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Abstract
Human-induced pluripotent stem cells (hiPSC) can be differentiated to cardiomyocytes at high efficiency and are increasingly
used to study cardiac disease in a human context. This review evaluated 38 studies on hypertrophic (HCM) and dilated
cardiomyopathy (DCM) of different genetic causes asking to which extent published data allow the definition of an in vitro
HCM/DCM hiPSC-CM phenotype. The data are put in context with the prevailing hypotheses on HCM/DCM dysfunction and
pathophysiology. Relatively consistent findings in HCM not reported in DCM were larger cell size (156 ± 85%, n = 15), more
nuclear localization of nuclear factor of activated T cells (NFAT; 175 ± 65%, n = 3), and higher β-myosin heavy chain gene
expression levels (500 ± 547%, n = 8) than respective controls. Conversely, DCM lines showed consistently less force develop-
ment than controls (47 ± 23%, n = 9), while HCM forces scattered without clear trend. Both HCM and DCM lines often showed
sarcomere disorganization, higher NPPA/NPPB expression levels, and arrhythmic beating behaviour. The data have to be taken
with the caveat that reporting frequencies of the various parameters (e.g. cell size, NFATexpression) differ widely between HCM
and DCM lines, in which data scatter is large and that only 9/38 studies used isogenic controls. Taken together, the current data
provide interesting suggestions for disease-specific phenotypes in HCM/DCM hiPSC-CM but indicate that the field is still in its
early days. Systematic, quantitative comparisons and robust, high content assays are warranted to advance the field.
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Introduction

The seminal discovery of means to reprogram human somatic
cells into embryonic stem cell-like induced pluripotent stem
cells (hiPSC; [89]) opened the possibility to generate patient-
and disease-specific hiPSC lines and study disease mecha-
nisms in an individualized and human context. An underlying
assumption is that human diseases can be studied in hiPSC-
derived differentiated cells cultured in vitro or, in other words,

that such cells exhibit disease-specific phenotypes. Indeed,
soon after the discovery by Yamanaka and colleagues, the first
papers appeared that reported specific abnormalities in the
function of patient-derived hiPSC derivatives compared to
unrelated genetically normal controls. In the cardiac field,
the first examples were longer action potentials in hiPSC-
cardiomyocytes (hiPSC-CM) from patients with genetically
determined long QT syndrome 1 (LQT1 [68] or LQT2 [40])
and larger cells with a higher degree of sarcomeric organiza-
tion and preferential localization of NFATc4 in the nucleus in
hiPSC-CM from a patient with Leopard syndrome [11]. In the
meantime, most genetically determined cardiac diseases have
been studied in hiPSC-CM and generally revealed some phe-
notypic abnormalities that have been described before in na-
tive cardiomyocytes from patients with the respective disease.
However, it was soon realized that hiPSC-CM are relatively
immature cells (for review, see [105]) that exhibit large phe-
notypic heterogeneity, e.g. in terms of action potential width
and shape [68], cell size and sarcomeric organization. Reasons
include variability of the original somatic cells used for
reprogramming (e.g. skin cells with mosaic mutations or

This article is part of the special issue on Sarcomeric Mutations in
Pflügers Archiv – European Journal of Physiology

* Thomas Eschenhagen
t.eschenhagen@uke.de

* Lucie Carrier
l.carrier@uke.de

1 Institute of Experimental Pharmacology and Toxicology, University
Medical Center Hamburg-Eppendorf, Hamburg, Germany

2 Partner Site Hamburg/Kiel/Lübeck, DZHK (German Centre for
Cardiovascular Research), Hamburg, Germany

Pflügers Archiv - European Journal of Physiology (2019) 471:755–768
https://doi.org/10.1007/s00424-018-2214-0

http://crossmark.crossref.org/dialog/?doi=10.1007/s00424-018-2214-0&domain=pdf
http://orcid.org/0000-0001-8776-5820
mailto:t.eschenhagen@uke.de
mailto:l.carrier@uke.de


variable levels of epigenetic modifications [53], the
reprogramming procedure itself [46], differentiation protocols
with less than 100% efficiency, a varying level of maturity in
hiPSC-CM in culture as well as methodological issues such as
the difficulty to measure action potentials in small cells by
patch clamping [38]). The recent introduction of transcription
activator-like effector nuclease-mediated gene correction
(TALEN) or CRIPSR/Cas9-based methods for gene editing
has increased the level of trust in the conclusion that the ob-
served phenotypes were indeed the consequence of the
suspected gene mutation [4]. The reader is referred to several
excellent reviews on this subject (e.g. [8, 70, 107]).

Hypertrophic and dilated
cardiomyopathy—clinical phenotype
and pathophysiology

This review will concentrate on the question to which extent a
specific Bcardiomyopathy phenotype^ exists, which can be
studied in hiPSC-CM in the dish. It restricts itself to hypertro-
phic cardiomyopathy (HCM) and dilated cardiomyopathy
(DCM), because they are the two most common and clinically
relevant cardiomyopathies, often have a defined genetic
cause, have been most often studied in hiPSC-CM and present
with relatively clearly defined and partially opposing clinical
phenotypes (Table 1). The key morphological features of
HCM are thickened left ventricular (LV) walls in the absence
of apparent hemodynamic reason (e.g. aortic stenosis, severe
hypertension). Hypertrophy preferentially affects the interven-
tricular septum, whose thickness is commonly used as inclu-
sion criterion for patients in clinical studies. HCM is generally
associated with a normal or rather small LV cavity, preserved
LV systolic contractile function and early diastolic dysfunc-
tion [37, 66, 102]. Most patients develop various degrees of

LV obstruction [60]. Histomorphological signs of HCM are
myocardial disarray and increased fibrosis. DCM in contrast
is characterized by LV systolic dysfunction, dilation of LV
cavities and normal wall thickness. While HCM is the proto-
typic genetic cardiomyopathy (likely disease-causing muta-
tions can be found by cardiac gene panel, exome or whole
genome sequencing in approximately 32–70% of cases [2,
16, 58, 78]), DCM is classified as a mixed cardiomyopathy,
which is familial in ~ 20–35% [25, 60], and a recent whole
exome sequencing identified mutations in only 12% of cases
[58]. The majority of DCM cases are caused by (mainly viral
or parasitic) infection, toxins such as alcohol or anti-tumour
agents and mitochondrial disorders.

While the partially opposing clinical pictures of HCM and
DCM allow a relatively straightforward clinical differentia-
tion, overlaps between the two types of cardiomyopathies ex-
ist. Both HCM and DCM exhibit increased serum levels of
brain natriuretic peptide and cardiac fibrosis, and HCM pa-
tients can develop severe systolic dysfunction requiring heart
transplantation. Both can lead to life-threatening ventricular
arrhythmias [60] and are accompanied by an increased rate of
atrial fibrillation [81, 106] and dilation of the left atrium [36].

Despite the discovery of numerous mutations in genes that
underlie HCM and DCM, our understanding of the
pathomechanisms leading from the mutation to the phenotype
remains incomplete. Reasons are not only the diversity of
mutations causing similar clinical pictures, particularly in
DCM, the incomplete and highly variable penetrance of both
HCM and DCM, but also the fact that mouse models only
partially recapitulate the human phenotype. For example, no
single mouse model in which a classical HCMmutation in the
gene coding for cardiac myosin-binding protein C (MYBPC3,
cMyBPC) or β-myosin heavy chain (MYH7, β-MHC) has
been introduced in the heterozygous state develop the patho-
gnomonic septal hypertrophy seen in patients (for review, see

Table 1 Clinical, morphological
and functional characteristics of
patients with hypertrophic
(HCM) or dilated cardiomyopa-
thy (DCM)

HCM DCM

Symptoms and
biomarkers

Arrhythmias and sudden cardiac death Dyspnoe (initially exercise-induced)

Atrial fibrillation Heart failure

Exercise-induced dyspnoe Arrhythmias and sudden cardiac death

Heart failure Atrial fibrillation

Increased serum BNP levels Increased serum BNP levels

Morphology LV hypertrophy ± outflow tract obstruction LV chamber dilatation

Cardiac myocyte hypertrophy (width) Cardiac myocyte hypertrophy (length)

Myofiber/myocardial disarray

Fibrosis Fibrosis

Function Diastolic dysfunction (pre-hypertrophy stage) Systolic dysfunction

Hypercontractility (inconsistent) Diastolic dysfunction

Systolic dysfunction (late stage)

Energy depletion (early stage) Energy depletion (early stage)

Parameters distinguishing between HCM and DCM are marked in italics. Note overlap of many parameters
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[21]). Neither has LV obstruction been observed in any such
model. Either homozygous knockout or knockin of the respec-
tive gene is lethal (as in the case of α-MHC, the rodent pen-
dant of the dominant myosin isoform [28]) or the animals
develop severe LV dysfunction (as in the case of cMyBPC
[10, 27, 33, 61, 62, 64, 65, 98]). It is also apparent that the
mouse work still did not answer a number of fundamental
questions: (1) What is the exact physiological role of the sar-
comeric proteins most commonly affected in HCM such as
cMyBPC and β-MHC? (2) How do they cooperate to ensure
proper systolic and diastolic function? (3) What are the spe-
cific consequences of even relatively well-studied gene muta-
tions? (4) How domutations in numerous sarcomeric and non-
sarcomeric genes with diverse function lead to the uniform
induction of Bautonomous^ cardiac hypertrophy and disarray
in HCM? These questions have been discussed in recent re-
views to which the reader is referred [21, 26, 59, 94]. In any
case, the experiences with mouse models thus raise the ques-
tion to which extent they really reflect the human disease and
provide an argument to study HCM and DCM in hiPSC-CM.

Another reason for our limited understanding of HCM/
DCM pathophysiology is that access to isolated heart tissue
and cells from patients with HCM andDCM is sparse, and only
very few studies specifically reported on the in vitro phenotype
of these diseases (for review, see [22]). The most commonly
used sources for human tissues are septum biopsies acquired
during surgical correction of LV outflow tract obstruction by
myectomy in the case of HCM and LV tissues obtained during
implantation of LV assist devices or heart transplantation in
case of DCM. Both tissue sources represent a late stage of the
disease, raising the question to which extent the abnormalities
observed in comparison to (even rarer) non-failing heart tissue
comparators reflect primary defects or secondary compensa-
tions or consequences. The highly fibrotic texture of the termi-
nally diseased tissue imposes a further challenge to such studies
as enzymatic isolation of cardiomyocytes requires harsher con-
ditions, introducing a systematic error.

Prevailing in vitro phenotypes of HCM
and DCM

Despite the limitations discussed above, some observations
prevail and have led to hypotheses that can be tested in
hiPSC-CM.

Abnormal myofilament calcium sensitivity The relation be-
tween intracellular Ca2+ concentrations and force development
of the myofilaments is a highly regulated biological constant
with half-maximal force development (of skinned myofibers)
at a pCa of ~ 5.8 (~ 1.6 μM). Numerous studies reported in-
creased Ca2+ sensitivity on HCM [3, 13, 19, 23, 67, 95, 96] and
decreased in DCM [19, 20, 56]. The shift in the pCa/force

relation leads to more force development at lower Ca2+ con-
centrations in case of HCM and less force development in
DCM. Importantly, the increased Ca2+ sensitivity in HCM also
predicts delayed relaxation in the descending part of the intra-
cellular Ca2+ transient. Both consequences are well compatible
with the predominant clinical phenotypes of preserved systolic
function and diastolic dysfunction in HCM and systolic dys-
function in DCM. Increased Ca2+ sensitivity in HCM would
even predict LV hypercontractility at rest, and indeed, a study
in 36 mutation carriers found significantly increased LV ejec-
tion fraction by echocardiography compared to 36 healthy con-
trols [36]. This observation forms the basis of novel therapeutic
concepts to reduce myosin activity by small molecules to treat
HCM [30]. However, it is also clear that increased Ca2+ sensi-
tivity in HCM is not a universal finding. Several studies report-
ed HCM mutations to be associated with either no change [33,
101] or decreased Ca2+ sensitivity [88] in various experimental
systems, suggesting mutation-specific differences. Of note,
even the knockout of a protein such as cMyBPC [13, 33, 48]
has been associated with different effects on myofilament Ca2+

sensitivity. The latter emphasizes the importance of the respec-
tive experimental context and supports the notion that altered
myofilament Ca2+ sensitivity cannot be the sole unifyingmech-
anism underlying HCM or DCM.

Abnormal actin-myosin sliding velocity Another parameter of
sarcomere function is the unloaded sliding velocity of thin
filaments on immobilized S1-myosin. Several studies indicate
that HCM mutations are associated with increased sliding ve-
locity [44, 45, 88] and DCM with decreased sliding velocity
[1, 79], and for a review, see [24].

Altered maximal force development Interestingly, both HCM
and DCM mutations were found to generally associate with
decreased maximal force development [95, 101], but normal
or even higher force output and increased force redevelopment
have also been reported [48, 92, 102].

Increased Ca2+-independent cross-bridge cycling in HCM
Mutations (or full deletion) of MYBPC3 or cardiac troponin
T (TNNT2, TnT) have been associated with a shallow pCa-
force relationship (lower Hill coefficient) and residual force
development at very low or nominal absence of Ca2+ [3, 56,
75]. In the case of cMyBPC, the effect may be explained by
mutations (or its absence) disturbing its normal role in stabi-
lizing the super-relaxed, inactive state (SRX) of myosin heads
[63]. The concept implies that one of the abnormalities in
HCM is incomplete arrest of crossbridge cycling in diastole,
which could participate in diastolic dysfunction and increased
energy expenditure.

Decreased energetic efficiencyMany HCM mutations lead to
decreased energetic efficiency of crossbridge cycling, i.e.
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inefficient usage of ATP to fuel contraction [14, 45, 67, 102].
The phenomenon in a general sense indicates less-than-
normal functioning of the sarcomeres harbouring mutated sar-
comere proteins and may relate to the partial loss of the my-
osin SRX state in the case of cMyBPC. In any case, it may
well contribute to the decreased phosphocreatine/ATP ratio
observed in patients with HCM even in the prehypertrophic
state [17]. Energy starvation is not specific to HCM. In fact, it
has been shown already in 1992 as a common feature of pa-
tients with heart failure due to non-ischemic DCM [71].
However, it is possible that the more diverse causes of DCM
include both decreased energetic efficiency of the myofila-
ments with higher energy expenditure and decreased efficien-
cy of mitochondrial energy generation like in Barth syndrome
[39].

Allelic imbalance of β-MHC as a cause of myocardial disarray
Early work (in skeletal muscle fibres from β-MHC-
expressing soleus muscle) showed a high variability of myo-
filament Ca2+ sensitivity between individual muscle fibres
[47]. This observation was later related to marked cell-to-cell
differences in the expression of the mutated β-MHC in
cardiomyocytes and marked differences in individual Ca2+

sensitivity [49]. The interesting phenomenon could well con-
tribute to another hallmark of HCM, myocardial disarray, by
individual cardiomyocyte developing different degrees of
contractile force. It is not clear whether allelic imbalance is
restricted to β-MHC mutations.

HCM and DCM phenotypes
in hiPSC-cardiomyocytes

By searching PubMed (keywords: hiPSC cardiomyocytes and
hypertrophic cardiomyopathy or dilated cardiomyopathy), we
identified 38 original papers reporting phenotypes of hiPSC-
CM either derived from hiPSC lines of patients with HCM/
DCM (or related syndromes) or from hiPSC lines in which a
HCM or DCM mutation had been genetically introduced
(Tables 2 and 3). Initial studies compared the phenotype of
disease-related hiPSC-CM to unrelated genetically healthy
controls; more recent studies used TALEN or CRISPR/Cas9
gene editing approaches to correct a mutation in a patient-
specific line or introduce it into a wild-type line, allowing
comparison under isogenic conditions. While most studies
validated the absence of off-target effects only at the predicted
top-10 sites, one TALEN-based study performed whole ex-
ome sequencing and reported in two corrected clones 318 and
1331 de-novo indel mutations, respectively, close to possible
off-target sites. The significance of this finding is unclear.

The initial analysis of the papers concentrated on abnor-
malities in contractile function, based on the hypothesis for-
mulated by Davis and Molkentin that differences between

HCM, DCM and wild type (WT) should primarily result in a
different tension-time integral of the contraction peak, i.e. the
area under the curve of an averaged contraction peak [19]. The
hypothesis corroborates the idea that HCM mutations lead to
increased, DCM mutations to decreased myofilament Ca2+

sensitivity. As elegantly shown in mouse models with differ-
ent cardiac troponin C mutations (and in examples of hiPSC-
CM), this should lead to higher peak force and prolonged
relaxation (T2) in case of HCM and lower peak force and an
abbreviated contraction peak (both contraction [T1] and relax-
ation time [T2]). Unfortunately, contraction kinetics were only
studied in a small minority of cases (Tables 2 and 3). Only two
studies of a DCM mutation (heterozygous phospholamban
(PLN) R14del and truncating titin (TTN) mutation) showed a
representative contraction peak, which indicated prolonged
relaxation in one case [43] and lower T1 and T2 in the other
[35]. Statistics were not provided. Two papers on HCM mu-
tations (TNNT2, MYH7) reported statistically evaluated data
on T1 and T2, showing no alteration or the expected increase
in time of relaxation [69, 100]. Thus, clearly, more work has to
be done to decide whether or not HCM/DCM mutations have
a systematic effect on contractile kinetics in hiPSC-CM.

Many studies reported peak force, size of intracellular Ca2+

transients, sarcomere structure and gene expression (Tables 2
and 3, Fig. 1). Interestingly, while almost all studies on HCM
lines reported cell sizes in 2D culture, only two did in case of
DCM lines (Fig. 1). Similar differences in reporting frequency
were observed with regard to multinucleation, nuclear NFAT,
contraction kinetics (only HCM), ANP/BNP (NPPA/NPPB)
and rhythmicity (more in HCM) or Ca2+ transient kinetics
(only DCM). Reasons are unknown, but a reporting bias ap-
pears likely.

Figure 1 summarizes the data from all studies in which
functional data were reported in a quantitative manner and
presents them compared to the respective controls (log scale;
n = 16 HCM, 14 DCM). Three abnormalities appeared to be
relatively consistent in both HCM and DCM—sarcomeric
disarray (274 ± 81%, n = 6 HCM; 298 ± 146%, n = 8 DCM),
increased NPPA or NPPB gene expression (284 ± 249%, n =
11 HCM; 500%, n = 2) and arrhythmic behaviour (327 ±
164%, n = 12 HCM; 350%, n = 2 DCM). HCM lines showed
an increase in cell size (156 ± 85%, n = 15; DCM +/−), in
MYH7 gene expression (or the ratio of MYH7/MYH6 (500 ±
547%, n = 8; DCM +/− or reduction) and nuclear accumula-
tion of the transcription factor NFAT (175 ± 65%, n = 3; DCM
not determined). The most consistent abnormality in DCM
lines was lower peak force development compared to the re-
spective control (47 ± 23%, n = 9; HCM +/− with variability).

Besides the reported disease-associated abnormalities in
function, structure or gene expression, it is apparent that ab-
solute values varied largely. For example, reported cell surface
area in 2D ranged from 100 μm2 [86] to > 2000 [57, 76], with
reported cell volumes from 5.8 [100] to 120 μm3 [69]. Both

758 Pflugers Arch - Eur J Physiol (2019) 471:755–768



Ta
bl
e
2

St
ud
ie
s
re
po
rt
in
g
ca
rd
io
m
yo
cy
te

ph
en
ot
yp
es

in
hi
P
SC

-C
M

fr
om

pa
tie
nt
s
w
ith

ge
ne
tic
al
ly

de
te
rm

in
ed

H
C
M

or
sy
nd
ro
m
es

as
so
ci
at
ed

w
ith

H
C
M

ph
en
ot
yp
es

or
fr
om

hi
P
S
C
lin

es
in

w
hi
ch

m
ut
at
io
ns

ha
d
be
en

in
tr
od
uc
ed

M
ut
at
io
n

D
is
ea
se

Pe
ak

fo
rc
e

T
1

T
2

C
el
ls
iz
e

D
is
ar
ra
y

O
th
er

ph
en
ot
yp
es

C
R
IS
PR

/T
A
L
E
N

C
tr.

K
ar
yo
ty
pe

C
tr.

R
ef
er
en
ce

M
YH

7
H
et
p.
A
rg
66
3H

is
H
C
M

n.
d.

n.
d.

n.
d.

+
60
%

n.
d.

M
ul
tin

uc
le
at
io
n
50

vs
.2
0%

,m
R
N
A
of

N
P
PA

,N
P
P
B
,M

YH
7
up
,h
ig
he
r

nu
cl
ea
r
N
FA

T,
C
a2

+
-i
nd
uc
ed

ar
rh
yt
hm

ia
s,
D
A
D
,h
ig
he
r

ba
sa
l[
C
a2

+
],
Is
o-
in
du
ce
d
D
A
D

N
o

N
o

[5
0]

M
YB

P
C
3

3
Pt
s,
3
C
tr

p.
G
ly
99
9-
G
ln
10
04
de
l,

2
w
/o

id
en
tif
ie
d
m
ut

H
C
M

n.
d.

n.
d.

n.
d.

+
20
%

+
50
–1
00
%

N
P
PA

,T
N
N
T2

up
,M

YB
P
C
3–
20
%

in
m
ut
,

st
ro
ng
er

hy
pe
rt
ro
ph
ic
,d
is
ar
ra
y
an
d

N
FA

T
re
sp
on
se

to
E
T
1,
co
nt
ra
ct
ile

ab
no
rm

al
iti
es

lin
ke
d
to

di
sa
rr
ay

N
o

N
o

[9
0]

M
YB

P
C
3

E
xo
n
25
,3

pt
s.

H
C
M

n.
d.

n.
d.

n.
d.

+
50
–1
00
%

n.
d.

N
o
fu
rt
he
r
hy
pe
rt
ro
ph
ic
re
sp
on
se

to
st
im

ul
i

N
o

Y
es

[1
8]

M
YH

7
H
et
p.
A
rg
44
2G

ly
H
C
M

n.
d.

n.
d.

n.
d.

+
15
%

+
20
0%

H
ig
he
r
nu
cl
ea
r
N
FA

T;
ar
rh
yt
hm

ia
s

+
30
0%

,A
PD

pr
ol
on
ga
tio

n
+
60
%
,

re
st
in
g
[C
a2

+
]
up

20
%
,I

C
a
an
d
I N

a
up

N
o

Y
es

[3
2]

M
YB

P
C
3

H
et
c.
23
73
du
pG

H
C
M

−
50
%

n.
d.

n.
d.

+
/−

n.
d.

cM
yB

PC
ha
pl
oi
ns
uf
fi
ci
en
cy

N
o

N
o

[7
]

G
A
A

H
om

de
li
n
ex
on

18
an
d
C
pH

et
c.
14
41
de
lT
/c
.2
23
7G

>
A

2
lin

es
ea
ch

Po
m
pe

+
/−

or
−
60
%

+
/−

+
/−

n.
d.

n.
d.

G
ly
co
ge
n
ac
cu
m
ul
at
io
n,
gl
yc
an

pr
oc
es
si
ng

ab
no
rm

al
ity
,b
ut

no
rm

al
au
to
ph
ag
ic
fl
ux

N
o

Y
es

[7
7]

G
A
A

C
pH

et
c.
79
6C

>
T
/

c.
13
16
T
>
A
,

3
cl
on
es

fr
om

pt
.,
1

cl
on
e
fr
om

ct
r

Po
m
pe

n.
d.

n.
d.

n.
d.

no
n.
d.

G
ly
co
ge
n
ac
cu
m
ul
at
io
n,
no

fu
nc
tio
na
ld

at
a

N
o

N
o

[8
2]

A
LP

K
3

H
om

p.
W
12
64
X

D
C
M
/H
C
M

n.
d.

n.
d.

n.
d.

n.
d.

+
23
0%

Ir
re
gu
la
r
C
a2

+
tr
an
si
en
ts
+
40
0%

,M
E
A

FP
+
10
0%

N
o

Y
es

[7
3]

B
R
A
F

H
et
p.
T
hr
59
9A

rg
H
C
M

Sy
nd
ro
m
ic

0
to

+
40
%

−
30
%

−
30
%

n.
d.

n.
d.

L
es
s
ne
ga
tiv

e
FF

R
,i
nc
re
as
ed

Is
o-
se
ns
iti
vi
ty
,m

R
N
A
of

N
P
PA

+
30
0%

an
d
SE

R
C
A
2a

+
40
%

(n
s)

N
o

N
o

[1
2]

B
R
A
F

H
et
p.
T
hr
59
9A

rg
H
et
p.
G
ln
25
7A

rg

H
C
M

Sy
nd
ro
m
ic

n.
d.

n.
d.

n.
d.

+
30
0%

+
26
0%

m
R
N
A
of

N
P
PA

,N
P
P
B
,M

YH
7
up
,P

LN
do
w
n,
hi
gh
er

C
a2

+
tr
an
si
en
ts
an
d
st
or
e,

ca
lc
iu
m

ar
rh
yt
hm

ia
s,
Bf
ib
ro
bl
as
t^

pr
of
ib
ro
tic

ph
en
ot
yp
e

N
o

Y
es

[4
1]

F
X
N

G
A
A
tr
ip
le
tr
ep
ea
t

Fr
ie
dr
ei
ch
’s

at
ax
ia

n.
d.

n.
d.

n.
d.

n.
d.

n.
d.

R
O
S,

un
us
ua
li
ro
n
re
sp
on
se
s

N
o

N
o

[5
1]

M
YB

P
C
3

H
et
p.
G
ln
10
61
X
(n
=
2)

or
TP

M
1

H
et
p.
A
sp
17
5A

sn
(n
=
2)

H
C
M

n.
d.

n.
d.

n.
d.

+
20
0%

(M
),

no
tc
le
ar

in
T

n.
d.

M
or
e
m
ul
tin

uc
le
at
io
n
(4
0
vs

20
%
),
C
a2

+

ar
rh
yt
hm

ia
s
(T
,n
ot
M
),
m
or
e
D
A
D
in
M
,

no
tT

,A
PD

hi
gh

in
T,

R
M
P
−
75
,

N
P
PA

+
/−
,N

P
P
B
,M

YH
7
an
d
m
an
y

ot
he
rs
up
,m

or
e
in

M
th
an

T,
cM

yB
PC

+
/−
,T

PM
up

in
T

N
o

Y
es

[7
2]

M
YH

7
H
et
p.
G
lu
84
8G

ly
H
C
M

−
54
%

n.
d.

n.
d.

n.
d.

Y
es
,

no
tq
ua
nt
if
ie
d

Sk
in
ne
d
m
yo
fi
be
r
fr
om

hi
PS

C
-C
M
:

Fm
ax

8.
2
vs
.1
8.
6
m
N
/m

m
2
(a
du
lt
11
0)
,

K
A
ct
+
62
%
,i
nc
re
as
ed

C
a2

+
se
ns
iti
vi
ty

N
o

N
o

[7
4]

M
YH

7
H
et
p.
V
al
69
8A

la
H
C
M

n.
d.

n.
d.

n.
d.

n.
d.

n.
d.

n.
d.

N
.d
.

Y
es

[8
0]

Pflugers Arch - Eur J Physiol (2019) 471:755–768 759



T
ab

le
2

(c
on
tin

ue
d)

M
ut
at
io
n

D
is
ea
se

Pe
ak

fo
rc
e

T
1

T
2

C
el
ls
iz
e

D
is
ar
ra
y

O
th
er

ph
en
ot
yp
es

C
R
IS
PR

/T
A
L
E
N

C
tr.

K
ar
yo
ty
pe

C
tr.

R
ef
er
en
ce

G
LA

H
em

iz
yg
ot
e

c.
91
9+

4G
>
A

Fa
br
y

n.
d.

n.
d.

n.
d.

n.
d.

n.
d.

G
al
ac
t.
do
w
n,
G
B
3
ac
cu
m
ul
at
io
n,
lo
w

be
at
in
g
ra
te
,a
rr
hy
th
m
ia
s

N
o

[1
5]

LA
M
P
2

H
et
c.
12
9–

13
0i
ns
AT

)
H
et
c.
64
+
1G

>
A

D
an
on

n.
d.

n.
d.

n.
d.

n.
d.

n.
d.

M
ito

ch
on
dr
ia
la
bn
or
m
al
iti
es
,d
ec
re
as
ed

au
to
ph
ag
ic
fl
ux

N
o

Y
es

[3
4]

M
YB

P
C
3

H
et
c.
13
58
_1
35
9i
ns
C

H
C
M

n.
d.

n.
d.

n.
d.

+
65
%

n.
d.

cM
yB

PC
ha
pl
oi
ns
uf
fi
ci
en
cy
,B

N
P,
M
YH

7
an
d
ot
he
rs
up

C
or
re
ct
ed

by
ge
ne

th
er
ap
y

N
o

[7
6]

P
R
K
A
G
2

H
et
A
rg
30
2G

ln
H
C
M

+
W
PW

n.
d.

n.
d.

n.
d.

+
10
–3
0%

n.
d.

M
D
P,
A
PD

+
/−
,I
f
+
/−
,A

P
ir
re
gu
la
ri
ty
,

R
R
sc
at
te
r
+
50
0%

Y
es

Y
es

[5
]

SC
O
2

H
om

c.
57
7G

>
A

C
pH

et
c.
41
8G

>
A
/c
.1
7I
ns
19

H
C
M

sy
nd
ro
m
e

+
/−

(?
?)

n.
d.

n.
d.

n.
d.

n.
d.

M
ito

ch
on
dr
ia
la
bn
or
m
al
iti
es
,n
o
Is
o
or

C
a2

+
re
sp
on
se
,D

A
D
,a
rr
hy
th
m
ic

re
sp
on
se

to
Is
o

N
o

Y
es

[3
1]

M
T-
R
N
R
2

m
.2
33
6T

>
C

M
ito

ch
on
dr
ia
l

H
C
M

n.
d.

n.
d.

n.
d.

+
30
%

n.
d.

N
P
PA

,N
P
P
B
,N

FA
T
up
,s
lig
ht
ly

in
cr
ea
se
d
in
tr
ac
el
lu
la
r
ca
lc
iu
m
,S

R
st
or
e,

re
du
ce
d
I C

a,
A
PD

pr
ol
on
ge
d,

ar
rh
yt
hm

ia
s,
R
M
P
−
55
,u
ps
tr
ok
e

5–
10

v/
s,
D
A
D

N
o

Y
es

[5
2]

M
YL

3
H
et
c.
17
0C

-A
,

E
xa
c
0.
00
01
15
4,

in
tr
od
uc
ed

17
0C

-g
an
d

M
YB

P
C
3

H
et
p.
V
al
32
1M

et

H
C
M
-a
ss
oc
ia
te
d

V
U
S

n.
d.

n.
d.

n.
d.

+
/−

(a
ls
o

in
m
ut
)

n.
d.

N
o
ph
en
ot
yp
e
de
te
ct
ed

in
V
U
S,

m
ea
n
ce
ll

si
ze

18
00

μ
m

2
,N

P
PA

an
d
M
YH

7
up

in
th
e
tw
o
di
se
as
ed
,c
on
tr
ac
tio

n
an
d
re
l

ve
lo
ci
ty

sl
ig
ht
ly

up
,a
rr
hy
th
m
ia
s,

go
od

st
at
s

Y
es

Y
es

[5
7]

TN
N
T2

H
et
p.
Il
e7
9A

sn
H
C
M

+
75
%

n.
d.

+
40
%

+
/−

ye
s

Sa
rc
om

er
e
le
ng
th

+
/−

(1
.8

μ
m
),
sm

al
le
r

ca
ff
ei
ne

tr
an
si
en
t,
hi
gh
er

C
a2

+
bu
ff
er
in
g,

sh
or
te
r
A
PD

,C
a2

+
be
at
to

be
at

in
st
ab
ili
ty
,t
ri
an
gu
la
tio
n,
N
C
X
-s
en
si
tiv

e

Y
es

Y
es

[1
00
]

M
YH

7
an
d
M
YH

6;
H
et
/H
om

p.
A
rg
45
3C

ys
,

fr
am

es
hi
ft
K
O
,

+
M
YH

6
fr
am

es
hi
ft

H
C
M

−
20
%

(h
et
),

−
70
%

(h
om

)
−
80
%

(K
O
)

+
20
%

+
/−

or
+
10
%

(+
M
YH

6
fs
)

+
50
%

ye
s

N
P
P
B
up
,m

ul
tin

uc
le
at
io
n,
ba
sa
la
nd

m
ax
.

re
sp
ir
at
io
n
up
,A

T
P
pr
od
uc
tio

n
up
,C

a2
+

tr
an
si
en
ti
rr
eg
ul
ar
iti
es
,n
if
ed
ip
in
e-

an
d

ra
no
la
zi
ne
-s
en
si
tiv

e;
M
YH

7/
M
YH

6
ra
tio

up

Y
es

Y
es

[6
9]

A
N
P
/B
N
P
at
ri
al
/b
ra
in
na
tr
iu
re
tic

pe
pt
id
es
,A

P
ac
tio

n
po
te
nt
ia
l,
A
P
D
ac
tio

n
po
te
nt
ia
ld
ur
at
io
n,
A
LP

K
3
α
-k
in
as
e
3,
B
R
A
F
B
-R
af
pr
ot
o-
on
co
ge
ne
,s
er
in
e/
th
re
on
in
e
ki
na
se
,c
M
yB

P
C
ca
rd
ia
c
m
yo
si
n-
bi
nd
in
g

pr
ot
ei
n
C
,C

pH
et
co
m
po
un
d
he
te
ro
zy
go
us
,C

R
IS
P
R
cl
us
te
re
d
re
gu
la
rl
y
in
te
rs
pa
ce
d
sh
or
tp
al
in
dr
om

ic
re
pe
at
s/
C
as
9
ge
ne

co
rr
ec
tio

n,
C
tr
co
nt
ro
l,
D
A
D
de
la
ye
d
af
te
rd

ep
ol
ar
iz
at
io
ns
,D

el
de
le
tio

n,
D
is
ar
ra
y

ab
no
rm

al
sa
rc
om

er
ic

or
ga
ni
za
tio

n,
E
T1

en
do
th
el
in

1,
F
F
R
fo
rc
e-
fr
eq
ue
nc
y
re
la
tio

n,
F
m
ax

m
ax
im

al
fo
rc
e
de
ve
lo
pm

en
t,
F
X
N

fr
at
ax
in

ge
ne
,
G
A
A
α
-g
ly
co
si
da
se

ge
ne
,
G
LA

α
-g
al
ac
to
si
da
se

A
,
G
B
3

gl
yc
os
ph
in
go
lip

id
s,
H
et
he
te
ro
zy
go
us
,H

om
ho
m
oz
yg
ou
s,
I C

a
L
-t
yp
e
C
a2

+
cu
rr
en
t,
I N

a
N
a+

cu
rr
en
t,
Is
o
is
op
re
na
lin

e,
K
A
ct
ra
te
co
ns
ta
nt
re
fl
ec
tin

g
cr
os
sb
ri
dg
e
tu
rn
ov
er
ra
te
,L

A
M
P
2
ly
so
so
m
e-
as
so
ci
at
ed

m
em

br
an
e
pr
ot
ei
n
2
ge
ne
,M

E
A
F
P
m
ul
tie
le
ct
ro
de

ar
ra
y
fi
el
d
po
te
nt
ia
ls
,M

T-
R
N
R
2
m
ito

ch
on
dr
ia
lly

en
co
de
d
16
S
R
N
A

ge
ne
,M

ut
m
ut
at
io
n,

M
YB

P
C
3
ca
rd
ia
c
m
yo
si
n-
bi
nd
in
g
pr
ot
ei
n
C
ge
ne
/m

R
N
A
,

M
YL

3
m
yo
si
n
lig

ht
ch
ai
n
3
(M

L
C
1v
)
ge
ne
,M

YH
6/
M
YH

7
ge
ne

or
m
R
N
A
of

α
-/
β
-m

yo
si
n
he
av
y
ch
ai
n,
N
C
X
so
di
um

-c
al
ci
um

ex
ch
an
ge
r,
N
FA

T
nu
cl
ea
r
fa
ct
or

of
ac
tiv

at
ed

T
ce
lls
,N

P
PA

at
ri
al
na
tr
iu
re
tic

pe
pt
id
e
m
R
N
A
,
N
P
P
B
br
ai
n
na
tr
iu
re
tic

pe
pt
id
e
m
R
N
A
,
P
LN

ph
os
ph
ol
am

ba
n
ge
ne
/m

R
N
A
,
P
t(s
)
pa
tie
nt
(s
),
R
M
P
re
st
in
g
m
em

br
an
e
po
te
nt
ia
l,
R
O
S
re
ac
tiv

e
ox
yg
en

sp
ec
ie
s,
R
R
sc
at
te
r
be
at
-t
o-
be
at

ir
re
gu
la
ri
ty
,S

E
R
C
A
2a

sa
rc
op
la
sm

ic
re
tic
ul
um

A
T
Pa
se
,S

C
O
2
cy
to
ch
ro
m
e
c
ox
id
as
e
as
se
m
bl
y
pr
ot
ei
n
ge
ne
,
T1

tim
e
to

pe
ak

fo
rc
e,
T2

tim
e
fr
om

pe
ak

to
re
la
xa
tio

n,
TA

LE
N
tr
an
sc
ri
pt
io
n
ac
tiv

at
or
-l
ik
e

ef
fe
ct
or

nu
cl
ea
se
-m

ed
ia
te
d
ge
ne

co
rr
ec
tio

n,
TN

N
T2

ca
rd
ia
c
tr
op
on
in

T
ge
ne
,T

nT
ca
rd
ia
c
tr
op
on
in

T,
TP

M
1
α
-t
ro
po
m
yo
si
n,
V
U
S
va
ri
an
to

f
un
kn
ow

n
si
gn
if
ic
an
ce

760 Pflugers Arch - Eur J Physiol (2019) 471:755–768



Ta
bl
e
3

St
ud
ie
s
re
po
rt
in
g
ca
rd
io
m
yo
cy
te

ph
en
ot
yp
es

in
hi
PS

C
-C
M

fr
om

pa
tie
nt
s
w
ith

ge
ne
tic
al
ly

de
te
rm

in
ed

D
C
M

or
sy
nd
ro
m
es

as
so
ci
at
ed

w
ith

D
C
M

ph
en
ot
yp
es

or
fr
om

hi
PS

C
lin

es
in

w
hi
ch

m
ut
at
io
ns

ha
d
be
en

in
tr
od
uc
ed

M
ut
at
io
n

D
is
ea
se

P
ea
k
fo
rc
e

T
1

T
2

C
el
ls
iz
e

D
is
ar
ra
y

O
th
er

ph
en
ot
yp
es

C
R
IS
P
R
/T
A
L
E
N

C
tr.

K
ar
yo
ty
pe

C
tr.

R
ef
er
en
ce

TN
N
T2

H
et
p.
A
rg
17
3T

rp
D
C
M

−
80
%

(A
F
M
)

n.
d.

n.
d.

+
/−

Y
es

D
es
en
si
tiz
ed

N
E
re
sp
on
se

of
ra
te
,R

M
P
−
40

m
V
,

A
P
D
+
/−
,s
m
al
le
r
C
a2

+
an
d
ca
ff
ei
ne

tr
an
si
en
t(
~2

s)
,

T
T
P
an
d
T
T
D
ca
ff
ei
ne

+
10
0%

(W
T
0.
5/
1.
2
s)
,

re
sc
ue

by
SE

R
C
A
O
E
,m

et
op
ro
lo
lr
es
cu
es

di
so
rg
an
iz
at
io
n

N
o

Y
es

[8
7]

LM
N
A

H
et
p.
A
rg
22
5X

(n
=
3)
,

an
ot
he
r
fs
m
ut

D
C
M

n.
d.

n.
d.

n.
d.

n.
d.

n.
d.

N
uc
le
ar

ab
no
rm

al
iti
es
,a
po
pt
os
is
,

M
E
K
-i
nh
ib
iti
on
-s
en
si
tiv

e,
E
R
K
up

N
o

Y
es

[8
4]

D
E
S

H
et
p.
A
la
28
5V

al
,+

43
st
op
/g
ai
n
m
ut

D
C
M

n.
d.

n.
d.

n.
d.

n.
d.

n.
d.

M
or
ph
ol
og
ic
al
ab
no
rm

al
iti
es

+
70
0%

,a
gg
re
ga
te
s,

pe
ak

C
a2

+
tr
an
si
en
t+

/−
,−

dF
/d
t−

40
%
,a
bn
or
m
al

Is
o
re
sp
on
se

N
o

N
o

[9
1]

TA
Z

H
et
c.
51
7d
el
G
H
et

c.
32
8T

>
C

B
ar
th

−
50
–7
0%

n.
d.

n.
d.

n.
d.

Y
es

D
ec
re
as
ed

m
ito

ox
ra
te
,i
m
m
at
ur
e
ca
rd
io
lip

in
,r
ed
uc
ed

A
T
P
co
nt
en
t,
ex
ce
ss

R
O
S
,t
af
az
zi
n-
se
ns
iti
ve
,

M
ito

Te
m
po
-s
en
si
tiv

e

Y
es

Y
es

[9
9]

TN
N
T2

p.
A
rg
17
3T

rp
D
C
M

−
60
%

(T
FM

)
n.
d.

n.
d.

n.
d.

n.
d.

IS
O
re
sp
on
se

do
w
n,
T
T
P/
T
T
D
+
/−

(~
1
s)
,c
A
M
P

re
sp
on
se

to
Is
o
−
50
%
,r
at
e
−
60
%
,P

D
E
2,
3,
5

m
R
N
A
se
ve
ra
lf
ol
ds

up
,r
es
cu
e
of

cA
M
P
an
d

fo
rc
e
by

F
SK

+
IB
M
X

N
o

N
o

[1
03
]

TT
N

p.
Se
r1
44
50
fs
X
4

D
C
M

n.
d.

n.
d.

n.
d.

n.
d.

Y
es

M
YH

6,
M
YH

7,
A
C
TC

1–
50
%
,r
es
cu
e
by

ex
on

sk
ip
pi
ng

N
o

N
o

[2
9]

D
M
D

D
p4
27
m

D
M
D

n.
d.

n.
d.

n.
d.

n.
d.

n.
d.

M
or
e
ap
op
to
si
s,
al
m
os
tc
om

pl
et
e
la
ck

of
M
YL

2,
M
YL

3
an
d
TP

M
1
m
R
N
A
,I

C
a
−
40
%
,r
es
tin

g
[C
a2

+
]+

40
%
,

be
ne
fi
ci
al
ef
fe
ct
s
by

Po
lo
xa
m
er

18
8

N
o

[5
4]

TT
N

3
di
ff
.T

ru
nc
at
in
g
m
ut
,

C
R
IS
PR

in
du
ct
io
n

D
C
M

−
60
–8
0%

(E
H
T
)

n.
d.

n.
d.

n.
d.

+
40
0%

St
ro
ng
er

ph
en
ot
yp
e
on

st
if
fe
r
po
st
s,
ra
te
−
50
%
,l
ow

er
SL

(1
.6
vs
.1
,7
5
μ
m
),
lo
w
er

M
YH

7/
M
YH

6
ra
tio

,b
en
ef
ic
ia
l

ef
fe
ct
of

V
E
G
F

N
o

N
o

[3
5]

P
LN

H
et
p.
A
rg
14
de
l

(R
14
de
l)

D
C
M

−
60
–9
0%

n.
d.

up
n.
d.

n.
d.

R
es
tin

g
[C
a2

+
]+

30
%
,i
rr
eg
ul
ar

C
a2

+
tr
an
si
en
t+

50
0%

,
ca
ff
ei
ne

tr
an
si
en
t+

75
%
,R

M
P
−
49

vs
.−

58
m
V
,

N
P
PA

/N
P
P
B
+
30
0–
90
0%

,M
YH

7/
M
YH

6
+
60
%

O
ff
-t
ar
ge
te
ff
ec
ts

Y
es

[4
3]

R
B
M
20

p.
A
rg
63
6S

er
2
cl
on
es

ea
ch

W
T
/m

ut

D
C
M

n.
d.

n.
d.

n.
d.

n.
d.

Y
es

In
cr
ea
se
d
sa
rc
om

er
e
le
ng
th

(W
T
1.
4
μ
m
),
in
cr
ea
se
d
C
a2

+

pe
ak
,A

U
C
,d
ec
ay

tim
e
at
m
uc
h
lo
w
er

ra
te

Y
es

[1
04
]

TN
N
T2

p.
A
rg
17
3T

rp
2
cl
on
es

ea
ch

D
C
M

(−
)
In
co
ns
is
te
nt

n.
d.

n.
d.

n.
d.

Y
es

L
ow

er
ra
te
of

ce
lls

be
at
,m

yo
si
n
A
T
P
as
e
−
20
%
,b
en
ef
ic
ia
l

ef
fe
ct
s
of

om
ec
am

tiv
N
o

[9
]

R
B
M
20

p.
Se
r6
35
A
la

2
cl
on
es

ea
ch

D
C
M

−
40
%

(E
H
T
)

+
/−

(1
00

μ
m

2
)

Y
es

A
ct
in
in

pe
ri
od
ic
ity

−
80
%
,l
ow

er
re
st
in
g
[C
a2

+
],
pe
ak

[C
a2

+
]
+
50
%
,T

T
P/
T
T
D
+
60
/1
50
%
,d
ur
at
io
n
+
15
0%

,
al
la
t7

0%
lo
w
er

ra
te
,n
or
m
al
Is
o
fo
rc
e
re
sp
on
se
,l
ow

er
le
ng
th
-s
tr
es
s
re
sp
on
se
,T

TN
+
M
YH

7
ex
on

ex
cl
us
io
n

N
o

[8
6]

B
A
G
3

K
O
in
du
ce
d
in

W
T,

2
lin

es
M
YB

P
C
3
K
O

D
C
M

−
50
%

(M
T
F)

n.
d.

n.
d.

n.
d.

Y
es

St
ro
ng
er

di
sa
rr
ay

in
cr
ea
se
d
by

bo
rt
ez
om

ib
,n
or
m
al

bo
rt
ez
om

ib
-r
es
po
ns
e
in

M
YB

P
C
3-
K
O

Y
es

Y
es

[4
2]

D
M
D

D
M
D

−
30
–7
0%

(E
H
T
)

n.
d.

n.
d.

n.
d.

n.
d.

C
or
re
ct
io
n
of

ph
en
ot
yp
e
by

C
R
IS
P
R

Y
es

N
o

[5
5]

Pflugers Arch - Eur J Physiol (2019) 471:755–768 761



volume data appear extremely low compared to the 95 μm3 in
erythrocytes (mean corpuscular volume; Wikipedia). Besides
differences in methods (e.g. time of culture in 2D, surface pat-
terning), issues with the imaging technique and calculations
may explain the scatter. In any case, hiPSC-CM are largely
smaller than their native adult counterparts for which volumes
of 15,000–40,000 μm3 have been reported [6]. It is not quite
clear why size comparisons by patch clamp (membrane capac-
itance) indicate much smaller differences between hiPSC-CM
and native human atrial or ventricular cardiomyocytes (e.g. 31–
47 pF in hiPSC-CM compared to 74/89 pF in right atrial/LV
myocytes [38]). The capacitance data are consistent across dif-
ferent studies (e.g. 60 pF in hiPSC-CM [93], 27 pF in hiPSC-
CM [52, 54], ~ 60 pF in human atrial cardiomyocytes [97]).
Possibly, the ratio between membrane capacitance and cell vol-
ume, which varies between species and the developmental
stage (pF/pl = 4–9 [83]), is unusually high in hiPSC-CM.
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Abnormalities in hiPSC-CM: DCM (blue) and HCM (red)
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Fig. 1 Published abnormalities of structure, gene expression or function
of HCM/DCM-derived hiPSC-CM (HCM in red, DCM in blue). The data
were extracted from the studies summarized in the Tables and are
expressed as fold (log scale) of the control used in the respective study
(either healthy control or gene edited isogenic line). More detail is pro-
vided in Tables 1 and 2. Each dot indicates one study. Lack of dots for
certain parameters (e.g. force T1/T2 for DCM) indicates that none of the
studies has reported these parameters. Abbreviations used: NPPA/NPPB
atrial/brain natriuretic peptide (mRNA or protein concentration/positivi-
ty), MYH7/MYH6 β/α-myosin heavy chain gene expression, T1 time to
peak of contraction or (calcium T1) of calcium transient peak, T2 time
from contraction peak or (calcium T2) of calcium transient peak to relax-
ation/decay, APD action potential duration. The line calcium transient/
store combines data on the peak calcium transient under baseline or
caffeine-induced conditions
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240 ms [5] to 710 ms [43]. Again, it is likely that not only
biological differences between hiPSC lines and influences of
cell culture conditions and CM maturity but also technical is-
sues explain the large variation. We have shown recently that
the sharp microelectrode technique provides more reliable ac-
tion potential data than patch clamping of single cells [38]. In
this study, patch clamp-recorded APD90 in isolated hiPSC-CM
amounted only to 119 ± 17 ms (human atrial cardiomyocytes
220 ms, human LV cardiomyocytes 434 ms), while those in
intact hiPSC-CM or 3D engineered heart tissue were 271 ms
(human right atrial tissue 317 ms, LV tissue 334 ms).

Conclusion

The present overview on published reports on the phenotype
of HCM/DCM-derived hiPSC-CM allows some preliminary
conclusions. (1) The most consistent and to a certain degree
differentiating phenotype of hiPSC-CM appears to be de-
creased force production in DCM, correlating well with the
dominant clinical presentation of the disease. (2) HCM lines
appear not to exhibit consistent alterations in force develop-
ment but show increased CM size, nuclear NFAT and in-
creased MYH7 or MYH7/MYH6 ratio. Given the paucity of
measurements of these parameters in DCM, it is not possible
at present to decide whether these parameters allow a distinc-
tion between HCM/DCM phenotypes. (3) Sarcomere disorga-
nization is a common finding in all disease lines and does not
appear to allow differentiation between the clinically opposing
phenotypes. (4) Overall, the analysis indicates that hiPSC-

based disease modelling of cardiomyopathies is still in its
early days. Suggestions for a basal set of parameters to be
analysed in future studies are given in Table 4. More statistical
rigor and robust high content methods are necessary to uncov-
er potentially meaningful but discrete abnormalities of cardiac
function in these cells. In this respect, it is interesting to note
that only one study evaluated myofilament Ca2+ sensitivity in
skinned fibres [74], yet myofilament Ca2+ sensitivity is one of
the most commonly studied parameters in HCM/DCM-related
human or animal specimens.
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