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KCNE4 and KCNE5: K+ channel regulation and cardiac 
arrhythmogenesis

Geoffrey W. Abbott
Bioelectricity Laboratory, Dept. of Pharmacology and Dept. of Physiology and Biophysics, School 
of Medicine, University of California, Irvine, CA, USA

Abstract

KCNE proteins are single transmembrane-segment voltage-gated potassium (Kv) channel ancillary 

subunits that exhibit a diverse range of physiological functions. Human KCNE gene mutations are 

associated with various pathophysiological states, most notably cardiac arrhythmias. Of the five 

isoforms in the human KCNE gene family, KCNE4 and the X-linked KCNE5 are, to date, the 

least-studied. Recently, however, interest in these neglected genes has been stoked by their putative 

association with debilitating or lethal cardiac arrhythmias. The sometimes-overlapping functional 

effects of KCNE4 and KCNE5 vary depending on both their Kv α subunit partner and on other 

ancillary subunits within the channel complex, but mostly fall into two contrasting categories 

either inhibition, or fine-tuning of gating kinetics. This review covers current knowledge regarding 

the molecular mechanisms of KCNE4 and KCNE5 function, human disease associations, and 

findings from very recent studies of cardiovascular pathophysiology in Kcne4−/− mice.
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Introduction

Ion channels form essential pathways for passage of aqueous ions across otherwise relatively 

ion-impermeable lipid bilayers. Constituting ~1% of the human genome, the >230 genes that 

encode ion channel pore-forming (α) subunits can in themselves generate a wide variety of 

ionic currents. However, this variety is hugely expanded in vivo by a staggering array of 

regulatory factors that modulate ion channel function1,2, including regulatory proteins1. It is 

debatable whether the large majority of ion channels ever actually exist as homomers at their 

site of action in vivo2, so comprehensive is the accumulating evidence that native ion 
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channels are macromolecular complexes each formed by a mosaic of channel α and β 
subunits, together with other regulatory proteins such as calmodulin, a general mediator of 

Ca2+ signaling across numerous protein classes including ion channels3–5 and essential for 

the function of some6,7. The currents that these channel complexes generate are essential for 

almost all physiological processes in multicellular organisms. This includes such diverse 

activities as high-frequency action potential firing in neurons8, ion homeostasis in epithelial 

cells9, and muscular contraction10, facilitated by channel gating (opening and closing) 

stimuli including chemical ligands, membrane potential, membrane stretch and cell 

swelling/osmotic potential.

The topics of this review are KCNE4 and KCNE5, which are regulatory subunits for a 

number of voltage-gated potassium (Kv) channels ion channels that repolarize excitable 

cells to end their action potentials, and also perform various functions in non-excitable 

cells9. The KCNE gene family encodes 5 isoforms in the human genome and probably in the 

large majority of other mammalian genomes as well; the amphibian Xenopus laevis genome 

contains at least 3 KCNE genes11 and the nematode Caenorhabditis elegans expresses at 

least 4 KCNE-like MPS genes12. KCNE subunits span the plasma membrane once, and their 

primary known function is as β or ancillary subunits for Kv channels13,14. KCNE proteins 

can regulate essentially all properties of Kv channels: their α subunit composition and 

forward trafficking in the secretory pathway15,16, recycling back from the plasma membrane 

in the anterograde direction17,18, and channel functional attributes including ion 

conductivity19, ion selectivity20, gating kinetics and voltage dependence21,22, accessibility to 

different gating states23, sensitivity to pH24 and PIP2
25, regulation by other proteins26,27, 

and pharmacology28. The other members of the KCNE gene family are discussed in recent 

review articles by the author, also published in Gene as part of the Cardiac Gene Wiki 

Review series29,30.

KCNE4 and KCNE5 are the least-studied members of the KCNE gene family, but interest in 

them is growing, partly because of recent links to human disease. KCNE5 mutations or 

polymorphisms predispose to Brugada syndrome/idiopathic ventricular fibrillation31, 

subclinical QT prolongation32, and may influence the incidence of atrial fibrillation33–35. 

Intriguingly, despite KCNE4 being reportedly by far the highest expressed KCNE subunit in 

human heart 36, its disease association is limited to a single polymorphism associated with 

atrial fibrillation37,38. Here, the likely molecular bases for these disorders are examined, 

together with a review of the suggested native functions of KCNE4 and KCNE5 and the 

mechanisms underlying these physiological roles.

KCNE4 and KCNE5 regulation of KCNQ1

A decade after the discovery of KCNE1 (originally termed IsK or MinK), the founding 

member of the KCNE gene family39, in 1999 we reported discovery of KCNE2, 3 and 4 

(originally termed MinK-related peptides, or MiRPs, 1, 2 and 3)40 and Piccini and 

colleagues first described KCNE5 (originally termed KCNE1-like, KCNE1-L)41. All KCNE 
gene products are predicted to span the plasma membrane once and carry an extracellular N-

terminus and intracellular C-terminus. The exon 1 regions of the human KCNE3 and 

KCNE4 genes were each also recently discovered to encode an additional N-terminal 

Abbott Page 2

Gene. Author manuscript; available in PMC 2017 November 30.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



portion not previously recognized as encoded protein42. These have been initially designated 

the short and long forms as KCNE3/4S and KCNE3/4L, respectively. In this review, the ‘S’ 

or ‘L’ are omitted when referring to studies prior to this discovery, which universally refer to 

the short version of KCNE4. The ‘S’ and ‘L’ nomenclature are utilized only when 

specifically comparing properties of the two forms. With these new stretches added, human 

KCNE3L, at 147 residues (versus 103 for KCNE3S), is no longer the shortest protein in the 

KCNE family, while human KCNE4L is still the longest protein in the family, at 221 

residues (compared to 170 residues for KCNE4S), arising both from the N-terminal 

extension, and from an atypically lengthy C-terminus present in both long and short forms42 

(Figure 1A, B). KCNE4 and KCNE5 are each represented within the teleosts, Amphibia, 

Reptilians and Mammalia (Figure 1C) with highest sequence conservation in the predicted 

transmembrane segment and immediately membrane-following intracellular portion 

(Supplementary Figure 1). Interestingly, Mus musculus (house mouse) KCNE4 lacks the 

additional exon 1-encoded N-terminal portion common to other mammals and even reptiles 

for which good quality sequences were available in the NCBI database, but also apparently 

lacking in the much more distantly related amphibian Xenopus tropicalis (Supplementary 

Figure 1). Xenopus KCNE5 (xMiRP4) was originally cloned from Xenopus laevis oocytes, 

which are also heavily used for ion channel expression studies, whereas KCNE4 transcript 

was not detected in X. laevis oocytes11.

Like KCNE1, both KCNE4 and KCNE5 regulate KCNQ1 (Kv7.1), a Kv channel α subunit 

that is uniquely adaptable partly because of its intrinsic structural attributes, and partly 

because it forms a signaling hub for many different classes of regulatory proteins, including 

all five of the KCNEs9. KCNQ1 exhibits the typical Kv channel composition of a tetramer 

of α subunits each possessing 6 transmembrane segments (S), divided into a voltage sensing 

module (S1–S4) and a pore module (S5–S6), and is expressed in a variety of tissues, 

including the heart, and performs a variety of contrasting functions (for review, see 9). 

KCNQ1-KCNE1 complexes probably exist as a tetramer of α subunits and a pair of KCNE 

subunits (Figure 1B) 43–45, although variable stoichiometry up to 4:4 has also been 

suggested46,47. It is possible that other Kv-KCNE complexes have different stoichiometry 

but this is not yet known. In human ventricular myocytes, KCNQ1 forms complexes with 

KCNE1 that generate the slowly activating delayed rectifier Kv current, IKs (Figure 2A). 

Thus, after cardiac myocytes are depolarized in phase 0 by influx of sodium ions through 

voltage-gated sodium channels (primarily Nav1.5, encoded by SCN5A), an array of 

potassium channels with varied gating properties repolarize the cell to give the distinct 

action potential duration and morphology of each cardiac myocyte subtype. In general terms, 

early repolarization (phase 1) in human ventricular myocytes occurs via the transient 

outward current (Ito) generated by Kv4 (KCND) subfamily α subunits. In phase 2, various 

K+ currents (collectively termed IK) balance depolarization occurring via inward calcium 

current (ICa) to give a flattened portion of the action potential also termed the plateau phase. 

This is ended in phase 3 by sustained repolarization from IKs and the rapidly activating 

current, IKr (generated by hERG in combination with one or more KCNE subunits, including 

KCNE2). Inward rectifiers generate the IKr current active in phase 4 (IK1) (Figure 2A). 

Factors that diminish IKs and IKr, including inherited loss-of-function mutations in the ion 

channel subunits that generate them, or certain medications that block the channels, delay 
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repolarization leading to prolongation of the QT interval on the body-surface 

electrocardiogram (the time between the start of ventricular depolarization and the end of 

ventricular repolarization) (Figure 2B). This causes Long QT Syndrome (LQTS), which can 

predispose to dangerous cardiac arrhythmias48–50.

Within the physiologic voltage range, KCNE4 and KCNE5 might appear to exert similar 

effects on KCNQ1 – each resulting in robust inhibition of activity – but the mechanisms and 

functional outcomes are somewhat different. KCNE4 flattens KCNQ1 current, essentially 

completely inhibiting it in some expression systems (Figure 3). It does this without reducing 

the surface expression of KCNQ151,52, although it has been reported that KCNE4 (and 

KCNE5) prevent targeting of KCNQ1 to lipid rafts53; KCNE4-KCNQ1 complexes are 

detectable in the plasma membrane when the two are co-expressed51. The mechanism of 

inhibition partially involves KCNE4 binding to calmodulin27, a protein which itself is 

required for KCNQ1 activity6. It is thought that KCNE4 also interacts directly with KCNQ1, 

and that this has a minor contribution to channel inhibition, as the latter cannot all be 

explained by KCNE4-calmodulin interaction27. The precise KCNE4 residues required for 

interaction with calmodulin were also narrowed down to a tetraleucine motif on the 

membrane-proximal portion of the C-terminus (Figure 1A). Perhaps most strikingly, 

inhibition of KCNQ1 by KCNE4 is Ca2+-sensitive, such that in 10 nM intracellular free 

Ca2+ inhibition (via the patch pipette in whole cell recordings in CHO cells) inhibition is 

almost 100%, whereas with 3 nM intracellular free Ca2+ inhibition by KCNE4 is closer to 

50%27.

In contrast, KCNE5 shifts the voltage dependence of KCNQ1 activation by ~+140 mV, and 

in this way renders it effectively nonfunctional at physiological membrane potentials54. 

KCNE5 was also previously shown to exert temperature-dependent effects on KCNQ1 

gating kinetics. At room temperature, KCNE5 slowed KCNQ1 activation to a rate half of 

that observed for KCNQ1-KCNE1 (Figure 4) and accelerated KCNQ1 deactivation. At 

37°C, KCNE5 speeded both activation and deactivation of KCNQ1 to rates greater than that 

seen for KCNQ1-KCNE1 in parallel experiments54. The inhibitory process for KCNE5 on 

KCNQ1 has not been reported to require calmodulin and KCNE5 lacks the tetraleucine 

motif which is, among KCNEs, unique to KCNE4. Interestingly, both KCNE4 and KCNE5 

can also exert effects on KCNQ1-KCNE1 (IKs) complexes, and in this context their effects 

appear superficially somewhat similar: each partially inhibits channel activity without 

noticeable effects on macroscopic activation rate, and lesser inhibition at higher positive 

voltages is suggestive of a right-shift in the voltage dependence of activation (Figure 5) 55.

In parallel experiments comparing the effects of KCNE4L and KCNE4S, the former was 

50% less effective at inhibiting KCNQ1. This was unlikely to be an issue of inefficient 

expression of KCNE4L, because injection into Xenopus oocytes of similar amounts of 

KCNE4L cRNA was equally effective at inhibiting KCNQ1 current generated from 10 ng 

cRNA per oocyte versus 2.5 ng cRNA per oocyte42. Furthermore, KCNE4L is highly 

effective at inhibiting other Kv channels (manuscript in preparation). It will be interesting to 

investigate in future studies whether KCNE4L affects calmodulin differently to KCNE4S, 

and if the intracellular Ca2+ sensitivity of inhibition is shifted by the extra N-terminal 

residues on KCNE4L, even if they are extracellularly located.
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KCNE4 and KCNE5 regulation of other Kv α subunits

The KCNQ family

Aside from KCNQ1, KCNE4 and KCNE5 can each regulate many other Kv channels (Table 

1). KCNE2–5 are most recognized for their roles in neurons and the auditory system, but 

one or more of them function in other tissues, e.g., blood vessels. Neither KCNE4 nor 

KCNE5 has been found to modulate KCNQ2 (Kv7.2) or KCNQ2/3 (Kv7.2/3) 

heteromers51,54, a primary molecular correlate of the neuronal M-current56. Results for 

KCNQ4 (Kv7.4) vary between labs. In some studies, no effects of KCNE4S on KCNQ4 

were observed in CHO cells or in Xenopus oocytes51,57. In contrast, we and others observed 

KCNQ4 current augmentation in oocytes by KCNE4S (but not KCNE4L)42,58, and Jepps et 
al. found augmentation in HEK cells, and corresponding reduction in KCNQ4 current and 

cell surface expression in mesenteric artery upon KCNE4 knockdown using a morpholino 

approach59. KCNE5 was reported to inhibit KCNQ4 activity by ~65% in CHO cells54 but no 

effects were observed in oocytes58. Co-expression of KCNQ5 (Kv7.5) with KCNE4 (in 

oocytes) or KCNE5 (in CHO cells), or either subunit in HEK cells, uncovered no functional 

effects51,54,60.

Kv1 and Kv2 α subunits

Various effects have been discovered for KCNE4 on Kv1 (KCNA) subfamily delayed 

rectifier channels, while effects of KCNE5 have to date not been reported. In Xenopus 
oocytes and HEK cells, mouse KCNE4 strongly inhibited Kv1.1 (KCNA1), a channel best 

known for neuronal functions61,62 but also expressed in the heart63,64 and Kv1.3 (KCNA3), 

a channel important in lymphocytes65. In another study, mouse KCNE4 inhibited Kv1.3 

twofold in HEK cells, and was found to slow activation, increase the rate and extent of 

cumulative inactivation, and retain Kv1.3 in the ER66. In contrast, KCNE4 reportedly did 

not regulate Kv1.2 (KCNA2) or the fast-inactivating N-type α subunit Kv1.4 (KCNA4) 

when expressed in oocytes65. Mouse KCNE4 was found not to regulate Kv1.5 (KCNA5) in 

Xenopus oocytes65, whereas we observed twofold augmentation of Kv1.5 by mouse KCNE4 

in CHO cells, and corresponding inhibition of native cardiac myocyte Kv1.5 current in 

Kcne4−/− mice67. KCNE4 regulation of channels formed by heteromeric co-assembly of 

Kv1 family α subunits has also been analyzed in oocyte expression studies, the strongest 

inhibition being observed for Kv1.1–Kv1.3 channels (essentially 100%), followed by 

Kv1.2–Kv1.3 (80%) and lastly Kv1.1–Kv1.2 (50%)65.

Kv2.1 (KCNB1), which is a delayed rectifier α subunit68 expressed widely including in 

mouse and rat heart69,70, was inhibited 90% by KCNE4, and 50% by KCNE5, with no 

obvious change in gating kinetics for the remaining current71. Kv2.1 can also form channels 

with so-called “silent” α subunits, such as Kv6.4 (KCNG4), which do not form channels 

themselves but can form part of functional α subunit tetramers with other α subunits72. 

KCNE4 had little-to-no effect on the function of Kv2.1–Kv6.4 heteromers, but KCNE5 

speeded their activation and recovery from closed-state inactivation, and slowed their 

deactivation71.
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Kv4 α subunits

The Kv4 (KCND) α subunits generate rapidly inactivating IA currents in the brain73 and the 

heart (Kv4.2 and/or Kv4.3, depending on the species, generate Ito,f)74–76. KCNE4S slows 

Kv4.2 (KCND2) activation and inactivation, right-shifts the voltage dependence of steady 

state inactivation, and induces current overshoot in the second pulse following inactivation 

recovery at hyperpolarized membrane potential in a double-pulse protocol26. KCNE4L also 

slows Kv4.2 inactivation and right-shifts its voltage dependence of steady-state 

inactivation42. Kv4.2 is, furthermore, regulated by the cytosolic β subunit Potassium 

Channel Interacting Protein 2 (KChIP2) in vivo in the brain77 and heart78 and also in 

heterologous expression systems, an interaction that augments Kv4.2 current, slows Kv4.2 

inactivation, shifts its voltage-dependence of activation ~30 mV more negative, and 

accelerates its recovery from inactivation77. Co-expression of KCNE4 results in some 

features being intermediate between those generated with either regulatory subunit 

individually modulating Kv4.2 (activation rate and voltage dependence) while some features 

are dominated by KChIP2 (inactivation and recovery from inactivation)26.

Kv4.3 (KCND3) was previously reported to be unaffected by mouse KCNE4 when co-

expressed in Xenopus oocytes65, while effects of KCNE5 on Kv4.2 have to my knowledge 

not been reported. However, Kv4.3-KChIP2 is regulated by both KCNE4 and KCNE5 in 

CHO cells. KCNE4 accelerates Kv4.3-KChIP2 inactivation and recovery from inactivation 

in CHO cells, KCNE5 accelerates its inactivation and shifts its voltage-dependence of 

inactivation to more negative membrane potentials31,36.

hERG α subunit

hERG (human ether-à-go-go related gene product, also known as Kv11.1, and encoded by 

KCNH2) is the unusually-named Kv α subunit that generates the primary ventricular 

myocyte repolarization current, IKr, in adult human, guinea-pig and canine, but not musine, 

heart79,80. hERG is regulated by KCNE1-340,81,82, but co-expression of hERG with KCNE4 

(in oocytes) or KCNE5 (in CHO cells) identified no functional effects51,54.

BK α subunit

The BK (big potassium, also known as KCa1.1, Maxi-K, or slo1) channel, encoded by 

KCNMA1, is a voltage-dependent and Ca2+-activated K+ channel important in tissues 

including blood vessels, the kidney, cerebellum, and putatively in the mitochondria of 

cardiac myocytes83,84. While KCNE5-induced effects on BK channels have not yet been 

reported, KCNE4 inhibits BK channels by right-shifting their voltage-dependence of 

activation and also by increasing the degradation rate of BK channel protein85.

Physiology and pathophysiology of KCNE4 in the heart

It is still unclear whether KCNE4 or KCNE5 regulates KCNQ1 or KCNQ1-KCNE1 

complexes in vivo, but all four subunits are expressed in the heart and there are likely to be 

at least some cardiac myocytes that individually express all four55,86. Given this, it is likely 

that in human heart, KCNE4 acts as a regulatory subunit for KCNQ1-KCNE1 complexes, 

especially when one also considers that KCNE4 may also be the highest expressed KCNE 
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subunit in human ventricular myocardium – more than twentyfold higher than the next 

highest-expressed (KCNE2), according to one study in which mRNA expression was 

quantified using real-time qPCR36. This staggering finding suggests that more attention 

should be paid to the cardiac functions of KCNE4, but also raises the perplexing question of 

why there are not more human KCNE4 sequence variants associated with inherited cardiac 

arrhythmias, compared to the other KCNEs87. In another study, KCNE4 mRNA expression 

quantified by real-time qPCR was also the highest-expressed KCNE subunit overall in 

human heart, although its expression was quantified as equal to that of KCNE1 in the 

ventricles, and greatest in the left atrium (threefold higher expressed there than KCNE1); in 

this study KCNE2 was the second-lowest, not the second-highest, expressed KCNE, in both 

left chambers86.

The variation between these two studies notwithstanding, it is surprising that just one human 

KCNE4 sequence variant has to date been reported to influence predisposition to cardiac 

arrhythmia. This is the E/D polymorphism at position 145 (KCNE4S numbering) (Figure 

1A). Several studies from China have reported that the KCNE4 145D variant is an 

independent risk factor for atrial fibrillation, in both Han and Uygur Chinese37,38,88. In one 

study, KCNE4-145D was found to augment KCNQ1 current almost twofold, in contrast to 

the inhibitory effects of KCNE4-145E89. This finding would represent an attractive 

mechanistic basis for 145D variant-associated atrial fibrillation, because KCNQ1 gain-of-

function variants are associated with predisposition to atrial fibrillation, presumably by 

shortening the atrial effective refractory period90. However, US-based human genome 

databases tend to show the 145D variant, suggesting it may be the more common form in 

predominantly Caucasian populations. Furthermore, the D at human position 145 (KCNE4S) 

or position 196 (KCNE4L) is also the residue more commonly found in annotated genome 

databases of other species, including Pan paniscus (bonobo), Microtus ochrogaster (prairie 

vole), Chinchilla langera (chinchilla) and Mus musculus (house mouse), while the E was 

only observed in Rattus norvegicus (brown rat). Even in reptilians, specifically king cobra 

and garter snake, which as expected exhibited overall lower identity to mammalian KCNE4 

sequences (Figure 1C; Supplementary Figure 1), there was also a D at the position aligning 

with human KCNE4L 19642. In Xenopus oocytes, human KCNE4S-145D inhibited KCNQ1 

activity by 80%, while human KCNE4L-145D inhibited KCNQ1 by 40%, differing from the 

previous results reported for KCNE4-145D in CHO cells42 (although there was no direct 

comparison of the D versus E polymorphisms). It will be of interest in the future to 

determine if these discrepancies arose from expression system differences or other factors, 

and also how the frequencies of the E versus D-encoding alleles compare between different 

ethnicities.

As described in previous sections, KCNE4 modulates KCNQ151, an α subunit linked to 

LQTS, Short QT syndrome, and atrial fibrillation9. KCNE4 also regulates Kv4.3, the major 

α subunit generating Ito in human ventricles, which is encoded by a gene (KCND3) 

associated with Brugada91–95, sudden infant death syndrome93,94, autopsy-negative sudden 

unexplained death93, and early-onset persistent lone atrial fibrillation96,97. Reasons 

underlying the seemingly low representation of KCNE4 in inherited arrhythmia syndromes 

(compared to other KCNE genes) could include the following. First, it is possible that it is 

not very important in cardiomyocytes. While it is reportedly highly expressed at the mRNA 
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level in human heart, these studies did not differentiate between cardiac myocytes and other 

cell types, including fibroblasts and the constituents of blood vessels (for discussion of role 

of KCNE4 in blood vessels, see below). This argument is counteracted to some extent by 

findings from Kcne4−/− mice (see below), but it is possible that KCNE4 distribution differs 

in mouse and human heart. Second, KCNE4 activity might be redundant with that of other 

KCNE isoforms, although this does not seem particularly likely based on their contrasting 

effects in vitro. Third, it is possible that KCNE4 is an “emergency” subunit that only comes 

into play in obscure conditions, e.g., when IKr is compromised and there are unusually low 

or high Ca2+ levels within the myocyte. This could then shift its disease association 

frequency to make the incidence of KCNE4-linked arrhythmias even rarer than for other 

KCNE genes (already low, although not inconsequential98, at ≤1%) and thus out of detection 

range. Fourth, the opposite hypothesis would be that KCNE4 is so essential to cardiac 

function or development and so sensitive to mutation that carriers do not survive to full term 

in utero. This scenario is difficult to imagine, but a comprehensive study of the functional 

effects of single point mutations along KCNE4 has not been carried out. It is also possible 

that the human body is sensitive to KCNE4 gene variation for other reasons, e.g., because of 

a role in fetal development, uterine physiology, or parturition. Notably, KCNE4 is highly 

expressed in human embryos and is most highly expressed in the uterus among adult human 

tissues51, and is the most abundant KCNE gene in mouse uterus, where it may regulate 

KCNQ199,100. However, we observed a Mendelian ratio for pup genotype within our 

Kcne4−/− colony, suggesting against lethal effects prior to birth arising from Kcne4 deletion 

in mice67.

Adult mouse heart does not express IKs to any great extent and so this system cannot readily 

be used to analyze the ramifications of Kcne4 deletion on this current. However, there are 

some similarities between adult mouse and human cardiomyocyte Kv α subunit expression, 

notably that both express Kv4.3 and/or Kv4.2, and also Kv1.5 - although in human heart, 

currents attributable to Kv1.5 are restricted to the atria, unlike in mice101,102. Kcne4 is much 

more highly expressed in male versus female mouse heart (the greatest chamber-specific 

difference was eightfold, in the left ventricles). This arises from positive regulation of Kcne4 
expression by 5α-dihydrotestosterone (DHT); castrated males showed similar left 

ventricular Kcne4 expression to that of young adult females, while this could be reversed by 

implantation of slow-release DHT pellets at the time of castration. Following menopause, 

female mouse testosterone levels increase, and that is associated with increased Kcne4 
expression to match that of male mice67.

Germline targeted deletion of Kcne4 reduced peak ventricular myocyte Kv current by 25% 

in young adult male mice, dropping it to the same density as that recorded in young adult 

female mouse ventricular myocytes, currents in which were not perturbed by Kcne4 
deletion. In male mouse ventricular myocytes, Kcne4 deletion specifically reduced the 

magnitude of the fast transient outward current (Ito,f), which is generated by Kv4.2 and 

possibly also Kv4.3, and the slowly activating Kv current IK,slow1, which is generated by 

Kv1.5 in mice67. Upon co-expression in CHO cells, Kv1.5 activity was augmented by 

mouse Kcne4, consistent with these findings67.
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Human KCNE4S co-expression was previously found to slightly reduce hKv4.2 peak 

current in tsA201 cells (with or without concomitant expression of the cytosolic β subunit, 

KChIP2, an important partner for Kv4 subunits in vivo), but also slowed its inactivation26, 

which would be expected to increase peak current if all other parameters, including surface 

trafficking, were equal. Kcne4 deletion also reduced atrial myocyte peak Kv current, by 

45%. Kcne4 deletion lengthened the QT interval in adult male and post-menopausal female 

mice, consistent with the reduction in Kv current density observed in these groups. No atrial 

arrhythmias were observed but resistance to atrial pacing-induced atrial arrhythmias was not 

tested, which might conceivably have been increased in the Kcne4−/− mice because of their 

reduced atrial Kv current density (potentially disfavoring a shortened atrial effective 

refractory period)67. It is not yet known whether KCNE4 is regulated by DHT in human 

heart or other tissues, although this could also play into the unexpectedly low association of 

KCNE4 gene variants with human arrhythmias; perhaps only certain sections of the 

population (i.e., males in a specific age range) depend upon KCNE4 for regulation of 

cardiac rhythm.

Functions for KCNE4 outside the heart

Regulation of BK channels

As described above, KCNE4 also regulates the Ca2+-activated K+ channel, BK85. KCNE4 is 

localized, in rat kidney, to apical membranes of intercalated cells in the medulla and the 

renal cortex, where it co-localizes with BK channel α subunits. Without altering unitary 

conductance, human KCNE4 downregulates BK current threefold by disfavoring opening at 

a given membrane potential and also accelerating BK channel protein degradation85. BK 

channels regulate flow-dependent K+ secretion in rabbit kidney, where BK expression is 

downregulated by a low K+ diet103. It is possible that KCNE4 contributes to this or other 

regulatory processes controlling renal BK channel activity, although this has not yet been 

explored85. Neither has the possibility of DHT regulation of renal KCNE4 yet been pursued. 

Interestingly, 5β-DHT (and to a lesser extent, testosterone and 5α-DHT) was found to 

directly block BK channels in excised inside-out patches in anterior pituitary rat tumor 

(GH3) cells, while testosterone, but neither form of DHT, augmented activity of channels 

formed by the short isoform of the BK channel α subunit expressed in HEK-293 cells104. 

Thus, androgens might have complex effects on BK-KCNE4 channel complexes, depending 

on the tissue. It is still not known whether DHT regulation of KCNE4 is direct, genomic, or 

via an intermediary protein such as a KCNE4-regulating transcription factor whose 

expression is regulated by DHT67. KCNQ1 is also expressed in the kidney, and therefore 

KCNE4 could have more than one renal function105,106. Any renal effects of Kcne4 deletion 

in mice have yet to be reported.

Regulation of KCNQ4

KCNE4 also regulates the KCNQ4 α subunit in vivo, in mesenteric arteries. KCNE4 was 

found to be the predominant KCNE transcript in rat arteries, and it co-localizes with 

KCNQ4 in rat mesenteric artery59. Human KCNE4S was found to augment KCNQ4 activity, 

in HEK cells and in Xenopus oocytes (although others found no effects for KCNE4S in 

oocytes or CHO cells43,49); interestingly, human KCNE4L appears to lack this ability, at 
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least when assayed in oocytes42. Morpholino-mediated knockdown of KCNE4 in rat 

mesenteric artery reduced surface expression of KCNQ4, depolarized the arterial myocytes, 

and reduced sensitivity of arterial tone to KCNQ family modulators, all consistent with a 

role for KCNQ4-KCNE4 channels in this tissue. KCNE4 knockdown also increased 

sensitivity to vasoconstricting drugs, supporting a role for KCNE4-containing channels in 

regulating arterial tone59. Given that KCNE4L, which we found did not augment KCNQ4 in 

oocyte expression studies, is expressed in both human and rat transcriptomes, it will be 

interesting to determine which form of KCNE4 is expressed in different blood vessels 

including mesenteric artery, and also to decipher whether KCNE4L can regulate KCNQ4 in 

different cellular contexts. It will also be important to determine the effects of germline 

Kcne4 deletion in arteries of Mus musculus, a species that only appears to express 

KCNE4S42.

Regulation of Kv channels in the uterus

KCNE4 is also highly expressed in uterus and could regulate the various KCNQ isoforms 

expressed there, but direct experiments in this area have not been reported51. Interestingly, 

while the activity of mERG1 channels was previously found to diminish toward the end of 

gestation in mice, mERG1 transcript and protein expression were unaltered, suggesting the 

possibility of regulation of mERG1 activity by another factor 107. Increases in expression of 

both KCNE2 and KCNE4 coincided with this reduced mERG1 activity 107. The KCNE2 

increase is more likely to be responsible for altered mERG1 activity, given its known ability 

to reduce hERG current density40, whereas KCNE4 was not found to alter hERG current in 

heterologous expression studies in Xenopus oocytes51. However, it is conceivable that 

KCNE4 could regulate hERG in the mammalian uterus, yet fail to exert functional effects in 

Xenopus oocytes. Elucidation of the mechanisms underlying reduced ERG activity late in 

pregnancy is important as it could potentially contribute to onset of labor107. Human 

KCNE4L transcript is most readily detectable in the uterus, followed by the ureter, spleen, 

placenta, lymph node, adrenal and heart (enriched in atria) out of 48 tissues tested by real-

time qPCR, but aside from the atria, roles in these tissues have yet to be fleshed out42.

Regulation of Kv1.3 in the immune system

KCNE4 has been demonstrated to inhibit Kv1.3 channel activity by retaining it in the ER, 

impairing its targeting to lipid rafts, and also by gating alterations that slow activation while 

also speeding and accumulating inactivation. KCNE4-Kv1.3 complexes may play a role in 

regulation of immune responses, as both are expressed in macrophages, where they also co-

localize. Activation of macrophages using lipopolysaccharides increasing expression of both 

KCNE4 and Kv1.3 transcripts; in contrast, dexamethasone was found to diminish Kv1.3 but 

not KCNE4 expression 66.

Potential role of KCNE5 in vivo

The effects of Kcne5 deletion in mice have yet to be reported, but there are clues as to the 

native roles of KCNE5 from its tissue expression, the α subunits it regulates in vitro, and 

from disease association of human KCNE5 sequence variants. KCNE5 thus far has been 

found to modify the function of most of the KCNQ family, Kv2.1 (and Kv2.1-Kv6.4 
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heteromers) and Kv4.3-KChIP2 (see details above and Table 1). KCNE5 transcripts were 

reportedly most highly expressed in human cardiac and skeletal muscle, the spinal cord and 

the brain41, and it is also found in human placenta, where its expression levels increase in 

pre-eclampsia108–110. In mouse embryo, Kcne5 was found in cranial nerve migrating crest 

cells, ganglia, and in somites and the myoepicardial layer41. KCNE5 is among a group of 

genes deleted in AMME (Alport syndrome, intellectual disability, midface hypoplasia and 

elliptocytosis) contiguous gene deletion syndrome, a syndrome also associated with cardiac 

abnormalities and generalized hypoplasia41. While the specific contribution of lack of 

KCNE5 to this syndrome is not known, its tissue expression would appear to fit with the 

cardiac and neural sequelae. In the brain, the ability of KCNE5 to modulate Kv2.1 and 

several KCNQ isoforms suggests possible leads for its potential roles in the CNS, but these 

have not been investigated in vivo to my knowledge.

KCNE5 coding region sequence variants have been suggested to associate with atrial 

fibrillation and Brugada syndrome, but not LQTS thus far31,33,34. In a small cohort of LQTS 

patients negative for mutations in other known LQTS-associated genes at that time, no 

LQTS-associated variants in KCNE5 were found; and one polymorphism (C97T, encoding 

P33S) was equally represented in the 88 patients and among 90 control subjects111. 

However, the G variant of the common rs697829 A/G polymorphism in the KCNE5 3’ 

untranslated region was associated with a prolonged QT interval (by ~15 ms) in a post-acute 

coronary syndromes patient cohort. The G allele was also associated with a hazard ratio of 

1.44 for death compared to A allele patients, only in males, and after adjusting for age, 

corrected QT interval, and other factors32. The association in only males is particularly 

pertinent given that KCNE5 is X-linked41.

KCNE5 coding region sequence variants are associated with idiopathic ventricular 

fibrillation, especially Brugada syndrome, in men31. A variant encoding KCNE5-Y81H was 

associated with a type 1 Brugada pattern electrocardiogram in a male proband; a variant 

encoding KCNE5-D92E;E93X was found in a man with saddle-back-type ST elevation in 

the right precordial leads and other features diagnostic of Brugada syndrome, and the variant 

was tightly associated with premature sudden death in male but not female family members. 

Both these variants increased the current magnitude of co-expressed Kv4.3-KChIP2 

channels compared to those co-expressed with wild-type KCNE5, but did not alter the 

effects of KCNE5 co-expression on KCNQ1-KCNE1 channels (although KCNQ1-KCNE5 

channels in the absence of KCNE1 were not shown)31. A KCNE5 variant, L65F, associated 

with atrial fibrillation, was conversely found to upregulate KCNQ1-KCNE1 current 

expressed in CHO cells; again effects on KCNQ1 without KCNE1 were not discussed34. 

The 97T polymorphism of KCNE5, which encodes a serine (TCU) rather than the more 

common proline (CCU) at residue 33, was, in contrast, found more frequently in 96 control 

subjects than in 158 subjects with atrial fibrillation, suggesting the possibility of a protective 

phenotype, although the functional change associated with this residue switch has not been 

described33. In contrast, in a later study, the P33S variant was found in family members of 

either sex with AF, but not in unaffected siblings or those with conduction defects35. The 

overall frequency of the 97T allele in this case was 0.07 in 80 probands with atrial 

fibrillation, versus 0.12 in 240 control subjects. Possible sources of discrepancies between 

the two studies include population size, ethnicity (the former study was carried out in 
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Denmark, the latter in Australia) and polymorphisms in other cardiac K+ channels (studied 

systematically in the latter investigation). Residues mutated by putatively arrhythmia-

associated KCNE5 sequence variants are shown in Figure 1A.

Conclusions

As with all the KCNE isoforms, research into KCNE4 and KCNE5 has been dominated in 

its early stages by examining their roles in the heart and inherited arrhythmia syndromes. 

Each of these isoforms can regulate cardiac IKs and Ito generating channel complexes in 
vitro, but the more important question is what occurs in vivo. Studies of Kcne4 deletion in 

mice have indicated a role for KCNE4 in Ito complexes in mouse heart, giving important 

proof-of-principle, and also identified KCNE4 regulation by DHT in the heart to a level that 

is of functional and pathophysiological significance; the next step will be to elucidate 

whether this occurs in human myocardium as well.

Most studies of KCNE4 and KCNE5 with respect to human arrhythmias have focused on the 

effects of the disease-associated variants on KCNQ1-KCNE1 and Kv4.2-KChIP2 

complexes, and future attention might be paid to effects on KCNQ1 in the absence of 

KCNE4, and other aspects such as which of the long or short Kv4.3 variants (both of which 

are expressed in human heart) are being studied. In addition, it will be of interest to 

determine whether KCNE4 regulates Kv1.5 in human atria, as it does in mouse heart. 

Furthermore, now that the existence of longer forms of KCNE4 (and KCNE3) is known, 

what will be the influence of the newly discovered N-terminal portions on the effects of 

disease-associated KCNE variants?

Finally, the contrasting expression patterns of KCNE4 and KCNE5 outside the heart, the 

first hints of roles for KCNE4 in extracardiac systems such as regulation of KCNQ4 in the 

mesenteric artery, and the potential involvement of KCNE5 in neural aspects of AMME 

contiguous gene syndrome - possibly through disruption of its regulation of KCNQs and 

Kv2.1 - suggest that the knowledge of these two isoforms accumulated thus far from cardiac 

studies may be the tip of the iceberg.

Supplementary Material

Refer to Web version on PubMed Central for supplementary material.
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CHO Chinese Hamster ovary

HEK human embryonic kidney

IKs/IsK slowly activating K+ current

KChIP K+ channel interacting protein

Kv channel voltage-gated potassium channel

LQTS Long QT syndrome

MiRP MinK-related peptide

References

1. Abbott GW, Pitt GS. Ion channels under the sun. FASEB J. 2014; 28(5):1957–62. [PubMed: 
24786286] 

2. Abbott GW, Goldstein SA, Sesti F. Do all voltage-gated potassium channels use MiRPs? Circ Res. 
2001; 88(10):981–3. [PubMed: 11375265] 

3. Herzer T, Busch AE, Waldegger S, Lang F. Inhibition of human IsK channels expressed in Xenopus 
oocytes by calmodulin antagonists. Eur J Pharmacol. 1994; 259(3):335–8. [PubMed: 7982464] 

4. Fanger CM, Ghanshani S, Logsdon NJ, Rauer H, Kalman K, Zhou J, Beckingham K, Chandy KG, 
Cahalan MD, Aiyar J. Calmodulin mediates calcium-dependent activation of the intermediate 
conductance KCa channel, IKCa1. J Biol Chem. 1999; 274(9):5746–54. [PubMed: 10026195] 

5. Lee A, Wong ST, Gallagher D, Li B, Storm DR, Scheuer T, Catterall WA. Ca2+/calmodulin binds to 
and modulates P/Q-type calcium channels. Nature. 1999; 399(6732):155–9. [PubMed: 10335845] 

6. Ghosh S, Nunziato DA, Pitt GS. KCNQ1 assembly and function is blocked by long-QT syndrome 
mutations that disrupt interaction with calmodulin. Circ Res. 2006; 98(8):1048–54. [PubMed: 
16556866] 

7. Shamgar L, Ma L, Schmitt N, Haitin Y, Peretz A, Wiener R, Hirsch J, Pongs O, Attali B. 
Calmodulin is essential for cardiac IKS channel gating and assembly: impaired function in long-QT 
mutations. Circ Res. 2006; 98(8):1055–63. [PubMed: 16556865] 

8. Massengill JL, Smith MA, Son DI, O’Dowd DK. Differential expression of K4-AP currents and 
Kv3.1 potassium channel transcripts in cortical neurons that develop distinct firing phenotypes. J 
Neurosci. 1997; 17(9):3136–47. [PubMed: 9096148] 

9. Abbott GW. Biology of the KCNQ1 potassium channel. New Journal of Science. 2014

10. Roberts BN, Yang PC, Behrens SB, Moreno JD, Clancy CE. Computational approaches to 
understand cardiac electrophysiology and arrhythmias. Am J Physiol Heart Circ Physiol. 2012; 
303(7):H766–83. [PubMed: 22886409] 

11. Anantharam A, Lewis A, Panaghie G, Gordon E, McCrossan ZA, Lerner DJ, Abbott GW. RNA 
interference reveals that endogenous Xenopus MinK-related peptides govern mammalian K+ 
channel function in oocyte expression studies. J Biol Chem. 2003; 278(14):11739–45. [PubMed: 
12529362] 

12. Park KH, Hernandez L, Cai SQ, Wang Y, Sesti F. A family of K+ channel ancillary subunits 
regulate taste sensitivity in Caenorhabditis elegans. J Biol Chem. 2005; 280(23):21893–9. 
[PubMed: 15799965] 

13. Abbott GW, Goldstein SA. A superfamily of small potassium channel subunits: form and function 
of the MinK-related peptides (MiRPs). Q Rev Biophys. 1998; 31(4):357–98. [PubMed: 10709243] 

14. McCrossan ZA, Abbott GW. The MinK-related peptides. Neuropharmacology. 2004; 47(6):787–
821. [PubMed: 15527815] 

15. Kanda VA, Lewis A, Xu X, Abbott GW. KCNE1 and KCNE2 provide a checkpoint governing 
voltage-gated potassium channel alpha-subunit composition. Biophys J. 2011; 101(6):1364–75. 
[PubMed: 21943417] 

Abbott Page 13

Gene. Author manuscript; available in PMC 2017 November 30.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



16. Kanda VA, Lewis A, Xu X, Abbott GW. KCNE1 and KCNE2 inhibit forward trafficking of 
homomeric N-type voltage-gated potassium channels. Biophys J. 2011; 101(6):1354–63. 
[PubMed: 21943416] 

17. Kanda VA, Purtell K, Abbott GW. Protein kinase C downregulates I(Ks) by stimulating KCNQ1-
KCNE1 potassium channel endocytosis. Heart Rhythm. 2011; 8(10):1641–7. [PubMed: 21699843] 

18. Xu X V, Kanda A, Choi E, Panaghie G, Roepke TK, Gaeta SA, Christini DJ, Lerner DJ, Abbott 
GW. MinK-dependent internalization of the IKs potassium channel. Cardiovasc Res. 2009; 82(3):
430–8. [PubMed: 19202166] 

19. Sesti F, Goldstein SA. Single-channel characteristics of wild-type IKs channels and channels 
formed with two minK mutants that cause long QT syndrome. J Gen Physiol. 1998; 112(6):651–
63. [PubMed: 9834138] 

20. Pusch M, Bertorello L, Conti F. Gating and flickery block differentially affected by rubidium in 
homomeric KCNQ1 and heteromeric KCNQ1/KCNE1 potassium channels. Biophys J. 2000; 
78(1):211–26. [PubMed: 10620287] 

21. Barhanin J, Lesage F, Guillemare E, Fink M, Lazdunski M, Romey G. K(V)LQT1 and lsK (minK) 
proteins associate to form the I(Ks) cardiac potassium current. Nature. 1996; 384(6604):78–80. 
[PubMed: 8900282] 

22. Sanguinetti MC, Curran ME, Zou A, Shen J, Spector PS, Atkinson DL, Keating MT. Coassembly 
of K(V)LQT1 and minK (IsK) proteins to form cardiac I(Ks) potassium channel. Nature. 1996; 
384(6604):80–3. [PubMed: 8900283] 

23. Tristani-Firouzi M, Sanguinetti MC. Voltage-dependent inactivation of the human K+ channel 
KvLQT1 is eliminated by association with minimal K+ channel (minK) subunits. J Physiol. 1998; 
510( Pt 1):37–45. [PubMed: 9625865] 

24. Heitzmann D, Koren V, Wagner M, Sterner C, Reichold M, Tegtmeier I, Volk T, Warth R. KCNE 
beta subunits determine pH sensitivity of KCNQ1 potassium channels. Cell Physiol Biochem. 
2007; 19(1–4):21–32. [PubMed: 17310097] 

25. Li Y, Zaydman MA, Wu D, Shi J, Guan M, Virgin-Downey B, Cui J. KCNE1 enhances 
phosphatidylinositol 4,5-bisphosphate (PIP2) sensitivity of IKs to modulate channel activity. Proc 
Natl Acad Sci U S A. 2011; 108(22):9095–100. [PubMed: 21576493] 

26. Levy DI, Cepaitis E, Wanderling S, Toth PT, Archer SL, Goldstein SA. The membrane protein 
MiRP3 regulates Kv4.2 channels in a KChIP-dependent manner. J Physiol. 2010; 588(Pt 14):
2657–68. [PubMed: 20498229] 

27. Ciampa EJ, Welch RC, Vanoye CG, George AL Jr. KCNE4 juxtamembrane region is required for 
interaction with calmodulin and for functional suppression of KCNQ1. J Biol Chem. 2011; 286(6):
4141–9. [PubMed: 21118809] 

28. Panaghie G, Abbott GW. The impact of ancillary subunits on small-molecule interactions with 
voltage-gated potassium channels. Curr Pharm Des. 2006; 12(18):2285–302. [PubMed: 16787255] 

29. Abbott GW. The KCNE2 K(+) channel regulatory subunit: Ubiquitous influence, complex 
pathobiology. Gene. 2015; 569(2):162–72. [PubMed: 26123744] 

30. Abbott GW. KCNE1 and KCNE3: The yin and yang of voltage-gated K(+) channel regulation. 
Gene. 2016; 576(1 Pt 1):1–13. [PubMed: 26410412] 

31. Ohno S, Zankov DP, Ding WG, Itoh H, Makiyama T, Doi T, Shizuta S, Hattori T, Miyamoto A, 
Naiki N, Hancox JC, Matsuura H, Horie M. KCNE5 (KCNE1L) variants are novel modulators of 
Brugada syndrome and idiopathic ventricular fibrillation. Circ Arrhythm Electrophysiol. 2011; 
4(3):352–61. [PubMed: 21493962] 

32. Palmer BR, Frampton CM, Skelton L, Yandle TG, Doughty RN, Whalley GA, Ellis CJ, Troughton 
RW, Richards AM, Cameron VA. KCNE5 polymorphism rs697829 is associated with QT interval 
and survival in acute coronary syndromes patients. J Cardiovasc Electrophysiol. 2012; 23(3):319–
24. [PubMed: 21985337] 

33. Ravn LS, Hofman-Bang J, Dixen U, Larsen SO, Jensen G, Haunso S, Svendsen JH, Christiansen 
M. Relation of 97T polymorphism in KCNE5 to risk of atrial fibrillation. Am J Cardiol. 2005; 
96(3):405–7. [PubMed: 16054468] 

34. Ravn LS, Aizawa Y, Pollevick GD, Hofman-Bang J, Cordeiro JM, Dixen U, Jensen G, Wu Y, 
Burashnikov E, Haunso S, Guerchicoff A, Hu D, Svendsen JH, Christiansen M, Antzelevitch C. 

Abbott Page 14

Gene. Author manuscript; available in PMC 2017 November 30.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



Gain of function in IKs secondary to a mutation in KCNE5 associated with atrial fibrillation. Heart 
Rhythm. 2008; 5(3):427–35. [PubMed: 18313602] 

35. Mann SA, Otway R, Guo G, Soka M, Karlsdotter L, Trivedi G, Ohanian M, Zodgekar P, Smith RA, 
Wouters MA, Subbiah R, Walker B, Kuchar D, Sanders P, Griffiths L, Vandenberg JI, Fatkin D. 
Epistatic effects of potassium channel variation on cardiac repolarization and atrial fibrillation risk. 
J Am Coll Cardiol. 2012; 59(11):1017–25. [PubMed: 22402074] 

36. Radicke S, Cotella D, Graf EM, Banse U, Jost N, Varro A, Tseng GN, Ravens U, Wettwer E. 
Functional modulation of the transient outward current Ito by KCNE beta-subunits and regional 
distribution in human non-failing and failing hearts. Cardiovasc Res. 2006; 71(4):695–703. 
[PubMed: 16876774] 

37. Zeng Z, Tan C, Teng S, Chen J, Su S, Zhou X, Wang F, Zhang S, Gu D, Makielski JC, Pu J. The 
single nucleotide polymorphisms of I(Ks) potassium channel genes and their association with 
atrial fibrillation in a Chinese population. Cardiology. 2007; 108(2):97–103. [PubMed: 17016049] 

38. Zeng ZY, Pu JL, Tan C, Teng SY, Chen JH, Su SY, Zhou XY, Zhang S, Li YS, Wang FZ, Gu DF. 
The association of single nucleotide polymorphism of slow delayed rectifier K+ channel genes 
with atrial fibrillation in Han nationality Chinese. Zhonghua Xin Xue Guan Bing Za Zhi. 2005; 
33(11):987–91. [PubMed: 16563243] 

39. Takumi T, Ohkubo H, Nakanishi S. Cloning of a membrane protein that induces a slow voltage-
gated potassium current. Science. 1988; 242(4881):1042–5. [PubMed: 3194754] 

40. Abbott GW, Sesti F, Splawski I, Buck ME, Lehmann MH, Timothy KW, Keating MT, Goldstein 
SA. MiRP1 forms IKr potassium channels with HERG and is associated with cardiac arrhythmia. 
Cell. 1999; 97(2):175–87. [PubMed: 10219239] 

41. Piccini M, Vitelli F, Seri M, Galietta LJ, Moran O, Bulfone A, Banfi S, Pober B, Renieri A. 
KCNE1-like gene is deleted in AMME contiguous gene syndrome: identification and 
characterization of the human and mouse homologs. Genomics. 1999; 60(3):251–7. [PubMed: 
10493825] 

42. Abbott GW. Novel exon 1 protein-coding regions N-terminally extend human KCNE3 and 
KCNE4. FASEB J. 2016; doi: 10.1096/fj.201600467R

43. Chen H, Kim LA, Rajan S, Xu S, Goldstein SA. Charybdotoxin binding in the I(Ks) pore 
demonstrates two MinK subunits in each channel complex. Neuron. 2003; 40(1):15–23. [PubMed: 
14527430] 

44. Plant LD, Xiong D, Dai H, Goldstein SA. Individual IKs channels at the surface of mammalian 
cells contain two KCNE1 accessory subunits. Proc Natl Acad Sci U S A. 2014

45. Wang KW, Goldstein SA. Subunit composition of minK potassium channels. Neuron. 1995; 14(6):
1303–9. [PubMed: 7605639] 

46. Wang W, Xia J, Kass RS. MinK-KvLQT1 fusion proteins, evidence for multiple stoichiometries of 
the assembled IsK channel. J Biol Chem. 1998; 273(51):34069–74. [PubMed: 9852064] 

47. Nakajo K, Ulbrich MH, Kubo Y, Isacoff EY. Stoichiometry of the KCNQ1 - KCNE1 ion channel 
complex. Proc Natl Acad Sci U S A. 2010; 107(44):18862–7. [PubMed: 20962273] 

48. Sanguinetti MC. Long QT syndrome: ionic basis and arrhythmia mechanism in long QT syndrome 
type 1. J Cardiovasc Electrophysiol. 2000; 11(6):710–2. [PubMed: 10868746] 

49. Anantharam A, Markowitz SM, Abbott GW. Pharmacogenetic considerations in diseases of cardiac 
ion channels. J Pharmacol Exp Ther. 2003; 307(3):831–8. [PubMed: 14561846] 

50. Abbott GW. Molecular mechanisms of cardiac voltage-gated potassium channelopathies. Curr 
Pharm Des. 2006; 12(28):3631–44. [PubMed: 17073664] 

51. Grunnet M, Jespersen T, Rasmussen HB, Ljungstrom T, Jorgensen NK, Olesen SP, Klaerke DA. 
KCNE4 is an inhibitory subunit to the KCNQ1 channel. J Physiol. 2002; 542(Pt 1):119–30. 
[PubMed: 12096056] 

52. Grunnet M, Olesen SP, Klaerke DA, Jespersen T. hKCNE4 inhibits the hKCNQ1 potassium current 
without affecting the activation kinetics. Biochem Biophys Res Commun. 2005; 328(4):1146–53. 
[PubMed: 15707997] 

53. Roura-Ferrer M, Sole L, Oliveras A, Dahan R, Bielanska J, Villarroel A, Comes N, Felipe A. 
Impact of KCNE subunits on KCNQ1 (Kv7.1) channel membrane surface targeting. J Cell Physiol. 
2010; 225(3):692–700. [PubMed: 20533308] 

Abbott Page 15

Gene. Author manuscript; available in PMC 2017 November 30.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



54. Angelo K, Jespersen T, Grunnet M, Nielsen MS, Klaerke DA, Olesen SP. KCNE5 induces time- 
and voltage-dependent modulation of the KCNQ1 current. Biophys J. 2002; 83(4):1997–2006. 
[PubMed: 12324418] 

55. Lundquist AL, Manderfield LJ, Vanoye CG, Rogers CS, Donahue BS, Chang PA, Drinkwater DC, 
Murray KT, George AL Jr. Expression of multiple KCNE genes in human heart may enable 
variable modulation of I(Ks). J Mol Cell Cardiol. 2005; 38(2):277–87. [PubMed: 15698834] 

56. Wang HS, Pan Z, Shi W, Brown BS, Wymore RS, Cohen IS, Dixon JE, McKinnon D. KCNQ2 and 
KCNQ3 potassium channel subunits: molecular correlates of the M-channel. Science. 1998; 
282(5395):1890–3. [PubMed: 9836639] 

57. Vanoye CG, Welch RC, Daniels MA, Manderfield LJ, Tapper AR, Sanders CR, George AL Jr. 
Distinct subdomains of the KCNQ1 S6 segment determine channel modulation by different KCNE 
subunits. J Gen Physiol. 2009; 134(3):207–17. [PubMed: 19687231] 

58. Strutz-Seebohm N, Seebohm G, Fedorenko O, Baltaev R, Engel J, Knirsch M, Lang F. Functional 
coassembly of KCNQ4 with KCNE-beta- subunits in Xenopus oocytes. Cell Physiol Biochem. 
2006; 18(1–3):57–66. [PubMed: 16914890] 

59. Jepps TA, Carr G, Lundegaard PR, Olesen SP, Greenwood IA. Fundamental role for the KCNE4 
ancillary subunit in Kv7.4 regulation of arterial tone. J Physiol. 2015; 593(24):5325–40. [PubMed: 
26503181] 

60. Roura-Ferrer M, Etxebarria A, Sole L, Oliveras A, Comes N, Villarroel A, Felipe A. Functional 
implications of KCNE subunit expression for the Kv7.5 (KCNQ5) channel. Cell Physiol Biochem. 
2009; 24(5–6):325–34. [PubMed: 19910673] 

61. Stuhmer W, Ruppersberg JP, Schroter KH, Sakmann B, Stocker M, Giese KP, Perschke A, 
Baumann A, Pongs O. Molecular basis of functional diversity of voltage-gated potassium channels 
in mammalian brain. EMBO J. 1989; 8(11):3235–44. [PubMed: 2555158] 

62. Browne DL, Gancher ST, Nutt JG, Brunt ER, Smith EA, Kramer P, Litt M. Episodic ataxia/
myokymia syndrome is associated with point mutations in the human potassium channel gene, 
KCNA1. Nat Genet. 1994; 8(2):136–40. [PubMed: 7842011] 

63. Glasscock E, Voigt N, McCauley MD, Sun Q, Li N, Chiang DY, Zhou XB, Molina CE, Thomas D, 
Schmidt C, Skapura DG, Noebels JL, Dobrev D, Wehrens XH. Expression and function of Kv1.1 
potassium channels in human atria from patients with atrial fibrillation. Basic Res Cardiol. 2015; 
110(5):505. [PubMed: 26162324] 

64. Brahmajothi MV, Morales MJ, Liu S, Rasmusson RL, Campbell DL, Strauss HC. In situ 
hybridization reveals extensive diversity of K+ channel mRNA in isolated ferret cardiac myocytes. 
Circ Res. 1996; 78(6):1083–9. [PubMed: 8635239] 

65. Grunnet M, Rasmussen HB, Hay-Schmidt A, Rosenstierne M, Klaerke DA, Olesen SP, Jespersen 
T. KCNE4 is an inhibitory subunit to Kv1.1 and Kv1.3 potassium channels. Biophys J. 2003; 
85(3):1525–37. [PubMed: 12944270] 

66. Sole L, Roura-Ferrer M, Perez-Verdaguer M, Oliveras A, Calvo M, Fernandez-Fernandez JM, 
Felipe A. KCNE4 suppresses Kv1.3 currents by modulating trafficking, surface expression and 
channel gating. J Cell Sci. 2009; 122(Pt 20):3738–48. [PubMed: 19773357] 

67. Crump SM, Hu Z, Kant R, Levy DI, Goldstein SA, Abbott GW. Kcne4 deletion sex- and age-
specifically impairs cardiac repolarization in mice. FASEB J. 2016; 30(1):360–9. [PubMed: 
26399785] 

68. Frech GC, VanDongen AM, Schuster G, Brown AM, Joho RH. A novel potassium channel with 
delayed rectifier properties isolated from rat brain by expression cloning. Nature. 1989; 340(6235):
642–5. [PubMed: 2770868] 

69. Dixon JE, McKinnon D. Quantitative analysis of potassium channel mRNA expression in atrial and 
ventricular muscle of rats. Circ Res. 1994; 75(2):252–60. [PubMed: 8033339] 

70. Bou-Abboud E, Li H, Nerbonne JM. Molecular diversity of the repolarizing voltage-gated K+ 
currents in mouse atrial cells. J Physiol. 2000; 529(Pt 2):345–58. [PubMed: 11101645] 

71. David JP, Stas JI, Schmitt N, Bocksteins E. Auxiliary KCNE subunits modulate both 
homotetrameric Kv2.1 and heterotetrameric Kv2.1/Kv6.4 channels. Sci Rep. 2015; 5:12813. 
[PubMed: 26242757] 

Abbott Page 16

Gene. Author manuscript; available in PMC 2017 November 30.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



72. Post MA, Kirsch GE, Brown AM. Kv2.1 and electrically silent Kv6.1 potassium channel subunits 
combine and express a novel current. FEBS Lett. 1996; 399(1–2):177–82. [PubMed: 8980147] 

73. Malin SA, Nerbonne JM. Elimination of the fast transient in superior cervical ganglion neurons 
with expression of KV4.2W362F: molecular dissection of IA. J Neurosci. 2000; 20(14):5191–9. 
[PubMed: 10884302] 

74. Barry DM, Xu H, Schuessler RB, Nerbonne JM. Functional knockout of the transient outward 
current, long-QT syndrome, and cardiac remodeling in mice expressing a dominant-negative Kv4 
alpha subunit. Circ Res. 1998; 83(5):560–7. [PubMed: 9734479] 

75. Guo W, Jung WE, Marionneau C, Aimond F, Xu H, Yamada KA, Schwarz TL, Demolombe S, 
Nerbonne JM. Targeted deletion of Kv4.2 eliminates I(to,f) and results in electrical and molecular 
remodeling, with no evidence of ventricular hypertrophy or myocardial dysfunction. Circ Res. 
2005; 97(12):1342–50. [PubMed: 16293790] 

76. Niwa N, Nerbonne JM. Molecular determinants of cardiac transient outward potassium current 
(I(to)) expression and regulation. J Mol Cell Cardiol. 2010; 48(1):12–25. [PubMed: 19619557] 

77. An WF, Bowlby MR, Betty M, Cao J, Ling HP, Mendoza G, Hinson JW, Mattsson KI, Strassle 
BW, Trimmer JS, Rhodes KJ. Modulation of A-type potassium channels by a family of calcium 
sensors. Nature. 2000; 403(6769):553–6. [PubMed: 10676964] 

78. Kuo HC, Cheng CF, Clark RB, Lin JJ, Lin JL, Hoshijima M, Nguyen-Tran VT, Gu Y, Ikeda Y, Chu 
PH, Ross J, Giles WR, Chien KR. A defect in the Kv channel-interacting protein 2 (KChIP2) gene 
leads to a complete loss of I(to) and confers susceptibility to ventricular tachycardia. Cell. 2001; 
107(6):801–13. [PubMed: 11747815] 

79. Sanguinetti MC, Zou A. Molecular physiology of cardiac delayed rectifier K+ channels. Heart 
Vessels. 1997; (Suppl 12):170–2. [PubMed: 9476573] 

80. Sanguinetti MC, Tristani-Firouzi M. hERG potassium channels and cardiac arrhythmia. Nature. 
2006; 440(7083):463–9. [PubMed: 16554806] 

81. McDonald TV, Yu Z, Ming Z, Palma E, Meyers MB, Wang KW, Goldstein SA, Fishman GI. A 
minK-HERG complex regulates the cardiac potassium current I(Kr). Nature. 1997; 388(6639):
289–92. [PubMed: 9230439] 

82. Schroeder BC, Waldegger S, Fehr S, Bleich M, Warth R, Greger R, Jentsch TJ. A constitutively 
open potassium channel formed by KCNQ1 and KCNE3. Nature. 2000; 403(6766):196–9. 
[PubMed: 10646604] 

83. Vergara C, Latorre R, Marrion NV, Adelman JP. Calcium-activated potassium channels. Curr Opin 
Neurobiol. 1998; 8(3):321–9. [PubMed: 9687354] 

84. Soltysinska E, Bentzen BH, Barthmes M, Hattel H, Thrush AB, Harper ME, Qvortrup K, Larsen 
FJ, Schiffer TA, Losa-Reyna J, Straubinger J, Kniess A, Thomsen MB, Bruggemann A, Fenske S, 
Biel M, Ruth P, Wahl-Schott C, Boushel RC, Olesen SP, Lukowski R. KCNMA1 encoded cardiac 
BK channels afford protection against ischemia-reperfusion injury. PLoS One. 2014; 
9(7):e103402. [PubMed: 25072914] 

85. Levy DI, Wanderling S, Biemesderfer D, Goldstein SA. MiRP3 acts as an accessory subunit with 
the BK potassium channel. Am J Physiol Renal Physiol. 2008; 295(2):F380–7. [PubMed: 
18463315] 

86. Bendahhou S, Marionneau C, Haurogne K, Larroque MM, Derand R, Szuts V, Escande D, 
Demolombe S, Barhanin J. In vitro molecular interactions and distribution of KCNE family with 
KCNQ1 in the human heart. Cardiovasc Res. 2005; 67(3):529–38. [PubMed: 16039274] 

87. Crump SM, Abbott GW. Arrhythmogenic KCNE gene variants: current knowledge and future 
challenges. Front Genet. 2014; 5:3. [PubMed: 24478792] 

88. Mao T, Miao HJ, Xu GJ, Gan TY, Zhou XH, Zhang J, Li FP, Tang BP. Association of single 
nucleotide polymorphism of KCNE1 and KCNE4 gene with atrial fibrillation in Xinjiang Uygur 
and Han population. Zhonghua Xin Xue Guan Bing Za Zhi. 2013; 41(11):916–21. [PubMed: 
24370217] 

89. Ma KJ, Li N, Teng SY, Zhang YH, Sun Q, Gu DF, Pu JL. Modulation of KCNQ1 current by atrial 
fibrillation-associated KCNE4 (145E/D) gene polymorphism. Chin Med J (Engl). 2007; 120(2):
150–4. [PubMed: 17335661] 

Abbott Page 17

Gene. Author manuscript; available in PMC 2017 November 30.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



90. Chen YH, Xu SJ, Bendahhou S, Wang XL, Wang Y, Xu WY, Jin HW, Sun H, Su XY, Zhuang QN, 
Yang YQ, Li YB, Liu Y, Xu HJ, Li XF, Ma N, Mou CP, Chen Z, Barhanin J, Huang W. KCNQ1 
gain-of-function mutation in familial atrial fibrillation. Science. 2003; 299(5604):251–4. [PubMed: 
12522251] 

91. Giudicessi JR, Ye D, Tester DJ, Crotti L, Mugione A, Nesterenko VV, Albertson RM, Antzelevitch 
C, Schwartz PJ, Ackerman MJ. Transient outward current (I(to)) gain-of-function mutations in the 
KCND3-encoded Kv4.3 potassium channel and Brugada syndrome. Heart Rhythm. 2011; 8(7):
1024–32. [PubMed: 21349352] 

92. van den Berg MP, Bezzina CR. KCND3 mutations in Brugada syndrome: the plot thickens. Heart 
Rhythm. 2011; 8(7):1033–5. [PubMed: 21640846] 

93. Giudicessi JR, Ye D, Kritzberger CJ, Nesterenko VV, Tester DJ, Antzelevitch C, Ackerman MJ. 
Novel mutations in the KCND3-encoded Kv4.3 K+ channel associated with autopsy-negative 
sudden unexplained death. Hum Mutat. 2012; 33(6):989–97. [PubMed: 22457051] 

94. Hu D, Barajas-Martinez H, Medeiros-Domingo A, Crotti L, Veltmann C, Schimpf R, Urrutia J, 
Alday A, Casis O, Pfeiffer R, Burashnikov E, Caceres G, Tester DJ, Wolpert C, Borggrefe M, 
Schwartz P, Ackerman MJ, Antzelevitch C. A novel rare variant in SCN1Bb linked to Brugada 
syndrome and SIDS by combined modulation of Na(v)1.5 and K(v)4.3 channel currents. Heart 
Rhythm. 2012; 9(5):760–9. [PubMed: 22155597] 

95. You T, Mao W, Cai B, Li F, Xu H. Two novel Brugada syndrome-associated mutations increase 
KV4.3 membrane expression and function. Int J Mol Med. 2015; 36(1):309–15. [PubMed: 
26016905] 

96. Olesen MS, Andreasen L, Jabbari J, Refsgaard L, Haunso S, Olesen SP, Nielsen JB, Schmitt N, 
Svendsen JH. Very early-onset lone atrial fibrillation patients have a high prevalence of rare 
variants in genes previously associated with atrial fibrillation. Heart Rhythm. 2014; 11(2):246–51. 
[PubMed: 24144883] 

97. Olesen MS, Refsgaard L, Holst AG, Larsen AP, Grubb S, Haunso S, Svendsen JH, Olesen SP, 
Schmitt N, Calloe K. A novel KCND3 gain-of-function mutation associated with early-onset of 
persistent lone atrial fibrillation. Cardiovasc Res. 2013; 98(3):488–95. [PubMed: 23400760] 

98. Abbott GW. KCNE genetics and pharmacogenomics in cardiac arrhythmias: much ado about 
nothing? Expert Rev Clin Pharmacol. 2013; 6(1):49–60. [PubMed: 23272793] 

99. McCallum LA I, Greenwood A, Tribe RM. Expression and function of K(v)7 channels in murine 
myometrium throughout oestrous cycle. Pflugers Arch. 2009; 457(5):1111–20. [PubMed: 
18709386] 

100. McCallum LA, Pierce SL, England SK, Greenwood IA, Tribe RM. The contribution of Kv7 
channels to pregnant mouse and human myometrial contractility. J Cell Mol Med. 2011; 15(3):
577–86. [PubMed: 20132415] 

101. Fiset C, Clark RB, Larsen TS, Giles WR. A rapidly activating sustained K+ current modulates 
repolarization and excitation-contraction coupling in adult mouse ventricle. J Physiol. 1997; 
504( Pt 3):557–63. [PubMed: 9401964] 

102. Feng J, Wible B, Li GR, Wang Z, Nattel S. Antisense oligodeoxynucleotides directed against 
Kv1.5 mRNA specifically inhibit ultrarapid delayed rectifier K+ current in cultured adult human 
atrial myocytes. Circ Res. 1997; 80(4):572–9. [PubMed: 9118489] 

103. Woda CB, Bragin A, Kleyman TR, Satlin LM. Flow-dependent K+ secretion in the cortical 
collecting duct is mediated by a maxi-K channel. Am J Physiol Renal Physiol. 2001; 
280(5):F786–93. [PubMed: 11292620] 

104. Suarez L, Bilal U, Bordallo J, Cantabrana B, Sanchez M. Androgens block outward potassium 
currents and decrease spontaneous action potentials in GH3 cells. Naunyn Schmiedebergs Arch 
Pharmacol. 2015; 388(1):67–78. [PubMed: 25344202] 

105. Vallon V, Grahammer F, Volkl H, Sandu CD, Richter K, Rexhepaj R, Gerlach U, Rong Q, Pfeifer 
K, Lang F. KCNQ1-dependent transport in renal and gastrointestinal epithelia. Proc Natl Acad 
Sci U S A. 2005; 102(49):17864–9. [PubMed: 16314573] 

106. Zheng W, Verlander JW, Lynch IJ, Cash M, Shao J, Stow LR, Cain BD, Weiner ID, Wall SM, 
Wingo CS. Cellular distribution of the potassium channel KCNQ1 in normal mouse kidney. Am J 
Physiol Renal Physiol. 2007; 292(1):F456–66. [PubMed: 16896189] 

Abbott Page 18

Gene. Author manuscript; available in PMC 2017 November 30.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



107. Greenwood IA, Yeung SY, Tribe RM, Ohya S. Loss of functional K+ channels encoded by ether-
a-go-go-related genes in mouse myometrium prior to labour onset. J Physiol. 2009; 587(Pt 10):
2313–26. [PubMed: 19332483] 

108. Mistry HD, McCallum LA, Kurlak LO, Greenwood IA, Broughton Pipkin F, Tribe RM. Novel 
expression and regulation of voltage-dependent potassium channels in placentas from women 
with preeclampsia. Hypertension. 2011; 58(3):497–504. [PubMed: 21730298] 

109. Mistry HD, Kurlak LO, Whitley GS, Cartwright JE, Tribe RM, Broughton Pipkin F. OS081. 
Novel KCNQ3/KCNE5 isoform protein and mRNA expression in first trimester human 
placentae. Pregnancy Hypertens. 2012; 2(3):221–2.

110. Mistry HD, Kurlak LO, Whitley GS, Cartwright JE, Broughton Pipkin F, Tribe RM. Expression 
of voltage-dependent potassium channels in first trimester human placentae. Placenta. 2014; 
35(5):337–40. [PubMed: 24646441] 

111. Hofman-Bang J, Jespersen T, Grunnet M, Larsen LA, Andersen PS, Kanters JK, Kjeldsen K, 
Christiansen M. Does KCNE5 play a role in long QT syndrome? Clin Chim Acta. 2004; 345(1–
2):49–53. [PubMed: 15193977] 

112. Manderfield LJ, George AL Jr. KCNE4 can co-associate with the I(Ks) (KCNQ1-KCNE1) 
channel complex. FEBS J. 2008; 275(6):1336–49. [PubMed: 18279388] 

Abbott Page 19

Gene. Author manuscript; available in PMC 2017 November 30.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



Highlights

• KCNE4 and KCNE5 are part of a 5-member family of ion channel 

regulatory subunits

• Both subunits regulate KCNQ1, Kv2 and Kv4 family Kv channels

• Inherited sequence variants in KCNE4 and KCNE5 may predispose to 

cardiac arrhythmias

• KCNE4 augments KCNQ4 activity in mesenteric artery and helps 

regulate arterial tone

• KCNE4 expression is positively regulated by 5α-dihydrotestosterone in 

mouse heart
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Figure 1. Topology and primary structures of KCNE4 and KCNE5
(A) Sequence alignment (using EMBL EBI MUSCLE, with display order indicative of 

closest sequence identities) of the human KCNE family with newly-discovered exon 1-

encoded portions of KCNE3 and KCNE4 underlined, and predicted single transmembrane 

segment of each highlighted with yellow background. Pale blue background: KCNE4 and 

KCNE5 residues substituted by putative arrhythmia-associated gene variants; gray 

background: calmodulin binding motif of KCNE4.

(B) Cartoon of proposed positioning and stoichiometry of KCNE subunits within a Kv 

channel complex also containing a tetramer of α subunits.

(C) Phylogenetic trees of KCNE4 (left) and KCNE5 (right) proteins constructed using 

predicted protein sequences from the US National Center for Biotechnology Information 

database and the ClustalW2 Phylogeny tool (http://www.ebi.ac.uk/Tools/phylogeny/

clustalw2_phylogeny/). Numbers indicate branch length and represent relative change over 

evolutionary time. Gecko = Japanese gecko (Gekko japonicas); lizard = Carolina anole 

(Anolis carolinensis); hedgehog = European hedgehog (Erinaceus europaeus); rabbit = 

European rabbit (Oryctolagus cuniculus). Frog = Xenopus tropicalis (KCNE4) or Xenopus 
laevis (KCNE5).
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Figure 2. Currents underlying the ventricular myocyte action potential
(A) Representation of membrane potential (Em) versus time during an idealized human 

ventricular myocyte action potential, showing the currents (I) that shape it: INa, voltage-

gated sodium current; Ito, transient outward potassium current; ICa, calcium current; IK, 

potassium current; IKs, slowly activating potassium current; IKr, rapidly activating potassium 

current; IK1, inward rectifier potassium current.

(B) Body-surface electrocardiogram showing the onset of atrial depolarization (beginning of 

P wave) to the termination of ventricular repolarization (end of T wave), the QRS complex 

and the QT interval.
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Figure 3. Functional effects of KCNE4 on KCNQ1
(A, B) Example traces and (C, D) mean current-Voltage relationships recorded by two-

electrode voltage clamp from oocytes injected with cRNA encoding KCNQ1 (Q1) alone or 

with KCNE4S (E4). The currents were elicited by 2-second duration steps to potentials 

between −100 mV and +60 mV, in 20 mV increments, from a holding potential of −80 mV. 

Reproduced with permission from John Wiley and Sons51.
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Figure 4. Functional effects of KCNE5 on KCNQ1
(A–D) Example traces and (E) mean current-Voltage relationships recorded by whole-cell 

patch clamp from cells expressing KCNQ1 (Q1) alone or with KCNE5 (E5) or KCNE1 

(E1). The currents were elicited by 3-second duration steps to potentials between −60 mV 

and +100 mV, in 20 mV increments, from a holding potential of −80 mV (as shown in 

Voltage protocol to the right of the trace in panel C). Reproduced with permission from 

Elsevier54.
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Figure 5. Functional effects of KCNE4 and KCNE5 on KCNQ1-KCNE1
(A) Example traces and (B) mean current-Voltage relationships recorded by whole-cell patch 

clamp from cells expressing KCNQ1+KCNE1 (IKs) with EGFP, KCNE4 or KCNE5. The 

currents were elicited by 2-second duration steps to potentials between −70 mV and +130 

mV, in 20 mV increments, from a holding potential of −80 mV (as shown in Voltage 

protocol in the lower right corner of panel A). Arrows and bold trace indicate the current 

trace at +50 mV to highlight the inhibition/shifts in Voltage dependence induced by KCNE4 

versus KCNE5. Reproduced with permission from Elsevier55.
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Table 1
Summary of main effects of KCNE4 and KCNE5 on Kv α subunits

See main text for expanded description of effects. Unless otherwise specified, effects for KCNE4 refer to the 

short form (KCNE4S). N.R., not reported.

Kv α subunit Effects of KCNE4 Effects of KCNE5

KCNQ1 KCNE4S: Calmodulin- dependent, robust inhibition, elimination of 
inactivation in remaining current. 27; KCNE4L: weaker inhibition in 
Xenopus oocytes 42

+140 mV shift in voltage dependence 
of activation in CHO cells 54.

KCNQ1-KCNE1 Tripartite complexes form, resulting in inhibition 55,112. Up to 8-fold inhibition with increasing 
KCNE5 expression in CHO cells 34. 
Twofold inhibition in CHO cells 31.

KCNQ2 No effect in Xenopus oocytes51. N.R.

KCNQ2/3 heteromers No effect in Xenopus oocytes51. No effect in CHO cells 54.

KCNQ4 KCNE4S: No effect in CHO cells57; no effect in Xenopus oocytes51. 
Surface expression and current augmentation in HEK cells 59. Current 
augmentation in Xenopus oocytes 42,58. KCNE4L: no effect in Xenopus 
oocytes 42.

65% inhibition in CHO cells 54. No 
effect in Xenopus oocytes 58.

KCNQ5 No effect in Xenopus oocytes or HEK cells 51,60. No effect in CHO or HEK cells 54,60

hERG No effect in Xenopus oocytes51. No effect in CHO cells 54.

Kv1.1 90% inhibition in Xenopus oocytes; 65% inhibition in HEK293 cells 65 

(mKCNE4).
N.R.

Kv1.2 No effect in Xenopus oocytes (mouse KCNE4) 65. N.R.

Kv1.3 Complete inhibition in Xenopus oocytes and HEK293 cells (mouse 
KCNE4) 65. Two-fold inhibition, 3-fold slowed activation, 2-fold speeded 
inactivation, enhanced cumulative inactivation, impaired surface 
expression, in HEK293 cells66.

N.R.

Kv1.4 No effect in Xenopus oocytes (mouse KCNE4) 65. N.R.

Kv1.5 No effect in Xenopus oocytes (mKCNE4) 65. Twofold augmentation of 
current and surface expression in CHO cells (mKCNE4); native mouse 
ventricular myocyte Kv1.5 current impaired by Kcne4 deletion 67.

N.R.

Kv1.1–Kv1.2 50% inhibition in Xenopus oocytes (mouse KCNE4) 65. N.R.

Kv1.1–Kv1.3 Complete inhibition in Xenopus oocytes (mouse KCNE4) 65. N.R.

Kv1.2–Kv1.3 >80% inhibition in Xenopus oocytes (mouse KCNE4) 65. N.R.

Kv2.1 Tenfold inhibition71. Twofold inhibition with no change in 
kinetics71

Kv2.1–Kv6.4 Little-to-no effect71. Accelerates activation, slows 
deactivation, and accelerates recover 
of closed-state inactivation 71.

Kv4.2 Native mouse ventricular myocyte Kv1.5 current impaired by Kcne4 
deletion 67. KCNE4S: Slows activation and inactivation, induces overshoot 
after recovery (intermediate kinetics upon KChIP2 co- expression). 26. 
KCNE4L: slows inactivation, right-shifts voltage dependence of 
inactivation (of rat Kv4.2) 42.

N.R.

Kv4.3 No effect in Xenopus oocytes 65. (mKCNE4) N.R.

Kv4.3-KChIP2 Accelerates inactivation and recovery from inactivation 36. Accelerates inactivation. Left- shifts 
voltage dependence of 
inactivation 31,36.

BK Inhibition by depolarizing shift in IV relationship and accelerated 
degradation of BK protein 85.

N.R.
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