determines the specificity of 

ankyrin localization. Ankyrin-B containing the ankyrin-G spectrin-binding domain 

(BGB, Figure 5A, B and C), efficiently targets to the lateral membrane. Similarly, 

ankyrin-G containing the ankyrin-B spectrin-binding domain shows more intracellular 

localization (GBG, Figure 5A, B and C), even though it did not become completely 

intracellular. 
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Figure 5: The linker-ZU52-UPA module of ankyrin proteins regulates their 

subcellular localization. 

(A), schematic representation of the AnkB/G chimeric proteins, red represents AnkB 

counterparts while green represents AnkG counterparts. (B), immunofluorescence 

showing transiently-expressed, GFP tagged AnkB/G chimeric proteins (green, GFP 

staining; blue, DAPI staining) in polarized HBE cells. Scale bar, 10µm. (C), quantification 

of the immunofluorescence intensity ratio of plasma membrane vs. cytosolic GFP 

staining (One way ANOVA followed by Tukey’s post-hoc test, n=27-35, * indicates 

p<0.05) 
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The spectrin-binding domain consists of a linker peptide, two ZU5 domains, and 

a UPA domain.  The beta spectrin-binding site has been mapped to the first ZU5 domain 

(Kizhatil et al., 2007b; Mohler et al., 2004b). In order to further explore the structural 

requirement for ankyrin localization in HBE cells, we made a second generation of 

ankyrin-B/G chimeric constructs, in which we sequentially exchanged their linker 

peptides, ZU5 domains, and UPA domains. The sequence boundaries of each region 

were determined by the structure of the ZU52-UPA super-domain module of ankyrin-B 

(Wang et al., 2012). We then compared the cellular localization of chimeras transfected 

into HBE cells. Interestingly, neither the ZU5 domains nor the UPA domain were 

required for localization of ankyrin-B or ankyrin-G, since the chimeric proteins (B/ZU5G, 

B/UPAG, G/ZU5B, G/UPAB) behaved the same as their wild type counterparts (Figure 6A, 

B and C).  However, exchange of the linker peptides (hereby referred to as the B-linker 

and G-linker for ankyrin-B and -G respectively) between ankyrin-B and ankyrin-G 

resulted in dramatic alteration of cellular localization. Ankyrin-B, containing the G-

linker (B/LG) gained lateral membrane localization, while ankyrin-G containing the B-

linker (G/LB) showed increased intracellular staining (Figure 6A, B and C). The residual 

membrane staining of G/LB may indicate that B-linker is not sufficient to block all the 

potential protein interactions with ankyrin-G, or the lipid modification described in the 

next chapter. 
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Figure 6: An ANK repeat-ZU5 linker contains the information regulating 

AnkB or AnkG subcellular localization. 

(A), schematic representation of the second generation AnkB/G chimeric proteins, red 

represents AnkB counterparts while green represents AnkG counterparts. (B), 

immunofluorescence showing transiently-expressed, GFP-tagged 2nd AnkB/G chimeric 

proteins in polarized HBE cells. Scale bar, 10µm. (C), quantification of the 

immunofluorescence intensity ratio of plasma membrane vs. cytosolic GFP staining. 

(One way ANOVA followed by Tukey’s post-hoc test, n=30-37, * indicates p<0.05). 
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2.3.3 The B-linker acts through an autoinhibitory mechanism 

Since ankyrin-B targets to the plasma membrane when its linker region was 

replaced with the G-linker, we initially hypothesized that the G-linker itself 

independently associates with the plasma membrane. To test this hypothesis, GFP-

tagged G-linker was expressed in HBE cells. However, the G-linker alone showed no 

membrane localization (Figure 7A). We next generated truncated constructs only 

including the ANK repeat domain and the linker region (Figure 7B). Surprisingly, the 

ANK repeat domain of either ankyrin-B or ankyrin-G was sufficient for lateral 

membrane targeting (ANKRB, ANKRG), and this membrane localization was not affected 

by addition of the G-linker (ANKRB/LG, ANKRG/LG) (Figure 7C and D). However, fusion 

of the B-linker to the C terminus of the ANK repeat domain efficiently blocked the 

lateral membrane binding activity of the ANK repeat domains of both ankyrin-B and 

ankyrin-G (ANKRB/LB, ANKRG/LB, Figure 7C and D). 

Given the fact that B-linker inhibits the lateral membrane targeting of the ANK 

repeat domain, the B-linker may directly interact with ANK repeats. To test this 

hypothesis, we performed a co-immunoprecipitation assay, in which GFP-tagged B-

linker was co-expressed with HA-tagged ANK repeat domain of ankyrin-B or -G. After 

immunoprecipitating GFP-B-linker, we detected robust HA immunoreactivity, which 

indicated a strong interaction between the B-linker and the ANK repeat domain (Figure 

7E). Interestingly, an atomic structure of the C-terminal twelve ankyrin repeats of 
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ankyrin-R solved by Michaely and colleagues showed that the ankyrin repeat solenoid 

contains an extended groove which associates with the endogenous C-terminal peptide 

corresponding to the B-linker (Figure 7F) (Michaely et al., 2002). This model suggests an 

autoinhibitory mechanism where an unstructured B-linker polypeptide represses the 

activity of ANK repeat domain through association with the ANK repeat groove thus 

competing with membrane partners.  
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Figure 7: The ANK repeat-ZU5 linker regulates AnkB localization through 

autoinhibition. 

(A), the linker region of AnkG (G-linker) was tagged with GFP, and transiently 

expressed in HBE cells. Cells were fixed and stained against GFP to visualize G-linker 

localization. Scale bar, 10µm. (B), schematic representation of the truncated AnkB/G 

chimeric proteins, red represents AnkB counterparts while green represents AnkG 

counterparts. (C), immunofluorescence showing transiently-expressed, GFP-tagged 

truncated AnkB/G chimeric proteins. Scale bar, 10µm. (D), quantification of the 

immunofluorescence intensity ratio of plasma membrane vs. cytosolic GFP staining 

(One way ANOVA followed by Tukey’s post-hoc test, n=33-36, * indicates p<0.05). (E), 

co-immunoprecipitation of B-linker and the ANK repeat domain. HA-tagged ANK 

repeat domain of AnkB (HA-ANKRB) or AnkG (HA- ANKRG) was co-expressed with 

GFP-tagged B-linker (or GFP only, as a negative control) in 293T cells. Samples were 

then immunoprecipitated with anti-GFP antibody and blotted with anti-HA antibody. 

(F), structure of the human AnkR C-terminal 12 ankyrin repeats with a following 

peptide. Image was generated using CCP4MG software. The surface of the ankyrin 

repeats was colored by temperature factor, and the peptide was colored red. 
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2.3.4 The B-linker prevents interaction of ankyrin-B with E-cadherin 
and neurofascin-186 

Ankyrin-G is the native partner for neurofascin-186 and binds to E-cadherin with 

a much higher affinity than ankyrin-B (Davis et al., 1996; Kizhatil et al., 2007a; Scotland 

et al., 1998). Therefore, we were interested in testing whether the B-linker functions by 

regulating the interaction of ankyrin-B with E-cadherin or neurofascin-186. We 

addressed this question using a previously reported cellular recruitment assay where co-

expression of ankyrin-G with a membrane partner in HEK 293 cells results in 

recruitment of ankyrin-G from the cytoplasm to the plasma membrane (Zhang et al., 

1998). Ankyrin-B, when co-expressed with neurofascin-186 or E-cadherin, which both 

target to the plasma membrane in HEK293 cells, remained in the cytoplasm, indicating 

no interaction between ankyrin-B and neurofascin-186 or E-cadherin (Figure 8A and B). 

However, the chimeric ankyrin-B with the G-linker (B/LG) was efficiently recruited to the 

plasma membrane by both neurofascin-186 and E-cadherin (Figure 8A and B). These 

results implied that the B-linker suppressed the binding activity of ankyrin-B with 

neurofascin-186 and E-cadherin, probably through autoinhibition, as noted above.  

In contrast to its effects on ankyrin-B, the B-linker, when substituted for G-linker, 

did not completely block the recruitment of ankyrin-G by neurofascin-186 or E-cadherin 

(Figure 8C and D).  This result is consistent with the cellular localization results where B-

linker only partially prevents ankyrin-G from targeting to the lateral membrane in HBE 

cells (Figure 6B and C). One explanation for the different sensitivities of ankyrin-B and -
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G may be that B-linker requires specific regions in the ANK repeat domain of ankyrin-B 

for an efficient intramolecular interaction and repression. Consistent with this 

interpretation, the co-immunoprecipitation assay shows greater binding between B-

linker and the ANK repeat domain of ankyrin-B than of ankyrin-G (Figure 7E).  
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Figure 8: The B-linker inhibits the interaction between AnkB and E-cadherin 

and neurofascin-186. 

(A,B), AnkB-GFP or B/LG-GFP, or (C,D), AnkG-GFP or G/LB -GFP were co-expressed 

with HA-tagged neurofascin-186 (NF-HA) or Ecadherin (Ecad-HA) in HEK293 cells. 

Cells were then fixed and co-stained with anti-GFP (green) and anti-HA (red). Scale 

bars, 10µm. (E), quantification of the immunofluorescence intensity ratio of plasma 

membrane vs. cytosolic GFP staining (One way ANOVA followed by Tukey’s post-hoc 

test, n=17-24, * indicates p<0.05) 
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2.3.5 Multiple sites in the B-linker are required for its inhibitory 
function. 

To identify critical regions required for the autoinhibition activity of the B-linker, 

we first truncated the C-terminal half (residues 891-960) of the B-linker, and found that it 

still maintained its inhibitory activity (data not shown). Then we performed NAAIRS-

scanning mutagenesis on the N-terminal portion (residue 848-890) of the B-linker 

(Marsilio et al., 1991). The NAAIRS (Asp-Ala-Ala-Ile-Arg-Ser) hexapeptide was 

identified in diverse secondary structures (Wilson et al., 1985). This peptide thus is able 

to adopt a flexible conformation based upon the local protein structural context, and has 

been widely used for efficient scanning mutagenesis by replacing six amino acids at a 

time, without perturbing overall protein folding (Armbruster et al., 2001; Banik et al., 

2002; Lonergan et al., 1998; Mosher et al., 2006; Sellers et al., 1998). 

We identified three regions (amino acids 848-853, 878-883 and 885-890) within 

the B-linker that are required for lateral membrane exclusion of ankyrin-B. When those 

amino acids were mutated into NAAIRS, transiently expressed ankyrin-B-GFP 

predominantly localized on the lateral membrane in polarized HBE cells (Figure 9). 

Considering our co-immunoprecipitation result showing that the B-linker interacts with 

ANK repeat domain (Figure 7E), this finding implies that the B-linker requires multiple 

contact sites for full interaction and repression of interactions.  
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Figure 9: Multiple sites are required for the inhibitory activity of the B-linker. 

(A), every six amino acids were mutated into NAAIRS to scan through B-linker region. 

(B), immunofluorescence showing transiently-expressed, GFP-tagged AnkB mutants. 

Scale bar, 10µm. (C), quantification of the immunofluorescence intensity ratio of plasma 

membrane vs. cytosolic GFP staining. (One way ANOVA followed by Tukey’s post-hoc 

test, n=32-39, * indicates p<0.05). 
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2.3.6 The B-linker prevents membrane localization of ankyrin-B in 
cultured hippocampal neurons 

We next investigated whether the B-linker autoinhibition mechanism extends to 

neurons. We transfected wildtype 220 kDa ankyrin-B-GFP, 190 kDa ankyrin-G-GFP, and 

their linker chimeras into cultured hippocampal neurons, and compared their 

membrane localization in soma and primary dendrites. We were unable to resolve the 

plasma membrane from cytoplasm in axons due to their small size. However, consistent 

with results in HBE cells, we found that 190kDa ankyrin-G-GFP was able to target to the 

plasma membrane of soma and primary dendrites (Figure 10A, AnkG panel, and 10B), 

whereas 220kDa ankyrin-B predominantly localized in the cytoplasm in these cells 

(Figure 10A, AnkB panel, and 10B). However, ankyrin-G with the B-linker showed 

increased cytoplasmic staining (Figure 10A, G/LB panel, and 10B), while ankyrin-B with 

the G-linker conversely exhibited a robust membrane staining (Figure 10A, B/LG panel, 

and 10B).  
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Figure 10: The B-linker regulates ankyrin protein localization in the same way 

in neurons as in HBE cells. 

(A), immunofluorescence showing transiently-expressed, GFP-tagged 2nd generation 

AnkB/G chimeric proteins (see Figure 4) in hippocampal neurons. The first column show 

the profile of entire transfected neurons, scale bar, 100µm. The cell body (shown in the 

second column, scale bar, 5µm) was boxed in while, while the primary dendrite (shown 

in the third column, scale bar, 2µm) was boxed in red. (B), quantification of the 

immunofluorescence intensity ratio of plasma membrane vs. cytosolic GFP staining. 

(One way ANOVA followed by Tukey’s post-hoc test, n=10, * indicates p<0.05). 
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2.3.7 The active region of the B-linker evolved from a single highly 
divergent exon  

The similar role of B-linker in regulating plasma membrane localization in both 

HBE cells and hippocampal neurons suggests that the autoinhibition mechanism may 

contribute to functional differences between ankyrin family members. The three 

vertebrate ankyrins evolved from a single ankyrin gene present in the urochordate C. 

intestinalis ((Cai and Zhang, 2006), Figure 11A). Surprisingly, the critical region of B-

linker (Figure 9A) required for restricting membrane localization is encoded by a single 

exon in all three vertebrate ankyrins (Figure 11B). The B-linker exon is highly conserved 

within the Ank2 family across multiple species from humans to fish (H.sapiens, 

M.musculus, Xenopus and D.rerio, Figure 11B), especially in the regions identified to be 

critical for its inhibitory function (highlighted in red, Figure 11B). On the other hand, the 

linker exons are divergent among Ank1, Ank2, and Ank3 (H. sapiens Ank1, Ank2 and 

Ank3, Figure 11B), although conserved core elements indicate a common evolutionary 

origin (highlighted in yellow, Figure 11B).  
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Figure 11: The B-linker region is encoded by a single exon evolutionarily-

conserved in the ankyrin-B lineage. 

(A), a phylogenetic tree showing the evolutionary lineage of ankyrin proteins. (B), 

sequence alignment of the linker region in AnkB across multiple species and other 

ankyrin isoforms. Regions highlighted in red represent the critical regions for the 

linker’s inhibitory activity, regions highlighted in yellow represent conservation back to 

ancient ankyrin molecules in Drosophila. 
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2.4 Discussion 

Ankyrin-B is primarily associated with an intracellular compartment(s) while 

ankyrin-G localizes to plasma membranes in epithelial cells (Figure 4) as well as 

cardiomyocytes (Mohler et al., 2004a; Mohler et al., 2004e).  Here, we identify an 

ankyrin-B-specific linker peptide connecting the ANK repeat domain to the ZU52-UPA 

module that inhibits binding of ankyrin-B to membrane protein partners E-cadherin and 

neurofascin-186, and prevents association of ankyrin-B with epithelial lateral 

membranes as well as neuronal plasma membranes. The active region of the B-linker is 

encoded by a small exon that is highly divergent between different ankyrin family 

members but conserved in the ankyrin-B lineage. We show that the ankyrin-B linker can 

suppress activity of the ANK repeat domain through an intramolecular interaction, 

likely with a groove on the surface of the ANK repeat solenoid, thereby regulating the 

affinities between ankyrin-B and its binding partners. Scanning mutagenesis revealed 

three regions in the ankyrin-B linker that are required for its full autoinhibition. These 

results provide a simple evolutionary explanation for how ankyrin-B and -G have 

acquired striking differences in their plasma membrane association while maintaining 

overall high levels of sequence similarity. 

Deficiency of ankyrin-B causes a constellation of traits termed as “ankyrin-B 

syndrome” (Healy et al., 2010; Mohler et al., 2007a; Mohler et al., 2007b; Mohler et al., 

2004d). Previous research have identified multiple human genetic ankyrin-B variants 
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(E1425G, L1622I, T1626N, R1788W, E1813K) (Healy et al., 2010; Mohler et al., 2007b; 

Mohler et al., 2004c; Mohler et al., 2003) which are associated with this syndrome. 

Interestingly, a search of the Exome Variant Server (http://evs.gs.washington.edu/EVS/) 

revealed a human genetic variant in this linker region of ankyrin-B (NM_020977.3). This 

variant causes a Glutamine (aa 879) to Arginine mutation, which happens to locate in 

one of the three critical regions of B-linker that we identified through scanning 

mutagenesis (Figure 9). Therefore, it will be interesting to test whether this mutation 

causes any cellular or physiological defects in future experiments. Additionally, a study 

conducted by Cunha and the colleagues revealed multiple new exons in the ANK2 gene, 

and one of those exons is immediately 5’ to the B-linker exon (Cunha et al., 2008). This 

new exon encodes a short peptide, which can potentially alter the relative position 

between the ANK repeat domain and the B-linker. Similar alternative exons were also 

identified 5’ to the G-linker exon (Peters et al., 1995), which may affect membrane 

protein interactions of ankyrin-G polypeptide. 

Here we show that endogenous ankyrin-G localizes to the plasma membrane 

while ankyrin-B exists in some intracellular vesicles with unknown identity in HBE cells. 

However membrane association may be cell type specific, since in some cases both 

ankyrin-B and ankyrin-G localize to the plasma membrane, although in different 

subdomains. For example, in myelinated neurons, ankyrin-G targets to the nodes of 

Ranvier while ankyrin-B localizes to the paranode (Galiano et al., 2012). Another 
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example is the cardiac T-tubules membrane where ankyrin-B localizes together with 

Na/K ATPase, Na/Ca exchanger, and InsP3 receptor (Mohler et al., 2005), while ankyrin-

G localizes to both intercalated disc and T-tubules, and is required for targeting of 

Nav1.5channels (Lowe et al., 2008). These specific localization patterns may be achieved 

through ankyrin-B and -G interactions unaffected by the B-linker peptide, and likely 

involve additional proteins.  

Ankyrins recognize their membrane partners through natively unstructured 

peptides in their cytoplasmic domains (Table 1) (Bennett and Healy, 2009).  A structure 

of the C-terminal half of the ankyrin-R ANK repeat domain revealed a groove-like 

surface, which provides a potential binding site for unstructured peptides (Michaely et 

al., 2002).  The linker we identified here may function as a native competitor or regulator 

for determining binding affinities with different partners. To further confirm this 

hypothesis, it will be important in the future to determine atomic structures of ANK 

repeats of ankyrin-B with membrane partners and with the B-linker.  

Ankyrins and their partner spectrin have from their initial discovery exhibited 

association with both plasma membranes and intracellular organelles (Beck et al., 1994; 

Bennett et al., 1982; Levine and Willard, 1981; Lin et al., 1994). Our discovery of a 

mechanism for preventing association of ankyrin-B with plasma membranes through 

intramolecular competition for membrane binding partners provides a molecular clue as 

to how closely related ankyrins can direct spectrin to both cytoplasmic compartments 
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and the plasma membrane. Given that ankyrin-B and ankyrin-G originated from a single 

ancestral ankyrin, it is possible that pre-chordate ankyrin had both intracellular and 

plasma membrane-related functions. The identity of the ankyrin-B-associated 

intracellular structures in cardiomyocytes (Mohler et al., 2004e) or HBE cells (Figure 4A) 

remains unknown. Therefore, it will be intriguing to identify the composition and 

function of ankyrin-B-positive organelles and their cellular functions.   

Table 1: Diversity of ankyrin-binding motifs. 

 

(From Bennett and Healy, 2009) 
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Chapter 3. Cysteine 70 of Ankyrin-G is S-palmitoylated 
and Required for Function of Ankyrin-G in Membrane 
Domain Assembly 

3.1 Introduction 

In the last Chapter, we identified a molecular diversity that explains how 

ankyrin-B is excluded from the plasma membrane of epithelial cells and neurons. 

However, it is still unclear how ankyrin-G localizes to the epithelial lateral membrane 

and other specialized membrane domains. Multiple protein domains are required to 

direct AnkG to the AIS of dorsal root ganglion neurons and lateral membranes of 

cultured epithelial cells (Kizhatil and Bennett, 2004; Zhang and Bennett, 1998). 

Elimination of the AnkG binding partners, β4-spectrin or neurofascin, does not prevent 

localization of AnkG at the AIS (Boiko et al., 2007; Dzhashiashvili et al., 2007; Hedstrom 

et al., 2007). Recent work has shown that ankyrin-B is critical to confine AnkG to the AIS, 

though the mechanism for axonal localization remains unclear (Galiano et al., 2012). In 

epithelial cells, a DAR999AAA mutant AnkG, which specifically loses interaction with 

β2-spectrin, still efficiently localizes to the lateral membrane, even though this mutant 

AnkG lacks activity in membrane biogenesis (Kizhatil et al., 2007b).  Therefore, 

additional features mediated by interactions with unidentified proteins or membrane 

phospholipids may contribute to targeting of AnkG to specialized membrane domains.  

Covalent modification of proteins with lipids can contribute to micro-patterning 

of plasma membranes (Levental et al., 2010). Interestingly, ankyrin-R (AnkR) purified 
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from erythrocyte membranes exhibited hydrophobicity intermediate between a cytosolic 

protein and an integral protein (Bennett and Stenbuck, 1980). Moreover, AnkR is 

palmitoylated in a reversible fashion (Staufenbiel, 1987). In this chapter, we report that 

AnkG is S-palmitoylated at a cysteine conserved among all three ankyrin family 

members and located in their membrane-binding domains. We also find that the same 

cysteine, possibly due to its S-palmitoylation, is required for targeting as well as the 

biological functions of AnkG in epithelial cells and neurons.  

 

3.2 Methods and Materials 

Reagents, plasmids and antibodies 

N-Ethylmaleimide and hydroxylamine were from Sigma, EZ-Linker Biotin-

BMCC from Thermo, activated Thiol Sepharose 4B from GE Healthcare, Dynabeads with 

protein-G and Lipofectamine 2000 transfection reagent were from Invitrogen, 

QuikChange II XL Site-Directed Mutagenesis Kit from Agilent Technologies, palmitic 

Acid, [9,10-3H] from PerkinElmer. Rat wild-type 190kDa AnkG cDNA was previously 

described (Kizhatil and Bennett, 2004). Rabbit polyclonal antibody targeting the C-

terminal domain of AnkG, and rabbit polyclonal antibody against β2-spectrin were 

previously described (Kizhatil et al., 2007b), Mouse monoclonal antibodies against 

human E-cadherin and ZO-1 were from Invitrogen, mouse monoclonal anti-sodium 
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channel pan antibody was from Sigma, and rabbit polyclonal antibody against biotin 

was from Abcam.  

MDCK stable cell lines 

The ViraPower Lentiviral Expression System based on the pLenti6/V5-DEST 

Gateway Vector from Invitrogen was used to generate stable MDCK cell lines 

expressing wild-type or C70A AnkG-GFP. For lentivirus generation, 293T cells were 

grown in Dulbecco’s modified Eagle’s medium (DMEM) supplemented with 10% fetal 

bovine serum. 15 million cells were plated in 100mm dishes and transfected the next day 

with 16μg cDNA (4μg pMDLg/pRRE, 4μg pRSV-Rev, 4μg pMD2.G, and 4μg transfer 

plasmid) using Lipofectamine 2000 following the manufacturer’s protocol. 48 hours 

later, 25 ml culture medium were collected and centrifuged at 25000rpm for 2 hours to 

collect the virus. Half a million MDCK cells were plated in a 6-well plate and infected 

with the virus for 16 hours. Blasticidin S was used to select infected cells and establish a 

stable cell line. 

Calcium switch assay 

MDCK cells were maintained in DMEM supplemented with 10% FBS until they 

formed a polarized monolayer. Cells were then trypsinized, and 2x106 cells were plated 

on 14mm coverslip inserts of MatTek plates in calcium-free Minimum Essential Medium 

supplemented with 5% dialyzed low calcium FBS. 16 hours later, cells were washed with 

PBS to remove unattached cells, and then fed with normal growth medium.  Cells were 
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fixed and processed for immunofluorescence to visualize protein localization at multiple 

time points.  

Membrane recruitment assay 

This assay was previously reported (Zhang and Bennett, 1998). Briefly described, 

1x105 HEK293 cells were plated in 14mm insert, collagen-coated MatTek plates. The next 

day, cells were co-transfected with 100ng HA-tagged neurofascin or E-cadherin cDNA 

and 80ng GFP-tagged 190kDa AnkG cDNA using Lipofectamine 2000. 24 hours later, 

cells were fixed and processed for immunofluorescence as described below.  

Biotin switch assay 

The biotin switch assay was previously described for testing protein S-acylation 

(Drisdel et al., 2006). Since endogenous AnkG is resistant to Triton X-100 extraction we 

developed a protocol for solubilizing AnkG from MDCK cells in a state compatible with 

immuno-precipitation. A polarized MDCK monolayer in 150mm dish was washed and 

suspended in ice-cold PBS buffer with protease inhibitors; cells were then collected by 

centrifugation at 1000 x g for 5 minutes. The cell pellet was homogenized in lysis buffer 

(10mM sodium phosphate, 2mM NaEDTA, 0.32M sucrose, 50mM N-Ethylmaleimide 

and protease inhibitors (10µg/ml AEBSF, 30µg/ml benzamidine, 10µg/ml pepstatin, and 

10µg/ml leupeptin), pH=7.4) using a 27G needle, and incubated at 4oC for 6 hours to pre-

block free sulfhydryl groups. SDS was then added to the lysates at a final concentration 

of 1% (w/v) and mixed well immediately. Lysates were sonicated for 30 seconds on ice 
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followed by centrifugation at 100,000xg for 30min. Triton X-100 was then added to a 

final concentration of 1%, (v/v), then mixed well and incubated on ice for 30 minutes 

followed by rotation at 4oC for another 30 minutes to quench SDS. 60 μl of Dynabeads 

preloaded with 10μg AnkG antibody were then incubated with the lysates overnight 

rotating at 4oC. The beads were washed 3 times with cold wash buffer (10mM sodium 

phosphate, 2mM NaEDTA, and protease inhibitors, pH=7.4), and then incubated with 

hydrolysis-labeling buffer (1M hydroxylamine, 80μM biotin-BMCC, 10mM sodium 

phosphate, 2mM NaEDTA, and protease inhibitors, pH 7. As a control, 1M Tris-HCl was 

substituted for hydroxylamine) at room temperature for 2 hours. Beads were then 

washed 3 times with wash buffer and incubated with 5X loading buffer (5% SDS, 20% 

sucrose, 40mM Tris-HCl, 150mM NaCl, 2mM NaEDTA, 200mM DTT with bromophenol 

blue) at 70oC for 15 minutes to elute proteins.  Samples were analyzed by SDS-PAGE 

and western blotting. A biotin antibody was used to detect S-acylation.  

Mass spectrometry 

HEK293 cells transfected with WT AnkG-GFP were homogenized in lysis buffer 

(10mM sodium phosphate, 2mM NaEDTA, 0.32M sucrose, 50 mM N-Ethylmaleimide 

and protease inhibitors (10µg/ml AEBSF, 30µg/ml benzamidine, 10µg/ml pepstatin, and 

10µg/ml leupeptin), pH=7.4) and incubated at 4oC for 6 hours to pre-block free 

sulfhydryl groups. Triton X-100 was then added at 1% final concentration, and lysates 

were sonicated for 20 seconds. Dynabeads preloaded with GFP antibody (GFP antibody 
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was blocked with NEM) were then added to immunoprecipitate AnkG-GFP overnight.  

The following day, the beads were washed 3 times and incubated with elution buffer 

(1% SDS, 10mM sodium phosphate, 2mM NaEDTA, 0.32M sucrose) at 50oC for 5 

minutes to selectively release AnkG-GFP. Eluted samples were divided into two equal 

portions: one treated with 1M hydroxylamine the other with 1M Tris-HCl (as a control) 

at neutral pH with the presence of activated thiol sepharose 4B. After two-hour 

incubation at 24°C, sepharose beads were washed with 20mM ammonium bicarbonate 3 

times and digested in 0.1% Rapigest. After trypsin digestion, the beads were incubated 

with 20 mM DTT at 24°C for 45 minutes to elute cysteine-containing peptides. Eluted 

samples were alkylated with 40 mM iodoacetamide and analyzed by LC-MS/MS. 

[3H]-palmitic acid labeling 

8×106 stable MDCK cells of WT or C70A AnkG-GFP were plated on 100mm 

dishes and grown in 37oC, 5% CO2 overnight. The next day, cells were rinsed with PBS 

buffer and incubated with 5ml serum-free medium for 4 hours, and then the medium 

was replaced with 5ml of fresh DMEM containing 100μCi/ml [3H]-palmitic acid. 

Following a 4-hour incubation, AnkG-GFP was immunoisolated using the protocol 

previously described, and divided into two equal portions: one treated with 1M 

hydroxylamine, the other treated with 1M Tris-HCl at room temperature for 2 hours. 

Proteins were then eluted, separated by SDS-PAGE and transferred to a nitrocellulose 

membrane, which was then exposed for 6 weeks in -80oC to detect tritium radioactivity. 
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Immunostaining and fluorescence recovery after photobleaching 

MDCK cells on MatTek plates were first washed with cold PBS and fixed with 

4% paraformaldehyde at room temperature for 15 minutes, and then cells were 

permeabilized with 0.2% Triton X-100 at room temperature for 10 minutes. Following a 

30-minute blocking in PBS buffer containing 2% bovine serum albumin, cells were 

incubated with primary antibody in 4oC overnight. Cells were next washed with PBS 

buffer three times and then incubated with fluorescence-conjugated secondary 

antibodies (AlexaFluor 488, 568 or 663, Molecular Probes) at room temperature for 2 

hours. Fluorescent antibody labeling was visualized using a Zeiss LSM 510 laser 

scanning microscope. Images from figure 11 and 17 were collected using the 63X NA 1.4 

objective lens, and XZ planes were reconstructed from Z stacks with optical sections of 

0.5µm. Images from figure 14 and 16 were collected using a 100X NA 1.45 objective lens, 

and XZ planes were reconstructed from Z stacks with optical sections of 0.37µm. 

Volocity 3D image analysis software was used to measure the fluorescence intensity of 

plasma membrane and cytoplasm. Data were analyzed using Graphpad Prism5. For 

fluorescence recovery after photobleaching (FRAP) measurements, MDCK cells grown 

on MatTek plates were transfected with 300ng WT, C70A, DAR999AAA or 

C70A/DAR999AAA double mutation AnkG-GFP plasmids. 24 hours later, cells were 

analyzed using a Zeiss LSM 780 laser scanning confocal system. The selected membrane 

region was bleached for 5 seconds, and the fluorescence recovery was monitored for the 
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following 500 seconds. An unbleached region was also monitored during the 

measurements, and was used to normalize the FRAP data. Graphpad Prism5 was used 

to analyze the data by fitting them to the one-phase association 

equation .  

Doxycycline-inducible shRNA cell lines and rescue experiments 

The Tet-pLKO-puro vector was originally obtained from Addgene (Plasmid 

21915). We replaced the puromycin-resistance gene with mCherry to allow isolation of 

transfected cells by fluorescence activated cell sorting (FACS), while the IRES region was 

replaced with the Foot & Mouth Disease Virus 2A peptide 

(GSGATNFSLLKQAGDVEENPGP) to facilitate higher expression levels of mCherry. 

Oligos encoding a shRNA hairpin targeting canine AnkG in the ankyrin repeats domain 

(gctagaagtagctaatctcct) were cloned into Tet-pLKO-2A-mCherry, with hairpin targeting 

luciferase gene (ggagatcgaatcttaatgtgc) as a negative control. Lentivirus was generated 

using the second generation packaging system from Addgene (psPAX2 and pMD2.G) 

following the recommended protocol. Two days after MDCK cells were infected, cells 

were trypsinized and fractionated by FACS to establish a stable cell line. To evaluate 

AnkG knockdown efficiency, stable cells were induced by 5μg/ml doxycycline for 24 

and 48 hours. Total RNA was extracted following standard protocol and applied for real 

time quantitative PCR using Power SYBR Green Master Mix from Life Technology. For 

rescue experiments, cells were pre-induced for 12 hours using 5μg/ml doxycycline, and 



 

55 

re-plated on 14mm insert MatTek plates with the presence of doxycycline at a density of 

1600/mm2. 6 hours later, cells were transfected with 80ng WT or C70A AnkG-GFP using 

Lipofectamine 2000. Cells were supplemented with fresh medium 4 hours post-

transfection and fixed for immunofluorescence after 36 hours.   

Hippocampal neuronal cultures 

Hippocampi were dissected from neonatal C57bl/6 mice (P0-P1) and incubated in 

2mg/mL papain in Hibernate A with 100µg/mL DNase at 37°C for 20 minutes. 

Hippocampi were washed twice in plating medium (Neurobasal A plus 2% B-27 

supplement, 2mM Glutamax, and 10% horse serum) and triturated first with a P200 

pipette tip and then with a fire-polished Pasteur pipette until dissociated. Cells were 

resuspended in plating medium and plated in poly-L-lysine-coated MatTek plates for 3-

4 hours. Media was gently aspirated and replaced with growth medium (Neurobasal A 

plus 2% B-27 supplement and 2mM Glutamax) for 4-5 days. Transfections were carried 

out with Lipofectamine 2000. In one tube, 1µg total cDNA was mixed with 100µL 

Neurobasal A, and in a second tube, 3µL Lipofectamine 2000 was mixed with 100µL 

Neurobasal A.  After 15 minutes tubes were mixed. Growth medium was removed from 

neurons and set aside, and transfection mixture was added to cells. After 1 hour at 37°C 

the transfection mix was aspirated and cells were fed with original growth medium 

supplemented with 5µM cytosine arabinoside. After 48 hours (7 DIV), cells were fixed 

with 4% paraformaldehyde for 15 minutes at room temperature and ice-cold methanol 



 

56 

for 7 minutes at -20°C and processed for immunostaining. For quantification, confocal Z-

stack images were collapsed, and the fluorescence intensities from the first 60μm portion 

of axons and dendrites were measured using ImageJ software. The intensity ratios of 

axon to dendrite were quantified and analyzed using Graphpad Prism5. 

 

3.3 Results 

3.3.1 AnkG remains on the plasma membrane in MDCK cells grown in 
low calcium  

MDCK cells are well known to require extracellular calcium to maintain 

transepithelial resistance and apical-basal polarity (Martinez-Palomo et al., 1980).  

Adherens junction proteins (E-cadherin), tight junction proteins (zonula occludens-1 

(ZO-1)), desmosomal proteins (desmoplakin), and components of the spectrin-based 

membrane skeleton all depend on extracellular calcium for their localization at lateral 

membrane domains of MDCK cells (Gumbiner et al., 1988; Kaiser et al., 1989; Mattey and 

Garrod, 1986; Siliciano and Goodenough, 1988).  Here we determined effects of low 

calcium on localization of AnkG and its binding partners, E-cadherin and β2-spectrin. 

MDCK cells grown in low-calcium medium lacked cell-cell contacts and exhibited a 

spherical morphology (Figure 12A, B). As previously reported, E-cadherin is 

intracellular in unpolarized MDCK cells, and accumulates at the region of cell-cell 

contact only after addition of calcium (Busche et al., 2010; Gumbiner et al., 1988). β2-

spectrin also exhibits a similar pattern and associates with the plasma membrane only 
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following addition of calcium ((Nelson and Veshnock, 1987); Figure 12B).  However, we 

were surprised to observe a substantial fraction of AnkG that remained associated with 

the plasma membrane in low calcium and in the absence of cell-cell contacts (Figure 

12A, B). Following elevation of calcium, AnkG re-organized and concentrated at the 

lateral membrane to achieve polarized localization (Figure 12A, B).  As far as we are 

aware, AnkG is the only lateral membrane-associated protein identified so far that 

remains on the plasma membrane in MDCK cells following depletion of calcium. 
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Figure 12: AnkG remains membrane-associated in MDCK cells following 

calcium switch.   

(A and B), fully-polarized MDCK cells (polarized) were trypsinized and re-plated in Ca2+ 

free medium with 5% FBS overnight to reach a steady state. Cells were then either fixed 

(-Ca2+) or allowed 24 hours to recover in normal growth medium (+Ca2+) then fixed, and 

processed for immunofluorescence to stain against AnkG, β2-spectrin, E-cadherin and 

ZO-1. A, the XZ planes showing AnkG staining in MDCK cells following calcium switch 

described above. (B), the XY planes showing immunostaining of AnkG, β2-spectrin, E-

cadherin and ZO-1 (a marker of tight junction) in MDCK cells following calcium switch. 

(Scale bars, 10μm, images are representative of at least three independent repeated 

experiments). 
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3.3.2 AnkG is S-palmitoylated at cysteine 70 

The finding that AnkG associates with the plasma membrane in non-polarized 

MDCK cells in the absence of β2-spectrin and E-cadherin suggested the possibility of a 

protein-independent mode of membrane interaction though lipidation.  S-acylation 

plays critical roles in membrane interactions, intracellular sorting, protein stability and 

signaling (Salaun et al., 2010).  It is pertinent in this regard that AnkR was reported to 

undergo palmitoylation, although amino acid site(s) were not identified (Staufenbiel, 

1988). We therefore explored possible S-acylation of AnkG in MDCK cells using a biotin-

switch assay (Drisdel et al., 2006). In this assay, proteins with free sulfhydryl groups 

were first blocked by N-ethylmaleimide (NEM), and then treated with hydroxylamine 

(or Tris as a negative control), which selectively cleaves  thioester bonds and releases 

new sulfhydryl groups for labeling using sulfhydryl-reactive biotinylation reagent 

(BMCC-Biotin). We found that 210kDa AnkG was S-acylated in MDCK cells (Figure 

13A).  Two smaller AnkG polypeptides with molecular weights of 100 and 120 kDa, 

which lack ankyrin repeats (Peters et al., 1995), were not S-acylated (Figure 13A).  

We next identified the principal S-acylated cysteine(s) of AnkG by mutagenesis. 

Considering that only full-length AnkG is S-acylated, we created cysteine to alanine 

mutants of all of cysteines in the membrane-binding domain (C70A, C315A, C357A, 

C385A, C416A, and C746A). These AnkG mutants were expressed in HEK293 cells, and 

processed for the biotin switch assay to detect protein S-acylation. As shown in Fig 13B, 
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WT AnkG as well as C315A, C357A, C385A, C416A, C746A mutants are all S-acylated in 

HEK293 cells, demonstrating that this modification is not limited to epithelial cells. 

However, the C70A mutation completely abolished the specific biotin signal (Figure 

13B), 

In separate experiments we employed mass spectrometry as an independent 

approach to identify S-acylated peptides in AnkG.  We isolated S-acylated AnkG by first 

blocking free SH groups in cells with NEM followed by removal of thioester groups 

with hydroxylamine as described above for the biotin switch assay.  We then isolated S-

acylated AnkG using activated thiol sepharose 4B (Forrester et al., 2011).  Following 

proteolysis, the S-acylated peptide(s) were eluted with dithiothreitol and then alkylated 

with iodoacetamide. Using liquid chromatography and mass spectrometry we identified 

a single AnkG peptide, KNGVDVNICNQNGLNALHLASKE, which contains C70, 

confirming that cysteine 70 was indeed S-acylated (Figure 13C). Figure 13C shows the 

selected ion chromatograms of the identified peptide from both control (-NH2OH) and 

experimental (+NH2OH) samples. 

Protein S-acylation can occur by modification with multiple fatty acids (Jennings 

and Linder, 2012). We therefore next tested whether AnkG S-acylation is mediated by 

palmitic acid. MDCK stable cells expressing WT or C70A AnkG-GFP were metabolically 

labeled with tritiated palmitic acid, followed by immunoisolation of AnkG-GFP.  We 

found that palmitic acid was incorporated into wild type AnkG-GFP, but not the C70A 
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mutant, and that palmitoylation was reversed by hydroxylamine but not by Tris-HCl 

(Figure 13D).  These results provide direct evidence that palmitic acid is coupled to 

cysteine 70 of AnkG through a thioester bond. 
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Figure 13: AnkG is S-palmitoylated at Cysteine 70. 

(A), The blot shows that only the ~200kDa isoform, which has ankyrin repeats, is S-

acylated. (B), The blot shows that C70A completely abolishes AnkG S-acylation. (C), MS 

identified an S-acylated AnkG peptide KNGVDVNICNQNGLNALHLASKE containing 

cysteine70, Figure 2C is a mass chromatogram of the selected AnkG peptide. (D), stable 

MDCK cell lines of WT or C70A AnkG-GFP were labeled with 100μCi/ml [3H]-palmitic 

acids. AnkG was then immunoprecipitated and analyzed by SDS-PAGE. The blot shows 

that radioactive palmitic acids can be incorporated into WT AnkG but not C70A in a 

hydroxylamine-sensitive way. 
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C70 is located in a loop of the first ankyrin repeat in the membrane-binding domain 

of AnkG (Figure 14A).  Interestingly, C70 is conserved among all three human ankyrin 

members as well as all vertebrate ankyrins. Interestingly, Drosophila ankyrin isoform 1 

also has a cysteine at the comparable position, while the single C. elegans ankyrin and 

Drosophila ankyrin isoform 2 both contain a serine instead of cysteine (Figure 14B).  

These results suggest strong evolutionary pressure and a conserved function(s) shared 

between the three vertebrate ankyrins and one of the Drosophila ankyrin genes. 

 

 

Figure 14: The conservation of Cysteine70 and its position in predicted ankyrin 

repeats structure 

(A), a predicted structure of ankyrin repeats shows that Cysteine 70 locates in the loop 

connecting the first two repeats, highlighted in red. (B), cysteine70 is conserved among 

three human ankyrin members, and also conserved in AnkG across different species. 
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3.3.3 AnkG requires C70 for membrane association in MDCK under 
low calcium conditions 

We next explored the role of cysteine 70 in targeting of AnkG to the plasma 

membrane of MDCK cells grown in low calcium where other known ankyrin-G protein 

partners are absent (Figure 12).  We evaluated the localization of WT or C70A AnkG-

GFP in MDCK cells grown in low calcium medium by measuring the fluorescence 

intensity ratios of membrane to cytosolic staining.  A majority of WT AnkG-GFP remains 

on the plasma membrane, as observed with native AnkG (Figure 12A). In contrast the 

C70A mutant was mainly distributed in the cytoplasm (Figure 15A, 4D).  WT and C70A 

AnkG-GFP show average intensity ratios between plasma membrane and cytoplasm of 

8.3±0.3 and 2.7±0.2 respectively, (p<0.001). This observation indicates that C70 is 

required for targeting AnkG to the plasma membrane in the absence of E-cadherin and 

β2-spectrin. Interestingly, WT AnkG-GFP also associates with internal structures that are 

currently uncharacterized. 

One interpretation of loss of C70A AnkG association with plasma membranes of 

unpolarized MDCK cells (Figure 15A) is that C70 is required for stable folding or 

protein-protein interactions. We therefore examined membrane localization of C70A 

AnkG in polarized MDCK cells, which display normal localization of AnkG binding 

partners (Figure 12B). In contrast to unpolarized MDCK cells, WT and C70A AnkG 

associate equivalently with the lateral membrane in polarized MDCK cells (Figure 15B, 
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4D; WT and C70A AnkG-GFP show indistinguishable average intensity ratios between 

plasma membrane and cytoplasm  of 10±0.5 and 8.9±0.5 respectively,  p=0.1248).  

In order to compare effects of C70A mutation with a loss of spectrin-binding 

mutation we utilized a DAR999AAA mutant AnkG that lacks spectrin-binding activity 

(Kizhatil et al., 2007b). We compared the plasma membrane targeting of WT, C70A, 

DAR999AAA and C70A/DAR999AAA double mutated AnkG expressed by transient 

transfection of MDCK cells. Both the DAR999AAA mutant and C70A/DAR999AAA 

double AnkG mutant exhibited plasma membrane localization.  However, more of the 

double mutant remained cytosolic than with either mutation alone (Figure 15C, 15E).  

WT, C70A, DAR999AAA and C70A/DAR999AAA double mutated AnkG show average 

intensity ratios between plasma membrane and cytoplasm of 8.5±0.4, 8.1±0.5, 7.8±0.5 and 

5.4±0.3 respectively ( p<0.001).  

To evaluate the possibility that C70A mutation interferes with AnkG binding to 

known membrane-spanning proteins, we directly evaluated ability of C70A mutant 

AnkG-GFP to interact with E-cadherin and neurofascin using a membrane-recruitment 

assay in 293 cells. This assay takes advantages of the fact that WT AnkG, when 

expressed at high levels, exists in the cytoplasm, but can be recruited to the plasma 

membrane if co-expressed with a membrane partner. Detailed information of this assay 

can be found in previous publications (Kizhatil et al., 2007a; Zhang and Bennett, 1998). 

WT and C70A/DAR999AAA double mutant AnkG both were cytosolic when over-
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expressed in 293 cells, but were equivalently recruited to the plasma membrane when 

co-transfected with either E-cadherin or neurofascin (Figure 16). C70A mutation thus 

has no effect on association of AnkG with at least two of its known protein partners. 

These results taken together are consistent with a role of palmitoylation of C70 in 

membrane targeting of ankyrin-G to the membrane of unpolarized MDCK cells (Figure 

15A). 
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Figure 15: C70A mutation prevents AnkG retention in MDCK cells grown in 

low calcium. 

(A, B), stable MDCK cells expressing WT or C70A AnkG-GFP were grown in low 

calcium medium or normal medium, then fixed and immunostained against GFP. (C), 

WT, C70A, DAR999AAA (DAR) and DAR999AAA, C70A double mutant (C70A, DAR) 

AnkG-GFP cDNA were transfected into MDCK cells, Scale bars, 10µm for A, B and C. 

(D), Quantitative results of the fluorescence intensity ratio of plasma membrane vs. 

cytoplasmic staining in AnkG stable MDCK cell lines. (p<0.001 for ANOVA, n=26-31 

from two independent experiments). (E), Quantitative results of the fluorescence 

intensity ratio of plasma membrane vs. cytoplasmic staining of WT, C70A, DAR999AAA 

(DAR) and DAR999AAA, C70A double mutant (C70A, DAR) (p<0.001 for ANOVA, 

n=26-28 from three independent experiments). * indicates p<0.05. 
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Figure 16: C70 mutation does not affect AnkG interactions with E-cadherin or 

neurofascin. 

The membrane recruitment assay was used to monitor AnkG interactions with the 

interacting partners, E-Cadherin and Neurofascin. 80ng WT AnkG-GFP (A) or 

C70A/DAR999AAA AnkG-GFP (B) was transfected into HEK293 cells with or without 

(control) 100ng binding partner (V5-E-Cadherin or HA-Neurofascin). Cells were then 

fixed and double stained with anti-HA or -V5 (red) and anti-GFP (green) antibodies 

(scale bar, 10 µm). 
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3.3.4 Effect of C70A and DAR999AAA mutations on AnkG membrane 
dynamics 

It is known that palmitoylation can alter membrane protein dynamics and 

intracellular trafficking (Henis et al., 2006). Here, we used Fluorescence recovery after 

photobleaching (FRAP) to examine whether C70A and DAR999AAA mutations affect 

mobility of GFP-tagged 190 kDa AnkG within the lateral membrane of polarized MDCK 

cells. WT AnkG exhibited rapid recovery to about 40 percent of its pre-bleach intensity 

in the first 100 seconds following photobleaching.  However, WT AnkG exhibited little 

further recovery in the remaining 400 seconds, demonstrating a substantial immobile 

fraction of around 60 percent in the time scale of these measurements. In order to 

exclude the possibility that the partial recovery is an artifact resulting from total 

fluorescence loss, we analyzed our data by normalizing to an unbleached region (see 

experimental procedures for detail). We found that C70A mutation showed no 

significant increase in the mobile fraction or the initial rate of AnkG recovery within 5 

minutes (Figure 17A, B). However, loss of β2-spectrin interaction through the 

DAR999AAA mutation further increased the mobile fraction by more than 30%, 

indicating that AnkG is restricted by association with β-2 spectrin (Figure 17A, B).  The 

double mutant C70A/DAR999AAA AnkG showed no further increase in recovery 

compared to DAR999AAA mutation alone (Fig. 17A, B).  These FRAP data demonstrate 

that a substantial fraction of lateral membrane-associated AnkG is immobile over a 5 



 

70 

minute measurement, and that loss of interaction with β2-spectrin but not C70A 

mutation increases the mobile fraction of AnkG.  
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Figure 17: Effects of C70A mutation on AnkG dynamics at the lateral 

membrane 

(A), 300ng WT, C70A , DAR999AAA and C70A/ DAR999AAA double mutant AnkG-

GFP were transfected into MDCK cells. Fluorescence recovery after photobleaching 

(FRAP) was performed using LSM780 confocal microscope. The representative graphs 

show the fluorescence recovery within 5 minutes, yellow boxes indicate the regions 

bleached. B, quantitative results of N=10 repetitive measurements. The normalized 

fluorescence intensities were plotted against time and regressed against the one phase 

exponential equation , using Graphpad Prism5 (scale bar, 10µm).   
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3.3.5 C70A mutation abolishes AnkG function in lateral membrane 
biosynthesis 

AnkG collaborates with β2-spectrin in biogenesis of the lateral membrane in 

human bronchial epithelial cells (Kizhatil and Bennett, 2004; Kizhatil et al., 2007b). We 

evaluated effects of the C70A mutation on this AnkG function by knocking down 

endogenous AnkG in MDCK cells followed by rescue with GFP-tagged wild-type or 

mutant AnkG. We generated a doxycyclin-inducible AnkG shRNA MDCK stable cell 

line with a hairpin sequence targeting the ankyrin repeat domain. The targeting vector 

included the fluorescent protein mCherry which allowed isolation of infected cells by 

fluorescence activated cell sorting (FACS). RT-PCR  and immunoblotting showed that 48 

hour induction by doxycyclin diminished 210 kDa AnkG by more than 90% at both 

mRNA and protein levels without affecting the 100 and 120 kDa isoforms (Figure 18A).  

We observed that when AnkG is silenced by 90 percent, lateral membrane height is 

reduced from 10 microns to 3 microns (Figure 18B, C) (Kizhatil and Bennett, 2004). 

When cells depleted of endogenous AnkG were transfected with WT 190 kDa AnkG-

GFP, the lateral membrane was restored to its normal height, as previously reported 

(Kizhatil and Bennett, 2004).  However, expression of C70A 190 kDa AnkG failed to 

rescue lateral membrane height, and resulted in further intracellular accumulation of 

AnkG-GFP (Figure 18B). Of note, we found that rescue of lateral membrane height was 

dependent on expression of the rescue plasmid in adjacent cells, since cells that shared a 

cell-cell contact with a non-transfected cell demonstrated much lower cell heights.  
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Figure 18: C70A mutation abolishes AnkG function in lateral membrane 

biosynthesis. 

(A), doxycycline-inducible AnkG-shRNA MDCK cell line was generated using an 

engineered Tet-pLKO-mCherry vector. Two days doxycycline induction could 

selectively knock down 90% ~200kDa AnkG. (Blot is representative of at least three 

independent experiments). (B), XZ planes of lateral membrane under different 

conditions (green, AnkG; white, ZO-1, scale bar, 10µm). AnkG knockdown cells show 

defect in lateral membrane height compared to luciferase-shRNA cells. WT AnkG, but 

not C70A mutant is able to restore the height of lateral membrane. (C), quantitative 

results of the height of lateral membrane. The height was defined as the distance 

between the bottom of ZO-1 staining and the end of lateral membrane. Mean lateral 

membrane height was 9.8±0.3µm for Luciferase shRNA, 3.4±0.4µm for AnkG shRNA, 

9.1±0.6µm for WT-AnkG rescue, and 4.1±0.5µm for rescue with C70A AnkG-GFP. 

Conditions were compared using one-way ANOVA followed by a Tukey Post-hoc test 

(p<0.001 for ANOVA, n=24-30 per condition). * indicates p<0.05. 
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3.3.6 C70A mutation abolishes function of 270kDa AnkG at the axon 
initial segment  

270/480kDa AnkG concentrates at the AIS of neurons throughout the peripheral 

and central nervous system and recruits β4-spectrin and neurofascin (Jenkins and 

Bennett, 2001; Kordeli et al., 1995; Zhou et al., 1998). None of the known binding 

partners for AnkG are sufficient for its localization to the AIS (Hedstrom et al., 2007; 

Zhang and Bennett, 1998). We determined whether C70 plays a role in targeting of 

270kDa AnkG to the AIS of cultured hippocampal neurons using a similar knockdown 

and replacement strategy as used in MDCK cells. By transfecting cells at 4-5 days in 

vitro, we are able to rescue AnkG expression during AIS formation to test the function of 

the mutant proteins. C70A 270kDa AnkG-GFP concentrated normally at the AIS in 

hippocampal neurons containing endogenous AnkG and intact AIS (Figure 20). 

However, if endogenous AnkG was depleted by shRNA, C70A AnkG was unable to 

cluster at the AIS region, and instead distributed evenly in the soma, dendrites and axon 

of transfected neurons (Figure 19A, B). Similarly, interaction with spectrin is also critical 

for formation of the initial segment, since DAR999AAA was also unable to cluster at the 

AIS (Figure 19A, B). Moreover, C70A 270kDa AnkG also lost ability to cluster 

neurofascin and sodium channels to the AIS (Figure 19D, E, F).  This loss of ability to 

recruit neurofascin to the AIS is not a result of a loss of neurofascin binding since the 

AnkG double mutant (C70A/DAR999AAA) still interacts with neurofascin in the 

membrane recruitment assay in 293 cells (Figure 16).  These results are consistent with a 
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requirement for palmitoylation for function of AnkG at the AIS as well as epithelial 

lateral membranes. 
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Figure 19: C70A mutation abolishes 270 kDa AnkG clustering and function at 

axon initial segments in hippocampal neurons. 

(A, D), anti-GFP staining for 270kDa AnkG-GFP shown in green, mCherry marking 

transfected neurons shown in red and the axonal marker neurofilament shown in white 

(scale bar 50 µm). Brackets mark the axon initial segment, which is shown at higher 

magnification below each image (scale bar, 10 µm). (B), quantification of fluorescence 

intensity along the axons. (C), quantification of the anti-GFP fluorescence intensity ratio 

of axons to dendrites (n=3, * indicates p<0.05). (E, F) quantification of the anti-

endogenous neurofascin or pan sodium channel fluorescence intensity ratio of axons to 

dendrites in cells depleted of endogenous 270kDa AnkG and rescued with mock, WT, 

C70A or DAR999AAA AnkG-GFP (n=3-4, * indicates p<0.05). 
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Figure 20: C70A 270kDa AnkG-GFP localizes at axon initial segments in wild 

type hippocampal neurons. 

Hippocampal neurons were transfected with C70A 270kD AnkG-GFP, and fixed at day 

7. (A), anti-GFP staining for C70A 270kD AnkG-GFP shown in green, anti-neurofascin 

shown in red (scale bar 100um). (B), measurements of fluorescent intensity along the 

axons.  

 



 

78 

3.4 Discussion 

Here we demonstrate that AnkG is S-palmitoylated at cysteine 70 in MDCK cells, 

and that C70A mutation abolishes activity of AnkG in biogenesis of epithelial lateral 

membranes and assembly of the AIS in neurons. We also find that C70A mutation 

prevents association of AnkG with the plasma membrane of unpolarized MDCK cells.  

The C70A mutation is unlikely to result in loss of folding of AnkG since this residue is 

located in a predicted solvent-exposed loop of an ankyrin repeat (Figure 14A).  

Moreover, C70A mutation has no effect on interaction of AnkG with polarized MDCK 

cell lateral membranes or on interaction with E-cadherin or neurofascin.  Effects of C70A 

mutation therefore are consistent with requirement of S-palmitoylation for function of 

AnkG at epithelial lateral membranes and the AIS.  However, it is important to note that 

we cannot exclude other interpretations such as requirement of cysteine 70 for 

interaction with unidentified proteins. 

A critical step in developing the palmitoylation hypothesis will be to identify 

which of the 24 palmitoyl-transferases are responsible for modification of AnkG. These 

enzymes exhibit specific expression and localization patterns and determine protein 

subcellular targeting, protein stability and membrane micropatterning (Aicart-Ramos et 

al., 2011; Greaves and Chamberlain, 2010). C70 is conserved among three ankyrin 

isoforms and across vertebrate species as well as one of the Drosophila ankyrin genes 

(Figure 14B). Therefore, it will be important to evaluate palmitoylation of other ankyrin 
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members and to determine if there is a conserved palmitoylation-dependent targeting 

mechanism shared by the ankyrin family. 

FRAP measurements of WT AnkG-GFP motility on the lateral membrane in 

MDCK cells surprisingly shows a limited mobile fraction, which can be increased by 

30% upon loss of β2-spectrin interaction but not palmitoylation (Figure 17A, B).  The 

increased recovery with loss of spectrin binding is unlikely to result from plasma 

membrane-cytoplasm protein exchange, since WT AnkG-GFP reaches a steady plateau 

at only 40% fractional recovery. Our findings, for the first time, suggest the existence of 

membrane subdomains or compartments which may coordinate AnkG, β2-spectrin and 

probably other proteins. Those domains could play important roles in limiting AnkG 

dynamics on the lateral membrane. Even though the C70A mutation shows no effect on 

AnkG mobility, palmitoylation could be involved in organizing those subdomains.  

Interestingly, it has been reported that palmitoylated proteins are targeted to “lipid 

rafts” membrane subdomains (Delint-Ramirez et al., 2011; Fragoso et al., 2003; Linder 

and Deschenes, 2007). Furthermore, neurofascin, an AnkG binding partner, is 

palmitoylated at a site in the transmembrane domain conserved among the L1CAM 

family (Ren and Bennett, 1998).  It will be of interest to study how the doubly 

palmitoylated AnkG-neurofascin complexes alter the properties of membrane domains 

in neurons.  It also will be important in future experiments to directly visualize the 
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distribution of AnkG and other palmitoylated proteins at those membrane domains 

using high-resolution 3D microscopy. 

A striking finding that stimulated our discovery of S-palmitoylation of AnkG 

was the retention of AnkG at the plasma membrane of unpolarized MDCK cells grown 

in low calcium (Figure 12A).  AnkG is the only lateral membrane-associated protein that 

we are aware of that persists under low calcium conditions, and this behavior depends 

on C70 (Figure 15A, B). Residual AnkG is not associated with its partners β2-spectrin or 

E-cadherin, which are located in the cytoplasm, and may function as a template during 

reassembly of these proteins on the lateral membrane following restoration of calcium.  

It is tempting to speculate that residual AnkG remains membrane-associated through its 

C70-palmitate modification. In this case, lipid-based patterning of AnkG and other 

palmitoylated proteins may play important roles in determining lateral membrane 

identity.  

Interestingly, in Chapter 2 we found that fusion of the B-linker to the ANK 

repeat domain of ankyrin-G or ankyrin-B reduces their lateral membrane targeting. One 

explanation may be that B-linker interferes with S-palmitoylation, since protein S-

palmitoylation is mediated by a group of palmitoyltransferases, which can transiently 

associate with their substrates and transfer palmitic acids to target cysteine(s).  Another 

possibility is that palmitoylation follows association of ANK repeats with membrane 
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proteins. In this case, the B-linker prevents ANK repeat domains from binding to plasma 

membrane compartments where they are subsequently palmitoylated. 
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Chapter 4. Ankyrin-G Palmitoylation and βII-spectrin 
Binding to Phosphoinositides Drive Lateral Membrane 
Assembly 

4.1 Introduction 

A common organizational principle shared by the spectrin-ankyrin-based plasma 

membrane domains, as presented in reviews and cartoons, is straightforward: 

membrane-spanning proteins, including cell adhesion proteins capable of responding to 

extracellular cues as well as membrane transporters, are “anchored” within the fluid 

bilayer by association with ankyrin, which in turn is coupled to an extended spectrin-

actin network that is tightly associated with the plasma membrane. However, these 

protein-based models, while descriptive of steady state protein composition, do not 

provide an explanation for how membrane domains are actually assembled and 

precisely localized in cells.        

In Chapter 3, we found that ankyrin-G is S-palmitoylated at a conserved cysteine 

70, which is required for its function in assembling membrane domains, suggesting the 

essential roles of lipids in membrane domain assembly. Indeed, membrane lipids and 

lipid modifications play important roles in determining plasma membrane identity. For 

example, phosphoinositide lipids are increasingly recognized as critical determinants of 

plasma membrane organization in addition to their roles in intracellular organelles 

(Hammond et al., 2012; Johnson et al., 2012; Martin-Belmonte et al., 2007; Nakatsu et al., 

2012; Shewan et al., 2011). In addition, the aspartate-histidine-histidine-cysteine (DHHC) 
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family of 23 protein palmitoyltransferases, first discovered in yeast, now are known to 

function in vertebrates in targeting and trafficking of membrane proteins (Bartels et al., 

1999; Fukata et al., 2004; Fukata and Fukata, 2010; Greaves and Chamberlain, 2011; Roth 

et al., 2002). Beta-spectrins contain a pleckstrin homology domain with preference for 

phosphatidylinositol 4, 5-bisphosphate (PI(4,5)P2) (Das et al., 2008; Trave et al., 1995). 

Moreover, as described in the last chapter, different from any known polarized lateral 

membrane proteins, ankyrin-G remains on the plasma membrane of unpolarized MDCK 

cells through the palmitoylated cysteine 70 (Figure 11 and 15A), suggesting ankyrin-G as 

a candidate to function as a template to assemble lateral membranes. Together, these 

considerations suggest the membrane lipid environment and in particular 

phosphoinositides and protein palmitoylation, are likely to work in concert with 

ankyrin- and spectrin-based protein interactions in establishing and/or regulating 

membrane domains. 

In this Chapter, we identifies DHHC 5 and 8 as the only DHHC family members 

localized to the lateral membrane of MDCK cells and the two palmitoyltransferases 

responsible for palmitoylation and targeting of ankyrin-G. We also find that βII-spectrin 

requires binding to both ankyrin-G as well as phosphoinositide lipids in order to localize 

and function at lateral membranes. βII-spectrin thus operates as a co-incidence detector 

that ensures high spatial fidelity in its polarized targeting to the lateral membrane. 

Together these findings demonstrate a critical requirement of palmitoylation and 
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phosphoinositide recognition in addition to protein-protein interactions for precise 

assembly of ankyrin-G and βII-spectrin at the lateral membrane of epithelial cells. 

 

4.2 Methods and Materials  

Plasmids 

The 23 HA tagged mouse DHHC constructs were a kind gift from Dr. Masaki 

Fukata (National Institute for Physiological Sciences, Japan). DHHC5 was subcloned 

into peGFP-C1 vector using SacII and BamHI cut sites; DHHC8 was subcloned into 

peGFP-C1 vector using SalI and BamHI cut sites; DHHC14 was subcloned into peGFP-

N1 using HindIII and EcoRI cut sites. The wild type ankyrin-G-GFP and mutants C70A 

and DAR999AAA were previously described (Kizhatil et al., 2007b). The human βII-

spectrin cDNA was subcloned into peGFP-C3 vector using HindIII and SacII cut sites, 

the mutations Y1874A and K2207Q were introduced by mutagenesis. For βII-spectrin 

purification, a prescission protease site (LEVLFQGP) was introduced between the GFP 

and start codon. The pleckstrin homology domain of human βII-spectrin (PH domain: 

amino acids 2200-2305) was subcloned into peGFP-N1 using XhoI and SacII cut sites.  

Reagents and antibodies 

Palmitic Acid, [9,10-3H(N)] (PerkinElmer); N-Ethylmaleimide and 

hydroxylamine (Sigma); EZ-Link BMCC-Biotin, 1-Biotinamido-4-[4 -́

(maleimidomethyl)cyclohexanecarboxamido]butane (Thermo Scientific); Dynabeads 
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with protein-G and Lipofectamine 2000 transfection reagent (Invitrogen); QuikChange II 

XL Site-Directed Mutagenesis Kit (Agilent Technologies). Mouse α-HA monoclonal 

antibody (Santa Cruz); rabbit α-GFP polyclonal antibody (lab generated); chicken α-GFP 

polyclonal antibody, rat α-E-cadherin monoclonal antibody (Abcam); rabbit α-ankyrin-

G polyclonal antibody (lab generated using the C terminal domain as epitope); rabbit α-

biotin polyclonal antibody, rabbit α-DHHC5 polyclonal antibody, rabbit α-DHHC8 

polyclonal antibody (Abcam); mouse α-GAPDH monoclonal antibody (sigma); mouse α-

ZO-1 monoclonal antibody (Invitrogen). 

Metabolic radiolabeling 

This assay was performed following the protocol previously described with a 

few modifications (Fukata et al., 2006). In brief, 106 HEK293T cells were plated in the 6-

well plates and transfected with 2μg HA-DHHC plasmids plus 3μg ankyrin-G-GFP 

plasmids. 20 hours after transfection, the cells were incubated with DMEM 

supplemented with 5% dialyzed FBS for 1 hour, then [3H]palmitic acid was added to the 

final concentration of 200μCi/ml. After 4 hours incubation, the cells were washed with 

PBS and lysed directly using 0.5ml SDS-PAGE buffer (62.5mM Tris–HCl pH 6.8, 10% 

glycerol, 2% SDS, 0.001% bromophenol blue and 10mM DTT) and heated for 5 minutes 

at 70oC. The proteins were separated in 3.5%-17.5% gradient polyacrylamide gels. For 

western blotting, samples were transferred onto nitrocellulose membrane and probed 

with α-GFP, or α-HA antibody. For autoradiography, the gels were treated with amplify 
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fluorographic reagent, dried using cellophane membrane and exposed to X-ray film at -

80oC. 

Generation of doxycycline-inducible shRNA MDCK cell lines 

The original pLKO-Tet-on lentiviral vector (Addgene) was modified by 

replacement of the puromycin resistant gene with fluorescent TagBFP, and the IRES 

(internal ribosome entry site) with P2A peptide (GSGATNFSLLKQAGDVEENPGP), 

which mediates co-translational cleavage. After cloning the shRNA hairpin targeting 

genes of interest to the vector, lentivirus was generated following standard protocol 

(Wiederschain et al., 2009). On the day of infection, 0.5-1×106 MDCK cells were mixed 

with virus and 8μg/ml polybrene and plated in 6-well dishes. 16 hours later, the cells 

were extensively washed to remove viral particles and then grown in DMEM, 10% FBS. 

The next day, cells were trypsinized and sorted for the brightest TagBFP population 

(~1%), which can be maintained as a stable cell line. Hairpins used to target genes of 

interest: luciferase control (ggagatcgaatcttaatgtgc); dog ankyrin-G 

(gctagaagtagctaatctcct); dog βII-spectrin (ggtgctattactatctcaaga); dog DHHC5 

(gtgtcagatgggcagataact); dog DHHC8 (acctgtccaggaccatcatgg); dog DHHC5/8 

(tgggtgaacaactgtatcg). 

rtPCR  

To examine the native transcription of DHHC5 and DHHC8 in MDCK cells, total 

RNA was isolated using standard TRIzol-based protocol, and cDNA was generated 
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using SuperScript®  III First-Strand Synthesis System (Life technology). Primers used for 

gene amplification:  dog GAPDH (F: ggtgatgctggtgctgagtatgttg; R: 

agtggaagcagggatgatgttctgg); dog DHHC5 (F: ggaggatgaagacaaggaagatgac; R: 

gctacagggatgaagaataagccag); dog DHHC8 (F: gatgaggacgaggataaggaggac; R: 

gatgacagggatgaagaagaggc). 

Acyl-biotin exchange assay 

This assay was described in the last chapter. Briefly, Luc-, DHHC5-, DHHC8- or 

DHHC5/8-shRNA cells were induced by 4μg/ml doxycycline for 3 days and then 

homogenized in the presence of 50mM N-Ethylmaleimide. 1% SDS was added to the 

lysates to increase ankyrin-G solubility. After sonication and centrifugation, Triton X-100 

was added to a final concentration of 1% (v/v) to quench SDS. 60 μl of dynabeads 

preloaded with 10μg α-ankyrin-G antibody were then incubated with the lysates 

overnight. The beads were then washed and incubated with hydrolysis-labeling buffer 

(1M hydroxylamine/Tris as a control, 80μM biotin-BMCC, 10mM sodium phosphate, 

2mM NaEDTA, pH=7) at room temperature for 2 hours. Beads were then washed and 

incubated with  loading buffer (2% SDS, 10% glycerol, 40mM Tris-HCl, 150mM NaCl, 

2mM NaEDTA, 200mM DTT with bromophenol blue). Samples were analyzed by SDS-

PAGE and probed by immunoblotting with α-ankyrin-G or α-biotin antibodies. The 

total cell lysates were also collected and analyzed to confirm the knockdown efficiency 

of DHHC5 and 8. 
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Transfection and Immunofluorescence 

To examine the subcellular localization of the 23 DHHC palmitoyltransferases, 

1×105 MDCK cells were plated in the insert of MatTek plates. The next day, cells were 

transfected with 80ng plasmids encoding HA- or GFP-DHHC using Lipofectamine. 48 

hours later, the cells were fixed by 4% paraformaldehyde for 15 minutes, permeabilized 

by 0.4% Triton-X100 for 10 minutes, blocked by 5% BSA, and incubated with primary 

antibody overnight at 4oC. Alexa Fluor 488, 568 were used for secondary antibody. To 

study the localization of ankyrin-G after silencing DHHC5, DHHC8 or DHHC5/8, cells 

were induced by 4μg/ml doxycycline for one day and then re-plated on MatTek plates in 

the presence of doxycycline for another 2 days before fixation. Parallel samples were 

collected for western blotting to study ankyrin-G levels.  

Calcium switch assay and lateral membrane re-assembly 

The calcium switch assay was described in the last chapter. Here we used this 

assay to study lateral membrane re-assembly. Luc-, Ankyrin-G- or DHHC5/8-shRNA 

cells were induced by 4 μg/ml doxycycline for 3 days, then trypsinized and plated in 

calcium-depleted medium (DMEM, 5% dialyzed FBS, 4 μg/ml doxycycline, 106 cells in 

MatTek plates). The next day, washed the plates slightly to remove un-attached cells and 

then switched to regular medium (DMEM, 10% FBS, 4 μg/ml doxycycline). Cells were 

then fixed at different time points (2 hours, 4 hours, 8 hours, 16 hours and 24 hours). To 

examine the localization of transfected GFP-DHHC5 and 8 in unpolarized MDCK cells, 
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100ng DNA was transfected into MDCK cells following standard protocol. 6 hours later, 

the cells were trypsinized and re-plated in calcium-depleted medium and kept for 24 

hours before fixation. 

Lateral membrane rescue 

107 Ankyrin-G-shRNA or βII-spectrin-shRNA cells were induced in 10cm dishes 

in the presence of 4 μg/ml doxycycline for 16 hours. Then 1.5×105 pre-induced cells were 

re-plated in MatTek plates. 8 hours later, cells were washed and transfected them with 

100ng rescue plasmids (GFP, Ankyrin-G-GFP or GFP-βII-spectrin) using the standard 

protocol. Cells were maintained in 4 μg/ml doxycycline and fixed 48 hours after 

transfection. 

Microscopy 

Imaging for fixed samples was performed at room temperature using a Zeiss 

LSM780 confocal microscope with either a 63×, NA 1.40 or 100×, NA 1.45 objective lens. 

Secondary antibodies were conjugated with Alexa fluor 488, 568 or 647. XZ planes were 

reconstructed from Z stacks with optical sections of 250nm using ZEN 2012 software. 

For live imaging, the incubation chamber was maintained at 37oC, 5% CO2, and cells 

were maintained in growth medium (DMEM, 10% FBS). For 3D deconvolution 

microscopy, images were collected at room temperature using the 100×, NA 1.45 

objective lens with optical sections of 250nm, and subjected to 3D deconvolution in 

Volocity 3D Image Analysis Software (PerkinElmer) with a point spread function (Axial 
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Spacing In Z: 0.25 µm, Lateral Spacing In X-Y: 0.0277 µm, Medium Ref. Index: 1.52, 

Numerical Aperture: 1.45, Detector Pinhole Size: 1 Airy unit(s)). 

Expression and purification of βII-spectrin: 

βII-spectrin was cloned into peGFP-C3 along with a prescission protease site 

(LEVLFQGP) between the GFP and ATG of βII-spectrin. Mutations were made into the 

βII-spectrin sequence using site-directed mutagenesis (Stratagene). WT-βII-spectrin and 

mutants were transfected into 293T17 cells in 10 cm dishes using lipofectamine 

(Invitrogen). After 36 hours lysates were produced from each transfection and GFP-βII-

spectrin was isolated using a rabbit anti-GFP antibody and pulled down using protein-G 

dynabeads (Invitrogen). After extensive washing using high salt and TritonX-100, βII-

spectrin was released from dynabeads using prescission protease enzyme (GE Life 

Sciences).  

Ankyrin-G-βII-spectrin binding assay 

His-tagged ankyrin-G expressed in S9 cells was purified as previously described 

(Kizhatil et al., 2007a). GFP-βII-spectrin WT and GFP-βII-spectrin Y1874A expressed and 

purified from HEK293 cells were immobilized using antibody against GFP on protein-G 

dynabeads and increasing concentrations of ankyrin-G-His were added to a final 

reaction volume of 200μl in binding buffer (10 mM sodium phosphate, 75 mM NaCl, 

1mM DTT, 1mM EDTA, 5% sucrose and 4% BSA, pH 7.3). Bound and free ankyrin-G-

His were separated by pelleting beads through a 20% sucrose cushion. The amount of 
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bound ankyrin-G-His was determined through immunoblotting with α-His antibody 

followed by phosphor image analysis. Data points were generated after normalization 

for βII-spectrin levels and nonspecific binding of ankyrin-G.  

Fluorescence recovery after photobleaching 

300ng plasmids encoding GFP-βII-spectrin WT or Y1874A were transfected into 

βII-spectrin-silenced MDCK cells as described above. The GFP signals were collected 

every 5 seconds for a 3-minute period, at each time point three regions were monitored: 

region 1 is the photobleached membrane area; region 2 is a membrane area of an 

adjacent transfected cell, which can be used to control the signal variability; region 3 is a 

non-transfected cell region, which is used to correct the background noise. The signal 

from region 1 was double-normalized to that from region 2 and 3, and then fitted to the 

exponential equation . 

Phosphatidylinositol binding assay  

We purchased phosphatidylinositol labeled liposomes that contained a biotin tag 

from Echelon Biosciences. Liposomes for PIP2(3,4), PIP2(4,5), PIP3(3,4,5) and 

PIPN(control) were used at 10 μM concentration and incubated with purified βII-

spectrin WT and βII-spectrin K2207Q in interaction buffer (50 mM Tris, 100 mM NaCl, 

1mM DTT, 5% sucrose and 3% fatty-acid free BSA, pH 7.4). Bound βII-spectrin was 

separated from free βII-spectrin through pull down of liposomes using streptavidin-
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labeled dynabeads. Levels of protein binding were determined by immunoblotting 

using α-βII-spectrin antibody and quantified through phosphor imager. 

Data analysis 

ImageJ was used to measure the fluorescence intensity of confocal microscopy 

images, and a typhoon-9200 phosphor imager and Imagequant software were used to 

quantify the intensity of western blots. Student’s t-test was used to analyze two-group 

comparison, and one-way ANOVA followed by Tukey’s tests were used to perform 

multiple group comparison. The tests were performed using GraphPad Prism 5 

software.  

 

4.3 Results 

4.3.1 DHHC5 and 8 are the physiological ankyrin-G palmitoyl-
transferases in MDCK cells. 

We previously demonstrated that cysteine 70 of ankyrin-G is palmitoylated, and 

is required for ankyrin-G function in formation of epithelial lateral membranes of 

MDCK cells as well as axon initial segments of hippocampal neurons (He et al., 2012). 

We next sought to identify the palmitoyltransferase(s) responsible for modifying 

ankyrin-G. A screening assay using metabolic labeling with tritiated-palmitate in cells 

co-transfected with substrate and individual member of the DHHC family of 23 

palmitoyltransferases has been widely used to determine enzyme specificity 

(Fernandez-Hernando et al., 2006; Fukata et al., 2004; Fukata et al., 2006; Iwanaga et al., 
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2009; Tsutsumi et al., 2009). Using this assay in HEK 293T cells, we observed a dramatic 

increase of palmitoylation of ankyrin-G-GFP when co-expressed with either DHHC5 or 

DHHC8, but not with the other 21 DHHC family members (Figure 21A). 

A phylogenetic comparison of the 23 mouse DHHC proteins shows that DHHC5 

and DHHC8 are closely related (Figure 21B). DHHC5 and DHHC8 use GRIP1b as a 

substrate in neurons and play critical roles in regulating AMPA-R trafficking (Thomas et 

al., 2012). Additionally, DHHC5 also directly palmitoylates flotillin-2 and is required for 

flotillin-2 oligomerization (Li et al., 2012). However, no study has characterized the 

biological functions of DHHC5 and 8 palmitoyltransferases in epithelial cells.  
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Figure 21: Ankyrin-G is palmitoylated by palmitoyltransferases DHHC5 and 

DHHC8. 

(A) DHHC5 and DHHC8 increase the palmitoylation level of ankyrin-G. Ankyrin-G-

GFP was co-transfected into HEK293 cells with each of the 23 HA-DHHC. After 

metabolic labeling with [3H]-palmitic acid, cells were lysed and analyzed by SDS-PAGE. 

(Top) the expression level of ankyrin-G-GFP probed by α-GFP antibody; (middle) 

autoradiograph showing the extent of protein labeling in cell extracts; (bottom) the 

expression level of the co-transfected HA-DHHC probed by α-HA antibody. (B) The 

phylogenetic tree of the 23 mouse DHHC shows that DHHC5 and DHHC8 are closely 

related. 
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We next asked where DHHC5 and 8 are localized in MDCK cells, and whether 

these particular palmitoyltransferases exhibit a distinct pattern compared to the other 21 

DHHC family members. Tagged DHHC proteins exhibit specific localization patterns in 

non-polarized HEK 293T cells (Ohno et al., 2006). However, the localization of DHHC 

proteins in epithelial cells has not been reported. 20 of the HA-DHHC constructs 

transfected into MDCK cells localized to intracellular compartments, most likely the 

Golgi/ER network as previously described (Ohno et al., 2006). However, DHHC5, 

DHHC8 and DHHC14 predominantly localized to the plasma membrane when viewed 

in XY sections (Figure 22A). The plasma membrane localization of DHHC8 and 

DHHC14 in MDCK cells was unexpected since these proteins are primarily intracellular 

in HEK 293T cells (Ohno et al., 2006). 3D confocal imaging in MDCK cells revealed that 

DHHC5 and DHHC8 are polarized and confined to the lateral membrane together with 

ankyrin-G (Figure 22B, 22C). DHHC14, in contrast to DHHC 5 and 8, localizes equally to 

both lateral and apical membranes (Figure 22D). DHHC5 and 8 thus are the only family 

members that co-localize with ankyrin-G on the lateral membranes of MDCK cells. 
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Figure 22: DHHC5 and DHHC8 colocalize with ankyrin-G at lateral 

membranes of MDCK cells. 

(A) HA-DHHC family members target to different membrane structures. HA-DHHC 1-

23 were expressed separately in MDCK cells, and visualized by immunofluorescence 

(red, α-HA; blue, DAPI). HA-DHHC5, 8 and 14 are primarily localized to the plasma 

membrane, while the others exist in intracellular compartments. Scale bar, 10 μm. (B, C 

and D) GFP tagged DHHC5, 8 and 14 were transfected into MDCK cells, after achieving 

complete polarization, the cells were fixed for immunofluorescence (green, α-GFP; red, 

α-ankyrin-G), the XZ planes were reconstructed from confocal Z-stacks. Scale bar, 10μm. 
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A critical test of whether ankyrin-G is a physiological substrate for DHHC5 and 8 

was to determine if knockdown of these enzymes resulted in loss of ankyrin-G 

palmitoylation. We first confirmed that both DHHC5 and DHHC8 are natively 

transcribed in cultured MDCK cells using RT-PCR (Figure 23A). Then we developed a 

cell-sorting strategy for generating doxycycline-inducible shRNA stable cell lines in 

order to study effects of knockdown of DHHC 5 and 8, either separately or together. We 

modified the single lentiviral vector Tet-inducible shRNA system (pLKO-Tet-On) 

(Wiederschain et al., 2009) in two ways: 1. The puromycin resistance gene was replaced 

with DNA encoding the fluorescent protein TagBFP (excite 402; emit 457) to allow 

fluorescent cell sorting without interfering with other fluorescent tags such as GFP or 

mCherry;  2. The internal ribosome entry site (IRES) was replaced with a 2A “self-

splicing” peptide linker to ensure that stimulation of shRNA expression also efficiently 

stimulated expression of TagBFP (Figure 23B). Through cell sorting, we were able to 

select a small population of MDCK cells with similar high levels of shRNA expression 

(Figure 23C). 

DHHC5 and DHHC8 genes of Canis lupus familiaris share identical genomic 

sequences in multiple regions, which allow individual knockdown as well as selection of 

a single hairpin simultaneously targeting both genes in MDCK cells. An acyl-biotin 

exchange assay was used to assess ankyrin-G palmitoylation (Drisdel et al., 2006). Single 

knockdown of either DHHC5 or DHHC8 had no effect on palmitoylation of ankyrin-G 
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(Figure 23D, E, F and J). However, silencing both DHHC5 and DHHC8 markedly 

reduced ankyrin-G palmitoylation (Figure 23G, H, I and J). In summary, DHHC 5 and 8 

are the physiological palmitoyltransferases responsible for palmitoylating ankyrin-G in 

MDCK cells based on their unique behavior compared to the other 21 DHHC family 

members in palmitoylating ankyrin-G in heterologous cells, their co-localization with 

ankyrin-G at the lateral membranes of MDCK cells, as well as loss of ankyrin-G 

palmitoylation following their knockdown in MDCK cells.   
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Figure 23: DHHC5 and DHHC8 exhibit functional redundancy in 

palmitoylation of ankyrin-G. 

(A) The rtPCR shows that both DHHC5 and 8 are natively transcribed in MDCK cells. (B 

and C) The cell sorting based strategy for making inducible shRNA cell lines. (D, E and 

F) Single knockdown of DHHC5 or DHHC8 shows no reduction of ankyrin-G 

palmitoylation. Endogenous ankyrin-G was immunoprecipitated and analyzed using 

acyl biotin exchange assay (D). The silencing efficiency of DHHC5 (E) or DHHC8 (F) 

was also verified. Luc is a control cell line which targets the luciferase gene. (G, H and I) 

Double knockdown of DHHC 5 and 8 causes significant reduction of ankyrin-G 

palmitoylation. (J) Quantification of the normalized ankyrin-G palmitoylation level, 

mean±SEM. Results were analyzed using one-way ANOVA and Tukey’s tests, p<0.001, 

n=3-5. 
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4.3.2 DHHC5/8 double knockdown phenocopies loss of ankyrin-G in 
MDCK cells 

We next examined effects of knockdown of DHHC5 and 8 on subcellular 

localization of endogenous ankyrin-G and on cell height. In the DHHC5/8 double 

knockdown cells, ankyrin-G staining spread from the plasma membrane to the cytosol, 

in contrast to the single knockdown or control cells where ankyrin-G was confined to the 

lateral membrane (Figure 24A and 24D). Residual ankyrin-G staining remaining on the 

lateral membrane may result from residual palmitoylation which was only 90 percent 

complete, and/or interaction with E-cadherin and/or βII-spectrin. In addition, 110 and 

120 kDa cross-reacting polypeptides (Figure 24B) likely resulting from alternative 

splicing lack ANK repeats and are not subject to palmitoylation (He et al., 2012; Hoock et 

al., 1997; Peters et al., 1995). The loss of membrane staining was not caused by reduction 

of ankyrin-G expression level based on immunoblots of control and DHHC5/8 double 

knockdown cells (Figure 24B and C). Interestingly, the DHHC5/8 double knockdown 

cell monolayer exhibited a markedly reduced lateral membrane height (Figure 24A, the 

XZ plane; 24E), thus phenocopying loss of ankyrin-G (Kizhatil and Bennett, 2004; 

Kizhatil et al., 2007b). This result is consistent with previous findings that ankyrin-G 

requires its palmitoylated cysteine 70 to restore the lateral membrane in ankyrin-G-

depleted MDCK cells (He et al., 2012). 
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Figure 24: Double knockdown of DHHC5 and 8 in MDCK cells causes 

disassociation of ankyrin-G from the plasma membrane and reduces lateral 

membrane height. 

(A) The inducible shRNA cell lines were treated with doxycycline to knockdown 

indicated genes, and then fixed for immunofluorescence (green, α-ankyrin-G; white, α-

ZO-1). The profiles represent the α-ankyrin-G fluorescence intensities across the regions 

of interest indicated by the white arrows. Scale bar, 10μm. (B) Representative western 

blot showing ankyrin-G levels after silencing DHHC5 and 8. (C) Quantification of the 

normalized ankyrin-G level in DHHC5/8-silenced cells, mean±SEM, student’s t-test, 

p=0.8, n=4. (D) Quantification of the α-ankyrin-G fluorescence intensity ratio of plasma 

membrane to cytosol. Results were analyzed using one-way ANOVA and Tukey’s tests, 

p<0.001, n=47-53. (E) Quantification of the lateral membrane height. Results were 

analyzed using one-way ANOVA and Tukey’s tests, p<0.001, n=47-53. 
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MDCK cells require millimolar concentrations of calcium to achieve apical-

basolateral polarity, and reversibly lose their polarity when transferred to a low calcium 

medium (Martinez-Palomo et al., 1980). We previously reported that ankyrin-G remains 

on the plasma membrane in un-polarized MDCK cells exposed to low calcium, while its 

binding partners E-cadherin and βII-spectrin re-locate to intracellular sites (Figure 25A. 

(He et al., 2012)). In contrast, C70A ankyrin-G mutant, which is resistant to 

palmitoylation, also exhibited loss of plasma membrane staining in un-polarized MDCK 

cells (He et al., 2012). Under the same low calcium condition, DHHC5 and DHHC8 

remain localized to the plasma membrane together with ankyrin-G (Figure 25B). 

Moreover, double knockdown of DHHC5 and 8 abolished the plasma membrane 

localization of ankyrin-G in un-polarized MDCK cells (Figure 25C). These results 

together with loss of membrane association by the C70A ankyrin-G mutant demonstrate 

that palmitoylation of ankyrin-G by DHHC5/8 drives its association with the plasma 

membrane in un-polarized MDCK cells.  

We next compared effects of knockdown of either DHHC5/8 or 210 kDa ankyrin-

G on lateral membrane re-assembly following restoration of calcium. Control cells (Luc-

shRNA) experienced rapid biosynthesis of the lateral membrane, and grew from about 2 

to 8 microns in height within 24 hours. In contrast, cells depleted of either 210 kDa 

ankyrin-G or DHHC5/8 failed to restore lateral membrane height and grew from 2 to 

only 3 microns over the same period (Figure 25D and E) (see Figure 26 for extent of 210 
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kDa ankyrin-G knockdown). However, loss of 210 kDa ankyrin-G or DHHC5/8 did not 

affect the establishment of cell polarity, indicated by unaltered tight junction staining for 

ZO-1 and lateral membrane staining for E-cadherin (Figure 25D). Cells depleted of either 

ankyrin-G or DHHC5/8 still maintained a residual lateral membrane of about 3μm. The 

remaining lateral membrane may result from incomplete knockdown as detectable 

levels of ankyrin-G as well as DHHC5/8 persist in shRNA-expressing cells (Figure 23, 

26). Alternatively, the residual height of 2-3 microns may represent lateral membrane 

that is independent of the ankyrin-G-DHHC5/8 pathway. 
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Figure 25: DHHC5/8 and ankyrin-G are required for lateral membrane re-

assembly following calcium switch. 

(A) Ankyrin-G persists on the plasma membrane in unpolarized MDCK cells. Polarized 

MDCK cells (Polarized) were trypsinized and grown in Ca2+-depleted medium for 24 

hours before fixation (-Ca2+), or switched back to regular medium for another 24 hours 

(+Ca2+). Samples were stained against Ankyrin-G, ZO-1, E-cadherin or βII-spectrin. 

Scale bar, 10μm. (B) GFP-DHHC5 and 8 colocalize with ankyrin-G in unpolarized 

MDCK cells (green, α-GFP; red, α-ankyrin-G), scale bar, 10μm. (C) DHHC5/8-silenced 

cells or control cells (Luc-shRNA) were plated in Ca2+-depleted medium, and fixed to 

stain against endogenous ankyrin-G, scale bar, 10μm. (D) DHHC5/8 or ankyrin-G-

silenced cells fail to re-assemble the lateral membrane following calcium switch. Luc-

shRNA, Ankyrin-G-shRNA and DHHC5/8-shRNA cells were induced by doxycycline to 

knockdown indicated genes, and then plated in Ca2+-depleted medium. 24 hours later, 

cells were switched back to regular medium and fixed at different time points, 2 hours, 4 

hours, 8 hours, 16 hours and 24 hours (green, α-E-cadherin; white, α-ZO-1), scale bar, 

10μm. (E) Quantification of the lateral membrane heights, mean±SEM, n=17-31. 
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4.3.3 βII-spectrin requires both ankyrin-G and phosphoinositides for 
lateral membrane targeting 

Results so far demonstrate that palmitoylation of ankyrin-G by DHHC5/8 is 

required for targeting ankyrin-G to the lateral membrane as well as for re-assembly of 

the lateral membrane following restoration of calcium to un-polarized MDCK cells. We 

next addressed the role of ankyrin-G in targeting βII-spectrin to the lateral membrane. 

βII-spectrin potentially can associate with plasma membranes either through its ankyrin-

binding site (Davis et al., 2009; Ipsaro et al., 2009), and/or through a pleckstrin homology 

(PH) domain that preferentially binds to PI(4,5)P2 (Das et al., 2006; Das et al., 2008; 

Hyvonen et al., 1995; Wang et al., 1996; Wang and Shaw, 1995). Analysis of epistatic 

relationships between β-spectrin and the two ankyrin genes in Drosophila indicate cell 

type-specific variations in utilization of PH domains and ankyrin-binding activities (Das 

et al., 2006; Das et al., 2008; Garbe et al., 2007; Mazock et al., 2010). We therefore wanted 

to determine how βII-spectrin assembles on the lateral membrane in MDCK cells.   

We faced technical challenges in imaging endogenous βII-spectrin and ankyrin-G 

polypeptides. βII-spectrin antibodies prepared from two different sets of rabbits 

recognized a large portion of intracellular structures and reacted weakly with the lateral 

membrane. We do not believe these antibodies accurately represent the localization of 

endogenous βII-spectrin for the following reasons. GFP-tagged βII-spectrin, which is 

biologically active since it rescues the loss of lateral membrane height in βII-spectrin 

knockdown cells, localizes almost entirely to the lateral membrane in cells depleted of 



 

106 

native βII-spectrin (not shown), whether viewed by live imaging  or in fixed cells using 

antibodies against GFP (Figure 27). Antibodies against ankyrin-G recognize a major 210 

kDa polypeptide as well as 110 and 120 kDa polypeptides that are likely alternatively 

spliced variants lacking ANK repeats (Figure 26) (Peters et al., 1995; Hoock et al., 1997). 

110 and 120 kDa polypeptides were not depleted by shRNA directed against the ANK 

repeat region (Figure 26). In order to avoid problems with βII-spectrin antibodies and 

complications due to multiple ankyrin-G alternative spliced variants, we therefore 

adopted the strategy of knockdown of endogenous 210 kDa ankyrin-G or βII-spectrin 

and replacement with GFP-tagged proteins as described next. 

We addressed the contributions of spectrin-ankyrin and spectrin-

phosphoinositide interactions in MDCK cells by evaluating mutations of ankyrin-G that 

abolish its binding to βII-spectrin, and mutations of βII-spectrin that abolish either its 

binding to either ankyrin or to phosphoinositides. In each set of experiments, native 210 

kDa ankyrin-G or βII-spectrin were knocked down and replaced with either GFP-tagged 

wildtype or mutated proteins. GFP-tagged proteins were visualized either using the 

same antibody against GFP, or by live imaging of native GFP fluorescence. This 

approach circumvented the problems with antibodies against βII-spectrin as well as 

complications due to alternatively spliced variants of ankyrin-G noted above. We 

utilized the same approach of doxycycline-inducible knockdown as employed with 

DHHC5 and 8 (see above; (Figure 23)) to achieve inducible loss of 80-90 percent of native 
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210 kDa ankyrin-G or βII-spectrin (Figures 26, 27). Cells induced for shRNA expression 

were subsequently transfected within 24 hours with GFP-tagged 190 kDa ankyrin-G or 

βII-spectrin (Methods). 190 kDa ankyrin-G and the native 210 kDa ankyrin-G differ in 

that 210 kDa ankyrin-G contains additional residues in the C-terminal regulatory 

domain (WeiChou Tseng and Vann Bennett, unpublished data). However, 190 and 210 

kD ankyrin-G do not exhibit any difference in localization or ability to restore the lateral 

membrane in MDCK cells. 

DAR999AAA mutation of ankyrin-G at surface residues of its ZU5N domain 

abolishes its binding to spectrin without affecting ankyrin-G expression levels (Ipsaro et 

al., 2009; Ipsaro and Mondragon, 2010; Kizhatil et al., 2007b). DAR999AAA ankyrin-G 

lost activity in restoring the lateral membrane in ankyrin-G-silenced cells (Kizhatil et al., 

2007b) (Figure 26A and 26B). However, DAR999AAA ankyrin-G still maintained its 

polarized localization at the residual lateral membrane, presumably due to 

palmitoylation and/or interaction with E-cadherin (Figure 26B).  Ankyrin-G thus does 

not require βII-spectrin for targeting to the lateral membrane.  

Mutation of a highly conserved tyrosine located in a surface-exposed loop within 

the 15th repeat of β-spectrins disrupts their interaction with ankyrins (Ipsaro et al., 2009; 

Ipsaro and Mondragon, 2010; Kizhatil et al., 2007b) (Figure 25f). We confirmed that the 

Y1874A mutation increased the dissociation constant of βII-spectrin for ankyrin-G from 

10-20nM to greater than 200nM, and thus reduced the affinity by at least 8 fold (Figure 
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26F and G). Y1874A βII-spectrin associated equally with both apical and lateral 

membranes and thus completely lost polarity (Figure 26C and D). Y1874A βII-spectrin 

also failed to restore the lateral membrane height (Figure 26C and D). The non-polarized 

plasma membrane association of Y1874A βII-spectrin is likely due to its PH domain, 

since the βII-spectrin PH domain fused to GFP also associates generically with all 

plasma membrane surfaces (Figure 27D).  

We performed fluorescence recovery after photobleaching (FRAP) experiments 

to examine whether loss of ankyrin-G interaction affects higher-order assembly of βII-

spectrin into stabilized structures. Indeed, the Y1874A GFP-βII-spectrin exhibited a 

marked increase in dynamics on the lateral membrane compared to the WT GFP-βII-

spectrin (Figure 26H), affecting both the extent of recovery (55% for WT, 86% for 

Y1874A) and half-time required for recovery (36s for WT, 17s for Y1874A). These results 

indicate that βII-spectrin depends on ankyrin-G for its localization and function in 

MDCK cells.   
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Figure 26: Ankyrin-G determines the polarized recruitment of βII-spectrin to 

the lateral membrane. 

(A) ankyrin-G knockdown efficiency. (B) Ankyrin-G-silenced cells were rescued by GFP, 

WT Ankyrin-G-GFP or DAR999AAA Ankyrin-G-GFP (green, α-GFP; white, α-ZO-1). 

Scale bar, 10μm. (C) βII-spectrin knockdown efficiency. (D) ΒII-spectrin-silenced cells 

were rescued by GFP, GFP-βII-spectrin WT or GFP-βII-spectrin Y1874A (green, α-GFP; 

white, α-ZO-1). Scale bar, 10μm. (E) GFP-βII-spectrin construct with precision protease 

site. (F) βII-spectrin’s ankyrin-binding domain, residue Y1874 is highlighted in yellow. 

(G) The protein binding curve of ankyrin-G with WT βII-spectrin or the Y1874A mutant. 

(H) The fluorescence recovery after photobleaching (FRAP) showing the dynamics of 

GFP tagged WT βII-spectrin or the Y1874A mutant on the lateral membrane, n=8-11. 
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We also confirmed the finding that in MDCK cells βII-spectrin requires ankyrin-

G to be polarized at the lateral membrane by examining endogenous proteins. In βII-

spectrin knockdown cell, ankyrin-G still localized at the lateral membrane, though the 

height was significantly reduced. However, in ankyrin-G knockdown cells, βII-spectrin 

was mislocalized to the apical surface (Figure 27).  

 

Figure 27: Knockdown of ankyrin-G causes apical mislocalization of βII-

spectrin. 

 

We next addressed the role of phosphoinositide recognition by the PH domain of 

βII-spectrin. Basic residues in the pleckstrin homology domain of β-spectrin required for 

binding to inositol (1,4,5) P3 have been identified using NMR and other methods 

(Hyvonen et al., 1995; Rameh et al., 1997). Moreover, mutation of a basic PH domain 

residue eliminated binding of Drosophila β-spectrin to PI(4,5)P2 (Das et al., 2008). We 
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confirmed that K2207Q mutation in the PH domain of βII-spectrin abolished binding 

affinity for phosphoinositides based on loss of interaction with lipid strips and 

liposomes containing various phosphoinositide lipids (Figure 28C). WT βII-spectrin also 

associated weakly with PI(3,4)P2 and PI(3,4,5)P3 in addition to PI(4,5)P2, but these 

interactions were also eliminated by the K2207Q mutation. 

The K2207Q βII-spectrin mutant exhibited a striking loss of association with the 

plasma membrane and remained intracellular (Figure 28E). The K2207Q βII-spectrin 

mutant also failed to restore the lateral membrane height (Figure 28E and F). This 

complete loss of plasma membrane targeting by K2207Q βII-spectrin that still retains 

ankyrin-G binding site is not consistent with a simple linear assembly pathway. Instead, 

βII-spectrin association with ankyrin-G on the lateral membrane is somehow coupled to 

interactions of its PH domain with phosphoinositide lipids. The dual requirement of βII-

spectrin for both ankyrin and phosphoinositide lipids may explain some of the 

complexity noted in earlier analysis of relationships between ankyrins and spectrin in 

Drosophila (Das et al., 2008).   
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Figure 28: βII-spectrin targets to the plasma membrane through its pleckstrin 

homology domain by binding to PI (4,5)P2. 

(A) The schematic diagram of GFP-βII-spectrin K2207Q. (B) The atomic structure of the 

pleckstrin homology domain (PHD), the key residue required for phosphoinositides 

binding is highlighted in yellow. (C) The blots and quantification show the binding 

affinity of isolated WT βII-spectrin or K2207Q mutant to different phosphatidylinositol 

labeled liposomes (PI(3,4)P2, PI(4,5)P2, PI(3,4,5)P3 and PIPN(control)). (D) The 

pleckstrin homology domain (PHD) of βII-spectrin is sufficient to target to the plasma 

membrane. (Top) the XZ plane, (bottom) the XY plane. Scale bar, 10μm. (E) GFP-βII-

spectrin K2207Q fails to target to the plasma membrane or restore the lateral membrane. 

ΒII-spectrin-silenced cells were rescued by GFP-βII-spectrin WT or GFP-βII-spectrin 

K2207Q (green, α-GFP; white, α-ZO-1), (top) the XZ plane, (bottom) the XY plane. Scale 

bar, 10μm. (F) Quantification of lateral membrane heights rescued by WT, Y1874A or 

K2207Q GFP-βII-spectrin. Results were analyzed using one-way ANOVA and Tukey’s 

tests, p<0.001, n=27-35. 
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4.3.4 DHHC5/8, ankyrin-G, and βII-spectrin co-localize in micron-scale 
membrane subdomains 

We next examined the spatial relationships between DHHC5/8, ankyrin-G, and 

βII-spectrin in the lateral plasma membrane using 3D deconvolution to improve 

resolution of confocal microscopy (Biggs, 2010; Santangelo et al., 2009; Sibarita, 2005). To 

evaluate DHHC5/8 and native ankyrin-G at steady state, MDCK cells were transfected 

with GFP-DHHC5 or 8, fixed, and co-stained with antibodies against GFP and ankyrin-

G. After 3D restoration and deconvolution of a selected lateral membrane region, we 

observed subdomains containing DHHC5/8 or ankyrin-G that ranged in size from 0.5-2 

square microns (Figure 29A, top two panels).  A substantial population of DHHC5 and 8 

are co-patterned into ankyrin-G-positive microdomains based on Pearson coefficients of 

0.7 for DHHC5/ankyrin-G, and 0.6 for DHHC8/ankyrin-G (Figure 29A and B). For 

evaluating the co-localization between ankyrin-G and βII-spectrin, we replaced 

endogenous βII-spectrin with either WT or Y1874A mutant GFP-βII-spectrin. WT βII-

spectrin was also co-patterned into ankyrin-G positive microdomains (Figure 29A, the 

third panel). This co-localization with ankyrin-G required ankyrin-spectrin interaction 

since the Y1874A βII-spectrin mutant/ankyrin-G exhibited a markedly reduced Pearson 

coefficient of 0.3 compared to 0.8 for WT βII-spectrin/ankyrin-G (Figure 29A bottom two 

panels and 29B). However, this Y1874A βII-spectrin mutant is still patterned into 

microdomains, probably through its PH domain or other unidentified protein 

interactions. 
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Figure 29: DHHC5/8 and βII-spectrin co-localize with ankyrin-G in 

microdomains. 

(A) A region of interest highlighted in white box was cropped from the lateral 

membrane, and reconstructed using 3D deconvolution in Volocity Image Analysis 

Software. Green, α-GFP; red α-ankyrin-G, the unit of the 3D grid is 1um long, scale bar, 

10um. (B) Quantification of the co-localization indicated by pearson coefficient. Student 

t-test was performed for the comparison between WT and Y1874A βII-spectrin, *p<0.01, 

n=4-7. 
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The finding that DHHC5/8 and βII-spectrin are co-patterned with ankyrin-G into 

highly organized microdomains suggests a model where ankyrin-G is locally 

palmitoylated at the lateral membrane, and in turn drives the polarized recruitment of 

βII-spectrin-phosphoinositide complexes (Figure 30). Loss of ankyrin-G/βII-spectrin 

binding activity results in loss of ankyrin-G/βII-spectrin co-patterning in those 

microdomains and failure to restore the epithelial lateral membrane. Thus recruitment of 

βII-spectrin to ankyrin-G microdomains is essential for its downstream functions in 

building lateral membranes. The mechanism for polarized targeting of DHHC5/8, which 

determines the location of ankyrin-G, will be the subject of future investigation. 
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Figure 30: A DHHC5/8-ankyrin-G-βII-spectrin functional network is required 

to build lateral membranes of polarized MDCK cells.   

The schematic view summarizes roles of DHHC5/8, ankyrin-G and βII-spectrin in 

assembling the lateral membrane of columnar epithelial cells. ○1 DHHC5/8 are localized 

to the lateral membrane, ○2 where they palmitoylate ankyrin-G. βII-spectrin requires co-

incidence detection of ○3 ankyrin-G and ○3` PI(4,5)P2 to ensure its precise lateral 

membrane localization. Loss of any of the components or the functional relationship 

results in reduced lateral membrane height. 
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4.4 Discussion 

A core challenge for contemporary biology is to understand how individual 

molecular partnerships translate into the complex spatial and temporal organization that 

distinguishes living cells. This is a particularly important issue for ankyrin- and spectrin- 

based plasma membrane domains whose function critically depends on precise cellular 

localization of ankyrin-G and beta-2 spectrin. This study identifies two critical inputs 

from lipids that together provide a rationale for how ankyrin-G and βII-spectrin 

selectively localize on lateral membranes of MDCK epithelial cells (Figure 30). These 

experiments began with the observation that ankyrin-G is S-palmitoylated at a single 

conserved cysteine that is required for ankyrin-G function in assembling lateral 

membranes and axon initial segments (He et al., 2012). Here, we identified DHHC 

palmitoyltransferases 5 and 8 as the DHHC family members required for ankyrin-G 

palmitoylation as well as its localization at the lateral membranes of polarized MDCK 

cells. We also found that βII-spectrin functions as a co-incidence detector that requires 

recognition of both palmitoylated ankyrin-G and phosphoinositide lipids as a 

prerequisite for its localization to the lateral membrane (Figure 29 and 30). DHHC5/8 

and phosphoinositides thus ensure that ankyrin-G and βII-spectrin localize only on 

lateral plasma membranes and not in the cytosol or on other membrane surfaces. Loss of 

either DHHC5/8, or interactions between ankyrin-G and βII-spectrin, or βII-spectrin 
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recognition of phosphoinositide lipids all result in failure to build the lateral membrane, 

which underscores the functional importance of this pathway.   

Our findings establish DHHC5 and 8 as critical determinants of polarity for 

ankyrin-G and βII-spectrin in MDCK cells. However, the mechanisms responsible for 

polarized localization of DHHC 5 and 8 themselves at the lateral membrane remain to be 

elucidated. Both proteins are distinguished from other DHHC family members by an 

extended cytoplasmic domain (Thomas et al., 2012). However, substitution of the C-

terminal domain of DHHC14 for that of DHHC5 does not abolish lateral membrane 

targeting of DHHC5 (Figure 31). Thus important localization information resides in the 

N-terminal halves of DHHC5 and 8.  
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Figure 31: Replacing the C-terminal domain of DHHC5 with that of DHHC14 

does not abrogate its polarized localization. 

cDNA encoding the C-terminal domain of DHHC14 (amino acids 285-489) was fused to 

cDNA encoding the N-terminal portion of DHHC5 (amino acids 1-219), and then 

subcloned into peGFP-C1 vector. Chimeric plasmids were transfected into MDCK cells, 

followed by immunofluorescence using α-GFP (green) and α-ZO-1 (white) antibody. (A) 

XY plane, (B) XZ plane, scale bar, 10um. 
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In initial efforts to learn more about the generality of findings in MDCK cells, we 

examined localization of DHHC5/8 and ankyrin-G in neurons, human bronchial 

epithelial (HBE) cells, and the LLC-PK1 line of epithelial cells (Hull et al., 1976). HBE 

cells resemble MDCK cells in the polarized lateral membrane localization of DHHC5 

and 8 with endogenous ankyrin-G (Figure 32B). In contrast, DHHC5 and 8 localize 

uniformly along neuronal plasma membranes when transfected into cultured 

hippocampal neurons, and do not exhibit enrichment at axon initial segments where 

ankyrin-G is concentrated (Figure 33, 34). DHHC5 and 8 also exhibit a non-polarized 

localization on both apical and lateral plasma membrane surfaces in LLC-PK1 cells 

(Figure 32C). Surprisingly, we find that LLC-PK1 cells lack the canonical 210 kDa 

ankyrin-G and instead express a 110 kDa cross-reacting polypeptide, likely a spliced 

variant lacking ANK repeats that is uniformly associated with all plasma membrane 

surfaces (Figure 32A and C). LLC-PK1 cells also differ from MDCK cells in lacking the 

AP1b clathrin adaptor (Ohno et al., 1999) as well as having a cuboidal rather than 

columnar morphology (Figure 32C). Based on this limited set of examples we conclude 

that the DHHC5/8-ankyrin-G-βII-spectrin pathway resolved here in MDCK cells may be 

a specialized feature of columnar epithelial cells. 
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Figure 32: DHHC5/8 and ankyrin-G show polarized localization in columnar 

epithelial cells (HBE) but not cuboidal epithelial cells (LLC-PK1). 

(A) Total cell lysates from cultured MDCK, HBE and LLC-PK1 cells were analyzed by 

SDS-PAGE and western blotting using α-ankyrin-G antibody. (B) GFP-DHHC5 or 8 

were transfected into HBE cells and visualized by immunofluorescence, green, α-GFP; 

red, α-ankyrin-G, scale bar, 10μm. (C) GFP-DHHC5 or 8 were transfected into LLC-PK1 

cells and visualized by immunofluorescence, green, α-GFP; red, α-ankyrin-G, scale bar, 

10μm. 
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Figure 33: DHHC5 uniformly localize to all neuronal plasma membranes. 

GFP-DHHC5 was transfected into cultured hippocampal neurons, and visualized by 

immunofluorescence. (A) Maximum intensity projection of a transfected neuron, GFP 

signal was pseudo-colored in white, scale bar, 10μm. (B, C and D) Magnified images to 

show a single XY plane across the middle of the cell body, axon and primary dendrite 

highlighted in red, yellow and cyan boxes respectively in (A), green, α-GFP; red, α-

ankyrin-G; blue, α-MAP2, scale bar, 5μm. 
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Figure 34: DHHC8 uniformly localize to all neuronal plasma membranes. 

GFP-DHHC8 was transfected into cultured hippocampal neurons, and visualized by 

immunofluorescence. (A) Maximum intensity projection of a transfected neuron, GFP 

signal was pseudo-colored in white, scale bar, 10μm. (B, C and D) Magnified images to 

show a single XY plane across the middle of the cell body, axon and primary dendrite 

highlighted in red, yellow and cyan boxes respectively in (A), green, α-GFP; red, α-

ankyrin-G; blue, α-MAP2, scale bar, 5μm. 
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The finding that βII-spectrin requires both ankyrin-G and phosphoinositides to 

associate with the lateral membrane was unexpected given the high affinity of the 

ankyrin-G-βII-spectrin interaction (Figure 26). Moreover, β-spectrin in erythrocytes lacks 

a PH domain due to alternative splicing but is tightly bound to the plasma membrane 

through ankyrin (Bennett and Stenbuck, 1979; Byers and Branton, 1985; Winkelmann et 

al., 1990b). These considerations suggest the possibility of a phosphoinositide-dependent 

relief of autoinhibition of ankyrin-binding, as occurs with Talin and beta-integrins 

(Goksoy et al., 2008). Another puzzle is that βII-spectrin preferentially binds to PI(4,5)P2 

which is enriched in the apical domain, while PI(3,4,5)P3, confers basolateral membrane  

identity, at least  in some epithelial cell models (Martin-Belmonte et al., 2007; Shewan et 

al., 2011). Nevertheless, the βII-spectrin PH domain, whether it associates with PI(4,5)P2 

or PI(3,4,5)P3, imposes a dual requirement for phosphoinositides in addition to ankyrin-

binding that prevents association of β-spectrins with ankyrin at sites other than the 

plasma membrane. PI(4,5)P2 lipids interact with many effectors including cytoskeletal 

proteins such as Talin and Arp2/3 as well as small GTPases, and also have several 

biosynthetic routes (Di Paolo and De Camilli, 2006; Kwiatkowska, 2010). It will be 

important in future work to resolve other components of the βII-spectrin-dependent 

membrane microenvironment where PI(4,5)P2 and DHHC5/8 palmitoyltransferases co-

reside. 
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A critical tool that we developed for this study was a method to generate 

inducible shRNA-mediated knockdown of protein expression in an entire population of 

MDCK cells. This permitted evaluation of the roles of ankyrin-G and βII-spectrin in 

assembling lateral membranes, without interference by other cellular defects, including 

impaired cytokinesis, caused by loss of ankyrin-G or βII-spectrin (Hu et al., 1995). By 

using this system, we were able to knockdown ankyrin-G or βII-spectrin after cells 

reached confluence, where mitosis is less frequent. Previous research using a transient 

siRNA strategy that resulted in a nearly complete loss of ankyrin-G in HBE cells led to a 

complete loss of the lateral membrane domain and intracellular accumulation of E-

cadherin (Kizhatil and Bennett, 2004; Kizhatil et al., 2007a; Kizhatil et al., 2007b). 

However, we did not observe these phenotypes in MDCK cells with 80-90 percent 

knockdown achieved with the inducible system. The intracellular accumulation of E-

cadherin in these experiments likely was secondary to loss of lateral membranes rather 

than a failure of post-Golgi transport as originally proposed (Kizhatil et al., 2007a). 

An unexpected discovery from our recent studies was that ankyrin-G persists on 

the plasma membrane together with DHHC5/8 in unpolarized MDCK cells grown in 

low calcium (Figure 25A, He et al,. 2012). Ankyrin-G so far is the only lateral membrane-

localized proteins as we are aware of with this property (Gumbiner et al., 1988; He et al., 

2012; Kaiser et al., 1989; Mattey and Garrod, 1986). Re-addition of calcium to calcium-

depleted cells results in rapid re-establishment of cell polarity and re-assembly of the 
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lateral membrane. Using this calcium switch assay, we demonstrated that ankyrin-G and 

DHHC5/8 are not only required for the maintenance of lateral membranes but also for de 

novo biosynthesis of the lateral membrane following re-addition of calcium (Figure 25D 

and E). These results suggest that palmitoylated ankyrin-G functions as a core organizer 

during the assembly of lateral membranes. It remains to be determined whether 

ankyrin-G affects the biosynthesis and the maintenance of lateral membranes through 

identical pathways. The calcium switch assay also raises interesting questions whether 

the re-establishment of apical and lateral membranes is achieved through delivery of 

newly synthesized membrane components, or through re-arrangements of pre-existing 

plasma membrane, and how the DHHC5/8/ankyrin-G/βII-spectrin network is 

incorporated into this process. Therefore future experiments using live imaging to 

capture the real time distribution of the palmitoyltransferases DHHC5/8, ankyrin-G and 

βII-spectrin during the re-polarization process may help to address these questions. 

While DHHC5/8, ankyrin-G and βII-spectrin are required for columnar 

morphology of MDCK cells and operate in the same pathway, the mechanism of action 

of these proteins in expanding the lateral membrane remains to be determined. One 

possibility is that a lateral membrane-associated spectrin-based actin skeleton provides 

mechanical support for epithelial monolayers by coupling to membrane-spanning cell 

adhesion molecules such as E-cadherin, which is an ankyrin-G partner (Kizhatil et al., 

2007b; Nelson et al., 1990a; Nelson et al., 1990b). Another possibility is that an ankyrin-
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G-spectrin-actin skeleton promotes cell height by enhancing cell-cell contacts through 

retention of E-cadherin and prevention of its endocytosis. In support of this idea, E-

cadherin polarity in MDCK cells depends on a motif in its cytoplasmic domain that 

contains both ankyrin-binding activity as well as embedded di-leucine residues required 

to engage clathrin endocytosis (Jenkins et al., 2013). E-cadherin likely can associate with 

either ankyrin-G or clathrin adaptors but not both at the same time, and thus is 

restricted to the lateral membrane by the ankyrin-spectrin skeleton. A surprising 

conclusion of our study is that E-cadherin interaction with ankyrin-G is not sufficient to 

recruit ankyrin-G to the lateral membrane, which also requires palmitoylation in 

addition to its protein interactions. However, once ankyrin-G concentrates at the lateral 

membrane it may be able to prevent participation of E-cadherin in endocytosis through 

competition for binding to the polarity motif. Interestingly, inhibition of endocytosis of 

the cell adhesion molecule Fas 2 has been proposed as a mechanism for regulating cell 

height in Drosophila epithelia (Gomez et al., 2012).   

We have observed for the first time that ankyrin-G and βII-spectrin are 

concentrated in microdomains ranging from 0.5 to 2 square microns in the MDCK cell 

lateral membrane (Figure 29), which is inconsistent with the conventional view of a 

uniform ankyrin/spectrin lattice as observed in  the plasma membrane of erythrocytes 

(Baines, 2010; Bennett and Baines, 2001; Liu et al., 1987). We believe that microdomains 

are not an artifact of cell fixation or deconvolution software, since we observe similar 
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micro-patterning using live imaging with GFP-ankyrin-G and GFP-βII-spectrin as with 

fixed cells (Figure 35).  In contrast, imaging with a lipid probe reveals uniform label 

(Figure 35). Moreover, the protein interaction-dependent co-localization between 

ankyrin-G and βII-spectrin demonstrates specificity in co-segregation of these proteins 

(Figure 29). The ankyrin-G- and βII-spectrin microdomains revealed by 3D 

deconvolution microscopy in our study are distinguishable from the membrane “lipid 

rafts” which normally are much smaller (Lingwood and Simons, 2010; Simons and Gerl, 

2010). Segregation of functionally related proteins into microdomains can provide a 

platform for proteins that interact with moderate affinity and require high local 

concentration to achieve complexes. The fact that DHHC5/8 colocalize with ankyrin-G in 

these microdomains suggests localized palmitoylation of ankyrin-G. It will be 

interesting in future experiments to study the real time dynamics of those microdomains 

during lateral membrane assembly and their relationship to the clathrin-dependent 

endocytosis machinery. 

In summary, we have identified functional interactions connecting 

palmitoyltransferases DHHC5/8 with their substrate ankyrin-G, ankyrin-G with its 

partner βII-spectrin, and βII-spectrin with phosphoinositide lipids that are required to 

build lateral membranes of MDCK epithelial cells. Given the rapidly reversible nature of 

palmitoylation (Fukata et al., 2013; Martin et al., 2012; Rocks et al., 2010), as well as 

PI(4,5)P2 synthesis and degradation (Di Paolo and De Camilli, 2006; Shewan et al., 2011), 
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these new  findings suggest that the ankyrin-G/βII-spectrin-based membrane skeleton is 

much more dynamic and subject to regulation than previously appreciated. Moreover, 

the regulatory network properties of this set of interactions in terms of positive and 

negative feedback and co-incidence circuitry are important areas for future 

investigation. Finally, our findings reinforce an emerging view of plasma membrane 

identity determination by a combinatorial code based on highly dynamic protein and 

lipid variables rather than “hard-wired” stable protein assemblies.  

 

Figure 35: 3D deconvolution of live imaging reveals micro-patterning of GFP-

tagged ankyrin-G and βII-spectrin but not lipophilic probes. 

(A and B) Endogenous ankyrin-G or βII-spectrin was silenced and replaced with GFP-

tagged ankyrin-G or βII-spectrin, native GFP signals were collected from live cells, a 

shared lateral membrane region was selected and processed for 3D deconvolution, grid 

unit, 1μm. (C) Live cells were labeled with lipophilic probes (CellMask Orange) and 

imaged for 3D deconvolution, grid unit, 1μm. 
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Chapter 5. The Spectrin-Ankyrin Network Assembles 
Epithelial Lateral Membrane by Opposing Clathrin-
Mediated Endocytosis 

5.1 Introduction 

The previous chapters have provided a mechanism for targeting the spectrin-

ankyrin network to those plasma membrane domains, however it is still unclear how 

this network mechanistically assembles the membrane domains after it is precisely 

localized. The area of plasma membrane is controlled by the equilibrium between 

addition and removal of membrane components. Previous work proposed that the 

spectrin-ankyrin network may be involved in direct transport of new membrane 

components to the epithelial lateral membrane (Kizhatil et al., 2007a). However, no 

direct experimental evidence has been observed to support this idea, and at steady state 

the spectrin-ankyrin network is predominantly localized at the lateral membrane. 

A recent study showed that ankyrin-G binds to the cytoplasmic domain of E-

cadherin at the same region recognized by the clathrin adaptors (Jenkins et al., 2013). 

This finding suggests a role of ankyrin-G in regulating the removal of membrane 

components through clathrin-mediated endocytosis. In this chapter, we provide 

experimental evidence to demonstrate that the spectrin-ankyrin network plays a role in 

inhibiting clathrin-mediated endocytosis from the epithelial lateral membrane. 
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5.2 Methods and Materials 

Double Stable cell lines 

 The ankyrin-G/Clathrin double stable cell line was generated using the improved 

pLKO-Tet-on lentivector discussed above. Hairpin sequence targeting canis ankyrin-G 

(gctagaagtagctaatctcct) was first cloned into the pLKO-mCherry vector and used to 

make the ankyrin-G shRNA stable cell line, then the hairpin sequence targeting canis 

clathrin heavy chain (aatggatctctttgaatacgg) was cloned into pLKO-tagBFP vector and 

used to transduce the ankyrin-G shRNA stable cells, which were then sorted for 

mCherry and tagBFP double positive cells. 

Dynasore treatment 

 Luciferase shRNA control cells, ankyrin-G shRNA  cells or beta II spectrin 

shRNA cells were first induced by 4ug/ml doxycycline for 48 hours to knockdown genes 

of interest, then 5X105 cells were replated on the 14mm insert of MatTek plates with or 

without 60uM dynasore for 24 hours. The next day, cells were fixed and stained for E-

cadherin to mark the lateral membrane. 

Transferrin uptake 

 Stable cell lines expressing WT ankyrin-binding domain or YA mutated ankyrin-

binding domain tagged to the destabilization domain were generated in a way similar to 

the shRNA stable cell lines. Cells were then induced by Shield-1 to stimulate the rapid 

expression of ankyrin-binding domain, and labeled with fluorescein isothiocyanate 
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(FITC)-transferrin from the basolateral surface using filter-grown MDCK cells to 

measure internalization. 

Lipophilic labeling 

 Cells were grown in the 14mm insert of MatTek plates, and induced to 

knockdown genes of interest. The CellMask™ Plasma Membrane dye was then added to 

the medium at 1:1000 dilution, and allow it to incubate with 45 minutes. Then wash the 

cells with PBS for 3 times, and then add regular medium and applied for live imaging 

using the LSM 780 confocal microscopy. 

 

5.3 Results 

5.3.1 Inhibition of clathrin-mediated endocytosis restores lateral 
membrane in ankyrin-G depleted MDCK cells. 

According to our hypothesis that the spectrin-ankyrin network protects the 

lateral membrane from being internalized by clathrin-mediated endocytosis, we should 

observe a restoration of lateral membranes if we inhibit clathrin-mediated endocytosis in 

ankyrin-G depleted cells. In order to test this, we made shRNA stable cell line which 

achieved double knockdown of both ankyrin-G and clathrin heavy chain. The 

knockdown efficiency was verified by western blot (Figure 36A, 91% for ankyrin-G, 84% 

for clathrin heavy chain), then we measured the height of the lateral membrane by 

staining endogenous E-cadherin after knocking down both proteins. Loss of clathrin-

heavy chain alone resulted in partial mislocalization of E-cadherin (Figure 36B), which is 
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consistent with previous studies (Deborde et al., 2008; Jenkins et al., 2013). Surprisingly, 

cells lacking both ankyrin-G and clathrin heavy chain regained their lateral membrane 

up to the wild type level (Figure 36B and C).  

 

Figure 36: Double knockdown of ankyrin-G and CHC restores MDCK 

epithelial lateral membranes.  

(A) Knockdown efficiency of ankyrin-G and clathrin heavy chain (CHC) in the double 

shRNA stable cell line. (B) XZ plane of the polarized cell monolayer, green, anti-E-

cadherin staining. (C) Quantification of the height of lateral membranes, * indicates 

p<0.05. 

 

 

Alternatively, we also inhibited endocytosis by using a small inhibitor, dynasore, 

which blocks all the dynamin-dependent endocytosis (Macia et al., 2006). Similarly, 

dynasore treatment in cells depleted of ankyrin-G or beta II spectrin also restored the 

lateral membrane in MDCK cells (Figure 37A and B). These findings are consistent with 

our hypothesis that the spectrin-ankyrin network plays a role in inhibiting clathrin-
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mediated endocytosis, therefore protecting proteins or lipids from being internalized at 

the lateral membrane by clathrin. 

 

Figure 37: Dynasore treatment restores the lateral membrane in ankyrin-G or 

beta II spectrin knockdown cells. 

(A) XZ plane of the polarized cell monolayer, green, anti-E-cadherin staining. (B) 

Quantification of the height of lateral membranes, * indicates p<0.05. 

 

5.3.2 Disruption of spectrin-ankyrin interaction increases clathrin-
mediated uptake of transferrin 

Next, we decided to directly examine how the spectrin-ankyrin network affects 

clathrin-mediated endocytosis. We used an inducible protein expression system 

previously developed (Banaszynski et al., 2006) to express the ankyrin-binding domain 

of beta II spectrin. This fragment can disrupt the interaction between ankyrin-G and beta 
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II spectrin (Hu et al., 1995), thus functions as a dominant negative mutant (Figure 38A ). 

As a control, a tyrosine residue in the peptide critical for ankyrin binding was mutated 

to alanine (Davis et al., 2009; Ipsaro and Mondragon, 2010).  

We used Fluorescein isothiocyanate (FITC) conjugated transferrin as a marker to 

evaluate clathrin-mediated endocytosis. After rapid induction of the expression of 

ankyrin-binding domain (WT ABD) but not the control (YA ABD), we observed a 

significant increase of transferrin uptake (Figure 38B and C.). This finding further 

supports our hypothesis that the spectrin-ankyrin network inhibits clathrin-mediated 

endocytosis. 
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Figure 38: Disruption of spectrin-ankyrin interaction increases clathrin-

mediated uptake of transferrin. 

(A) Binding curve of the Y1874A mutated beta II spectrin with ankyrin-G and the 

schematic view of the inducible expression system. (B) Compacted view of Z stacks,  

FITC-conjugated transferrin (green) was introduced to the cells from the basolateral 

surface of filter-grown MDCK cells, dsRed marking cells that are expressing ankyrin-

binding domain, scale bar, 10um. (C) Quantification of transferrin level, *** indicates 

p<0.05. (Experiments performed by Dr. Paul Jenkins) 



 

137 

5.3.3 Knockdown of ankyrin-G causes massive intracellular 
accumulation of membrane components. 

To further evaluate the role of ankyrin-G in opposing clathrin-mediated 

endocytosis, we then decided to label plasma membrane using fluorescent lipophilic 

molecules and study the cellular distribution of the labeled membrane components. The 

cells that were treated with dynasore or induced to knockdown clathrin heavy chain 

showed significantly reduced intracellular membrane components compared to control 

cells (Figure 39A). Surprisingly, the ankyrin-G knockdown cells exhibited a dramatic 

increase of intracellular membrane components (Figure 39A). To further confirm this 

accumulation was due to increased activities of endocytosis, we treated the ankyrin-G 

knockdown cells with dynasore to inhibit dynamin-dependent endocytosis, the cells did 

not only show an increased lateral membrane height as described above, but also 

showed markedly reduced intracellular membrane accumulation (Figure 39A). 

Additionally, even though the lipophilic molecules were incorporated into the 

cells from the apical surface, the control cells actually showed a more robust labeling at 

the lateral membrane than the apical membrane, suggesting that at steady state there is 

more rapid internalization from the apical than from the basolateral membranes (Figure 

39B). This difference may be largely contributed by endocytosis, because when the cells 

were treated with dynasore or induced to knockdown clathrin heavy chain, they 

showed evenly labeled apical and lateral membranes.  Together these experimental data 
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demonstrated that ankyrin-G plays an essential role in inhibiting clathrin-mediated 

endocytosis. 

 

Figure 39: Knockdown of ankyrin-G causes massive intracellular accumulation 

of membrane components. 

(A) Stable MDCK cells were induced to knockdown ankyrin-G or CHC, and then labeled 

with fluorescent lipophilic dye from the apical surface. Red, cell mask orange dye, scale 

bar, 10um. (B), XZ plane of the polarized MDCK monolayer, scale bar, 10um. 

 

5.4 Discussion 

It has been well recognized that the spectrin-ankyrin network is essential for 

epithelial cells to establish and maintain their lateral membranes (Kizhatil and Bennett, 

2004; Kizhatil et al., 2007a; Kizhatil et al., 2007b). However, the molecular mechanisms 
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underlying this process are unknown. Here, we identify a mechanism of the spectrin-

ankyrin network in assembling epithelial lateral membranes. Instead of being involved 

in direct membrane delivery, the spectrin-ankyrin network functions as molecular 

machinery to inhibit clathrin-mediate endocytosis thus protects critical lateral 

membrane proteins and lipids from being internalized. This spatial and temporary 

regulation of clathrin-mediate endocytosis may function as a general principal for 

polarized cells to establish and maintain their specialized membrane domains (Figure 

40). 

 

Figure 40: Model of the spectrin-ankyrin networking opposing clathrin-

mediated endocytosis. 
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Membrane components can be internalized from both apical and lateral 

membranes (Barroso and Sztul, 1994; Thompson et al., 2007; von Bonsdorff et al., 1985; 

Wang et al., 2000). Here we showed that the spectrin-ankyrin network localized at the 

lateral membrane is playing a role in regulating clathrin-mediate endocytosis to 

assemble and maintain this membrane domain. We would hypothesize the existence of a 

similar protein complex at the apical membrane that may regulate endocytosis to protect 

specific apical components from being internalized.  

We showed here that the spectrin-ankyrin network opposes clathrin-mediated 

endocytosis, but it is still unclear how this network achieves such inhibition. Based on 

our knowledge, there may be three different explanations. First, given the finding that 

ankyrin-G can bind to the cytoplasmic region of E-cadherin which is also recognized by 

clathrin adaptors (Jenkins et al., 2013), there may be a competitive mechanism between 

the ankyrin-based protein retention and clathrin-mediate removal. Therefore, it will be 

interesting in future work to verify whether other sorting signals recognized by clathrin 

adaptors can also bind to ankyrin-G directly or indirectly. Second, it was shown that 

clathrin-mediated endocytosis requires PI(4,5)P2 lipids which can recruit the clathrin 

adaptor AP2 to the plasma membrane and facilitate the formation of endocytic pits 

(Ford et al., 2001; Gaidarov and Keen, 1999; Motley et al., 2003; Padron et al., 2003; 

Rohde et al., 2002). Since beta II spectrin also binds to PI(4,5)P2 with the highest affinity 

as shown above, it may compete with the clathrin adaptor AP2 at the lateral membrane 
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for PI(4,5)P2, and  inhibit the formation of clathrin scaffolds. Third, it was shown that 

the spectrin-ankyrin network forms a lattice underlying the plasma membrane of 

erythrocytes (Liu et al., 1987), and the spectrin-actin filaments are also tightly packed 

into a meshwork that wrap around the circumference of neuronal axons (Xu et al., 2013). 

These findings also imply that the spectrin-ankyrin network may simply block the 

access of clathrin machinery to the lateral membrane by forming a highly organized 

meshwork. However, due to the technical limitation, it still remains challenging to 

visualize the detailed organization of the spectrin-ankyrin network at epithelial lateral 

membrane; otherwise it will provide critical information to understand its function. 
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Chapter 6. Future Directions and Conclusions 

6.1 Ankyrin and Phosphoinositide lipids 

The structure of the ZU5-UPA-Death domain supermodule of ankyrin-B reveals 

a binding pocket consisting of several positively-charged residues at the second ZU5 

domain (Wang et al., 2012). Those positively-charged residues are extremely conserved 

among the ankyrin families across different species (Figure 41A). This pocket provides 

an ideal binding site for lipids, indeed some preliminary data suggest a direct binding 

between ankyrin-G and phosphatidylinositol 3-phosphate (PI3P) (Figure 41B). To 

evaluate the functional significance of this binding pocket, we make point mutations to 

reverse the positively-charged residues into negatively-charged residues, and used this 

mutant to rescue the lateral membrane in epithelial cells, surprisingly this mutant losses 

its function to do so (Figure 41C). However, we have not been able to prove that this loss 

of function is attributed to loss of lipid binding. Therefore it will be very interesting in 

future experiments to measure the binding of this ankyrin-G mutant with PI3P lipids.  

Recently, phosphoinositide lipids are increasingly recognized as critical 

determinants of plasma membrane organization and identities (Hammond et al., 2012; 

Johnson et al., 2012; Martin-Belmonte et al., 2007; Nakatsu et al., 2012; Shewan et al., 

2011). Since ankyrin-G plays critical roles in assembling plasma membrane domains, this 

connection between ankyrin-G and phosphoinositide lipids may be of great biological 

significance in organizing membrane domains. It will be interesting to study how 
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phosphoinositide lipids affect ankyrin-G function through selective lipid depletion 

methods. 

 

Figure 41: The positively-charged pocket is required for ankyrin-G to restore 

the lateral membranes in MDCK cells. 

(A) From Want et al. 2012. (B) Liposome binding shows that ankyrin-G selectively binds 

to PI3P lipids (experiment was performed by Jonathan Davis). (C) The poly charge 

mutant failed to restore the lateral membrane in MDCK cells, green, anti-GFP, red, anti-

ZO-1, scale bar, 10um. * indicates p<0.05. 
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6.2 Non-canonical roles of ankyrin-G 

6.2.1 Ankyrin-G and cytokinesis 

In addition to the well-established function in organizing specialized membrane 

domains such as axon initial segments and the epithelial lateral membrane (Bennett and 

Healy, 2009; Bennett and Lorenzo, 2013), ankyrin-G and βII-spectrin are also involved in 

mitosis. Caco-2 intestinal epithelial cells, transfected with plasmids encoding the actin- 

or ankyrin-binding domain of βII-spectrin that functions as a dominant negative 

fragment, became multinucleated which is a sign of mitotic defects (Hu et al., 1995). 

Immunofluorescence using pan ankyrin antibodies revealed ankyrin analogues that 

were concentrated in the spindle pole during metaphase and were redistributed to the 

cleavage furrow in later stages of mitosis (Bennett and Davis, 1981), 

We tested how loss of ankyrin-G in MDCK cells affects cell division using our 

inducible shRNA cell line. First, we confirmed that knockdown of ankyrin-G resulted in 

multinucleation (Figure 42A and B). Then we did a growth curve to evaluate the overall 

influence of ankyrin-G on cell division. Surprisingly, loss of ankyrin-G in MDCK cells 

doubled the average cell cycle time (Figure 42C). We further showed that ankyrin-G 

functions specifically during the cytokinesis phase using live imaging, the control cells 

can complete the cytokinesis within a few minutes, whereas the ankyrin-G knockdown 

cells failed to complete this process even within a few hours.  
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Figure 42: Loss of ankyrin-G leads to delayed cytokinesis and multinucleation. 

(A) Ankyrin-G knockdown cells were stained with DAPI (blue) to visualize the nucleus, 

and NA K ATPase (green) for cell boundaries. (B) Quantification of the number of 

nucleus. (C) Growth curve of MDCK stable cells that are induced to knockdown 

ankyrin-G or luciferase as a control (number unit M: million).  

 

The molecular mechanism underlying this phenotype is not known, but it will be 

interesting to understand how ankyrin-G pays a role in cytokinesis. One of the initial 

experiments that we tried was to identify potential binding partners in MDCK cells that 

may function during cytokinesis. Interestingly, in our crosslinking and 
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immunoprecipitation assay, we identified the non-muscle myosin IIa as a potential 

binding partner of ankyrin-G (Table 2). It was shown that the non-muscle myosin II 

accumulates at the cleavage furrow and plays critical roles in cytokinesis and cell 

migration (Dean et al., 2005; Even-Ram et al., 2007; Straight et al., 2005; Yang et al., 2012). 

Therefore, it will be important to verify the interaction between ankyrin-G and non-

muscle myosin IIa, and examine whether this interaction plays any role in cytokinesis. 

Table 2: Mass spectrometry of ankyrin-G immunoprecipitation shows non-

muscle myosin IIa as a potential binding partner. 

 

 

6.2.2 Ankyrin-G and cell migration 

When we were characterizing ankyrin-G shRNA cell line, another striking 

phenotype we observed was that loss of ankyrin-G has a marked influence on cell 

motility. As demonstrated by wound healing assay and live imaging, the control cells 

can migrate up to 30 microns per hour, whereas the ankyrin-G knockdown cells showed 

significantly reduced motility (Figure 43). Interestingly, ankyrin-G knockdown does not 
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only decrease the migration rate of MDCK cells, but also affect their collective migration 

pattern. Again, at this point we are not clear about the mechanism how ankyrin-G 

affects cell migration, and how this may affect development in vivo. 

 

Figure 43: Knockdown of ankyrin-G in MDCK cells results in slower cell 

mobility. 

shRNA stable cell lines were induced to knockdown ankyrin-G, or luciferase as a 

control, and then plated on MatTek plates. A wound was made across the monolayer, 

and live imaged for 12 hours, mCherry marking the shRNA expressing cells. 

 

 

6.3 Conclusions 

 Even though it has been known for a decade that ankyrin-G localizes to neuronal 

axon initial segments and epithelial lateral membranes (Kizhatil and Bennett, 2004; 

Kordeli et al., 1995), it was unclear how it targets to those specialized membrane 

domains. In this thesis, we characterized ankyrin-G palmitoylation and its significance 
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in determining ankyrin-G targeting to diverse plasma membrane domains. Our work 

has solved this long-standing puzzle. Moreover, when ankyrin was first isolated from 

red blood cells, it exhibited a high level of hydrophobicity as a peripheral membrane 

protein (Bennett and Stenbuck, 1980), over 30 years after the initial observation, our 

finding provided a molecular explanation of these biochemical properties. 

Following the identification of ankyrin-G palmitoylation, we also identified 

DHHC5 and DHHC8 as the physiological palmitoyl-transferases of ankyrin-G in MDCK 

cells. Those two palmitoyltransferases colocalize with ankyrin-G at the lateral membrane 

of columnar epithelial cells. The identification of DHHC5 and DHHC8 further improved 

our understanding about how ankyrin-G targeting and function is achieved through 

dynamic lipid modification. Another lipid input we identified that is critical for 

targeting beta II spectrin in MDCK cells is the phosphoinositide lipid. This co-incidence 

detection through protein-protein interaction and protein-lipid interaction further 

increases the complexity of the spectrin-ankyrin network, and may explain some of the 

discrepancies that were observed in different systems. Together, these findings 

expanded our vision about the spectrin-ankyrin network dynamics and how diverse 

lipid codes may be incorporated into this network to assemble membrane domains.  

A striking observation in this thesis is that the palmitoyltransferases, ankyrin-G 

and beta II spectrin are not only functionally related, but also spatially co-patterned on 

the epithelial lateral membrane. The existence of such micron scale domains that are 
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enriched in functionally-related proteins suggests a new mechanism to understand the 

plasma membrane organization and function, which cannot be fully explained by the 

“fluid mosaic” model.  

Along with the targeting mystery comes the function mystery. The requirement 

of ankyrin-G to assemble plasma membrane domains has been well-recognized for over 

a decade, but the molecular mechanism of how ankyrin-G is involved in this process 

was completely unknown (Bennett and Baines, 2001; Bennett and Healy, 2008; Bennett 

and Healy, 2009; Bennett and Lorenzo, 2013). Our work in this thesis, for the first time 

demonstrates the spectrin-ankyrin network maintains epithelial lateral membranes by 

opposing clathrin-mediated endocytosis. This finding does not only provide a 

mechanism for the spectrin-ankyrin-based plasma membrane domains, but also 

suggests a general principle for the cells to organize any plasma membrane domain: 

Instead of sorting and transporting proteins or lipid components to unique plasma 

membrane regions, the cells may simply utilize the protein transport pathways to 

deliver proteins evenly to all plasma membrane regions, and then selectively protect 

them from being internalized at specific regions to establish a specialized membrane 

domain.    
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