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Abstract
Background

Atrial �brillation (AF) is the most common arrhythmia syndrome and causes signi�cant morbidity and
mortality. Current therapeutics, however, have limited e�cacy. Notably, many therapeutics shown to be
e�cacious in animal models have not proved effective in humans. Thus, there is a need for a drug
screening platform based on human tissue. The aim of this study was to develop a robust protocol for
generating atrial cardiomyocytes from human-induced pluripotent stem cells.

Methods

A novel protocol for atrial differentiation, with optimized timing of retinoic acid during mesoderm
formation, was compared to two previously published methods.  Each differentiation method was
assessed for successful formation of a contractile syncytium, electrical properties assayed by optical
action potential recordings and multi-electrode array electrophysiology, and response to the G-protein-
gated potassium channel activator, carbamylcholine. Atrial myocyte monolayers, derived using the new
differentiation protocol, were further assessed for cardiomyocyte purity, gene expression, and the ability
to form arrhythmic rotors in response to burst pacing.  

Results

Application of retinoic acid at day 1 of mesoderm formation, resulted in a robust differentiation of atrial
myocytes with contractile syncytium forming in 16/18 differentiations across two cell lines. Atrial-like
myocytes produced have shortened action potentials and �eld potentials, when compared to standard
application of retinoic acid at the cardiac mesoderm stage. Day 1 retinoic acid produced atrial
cardiomyocytes are also carbamylcholine sensitive, indicative of active Ikach currents, which was distinct
from ventricular myocytes and standard retinoic addition in matched differentiations. A current protocol
utilizing reduced activin A and BMP4 can produce atrial cardiomyocytes with equivalent functionality but
with reduced robustness of differentiation; only 8/17 differentiations produced a contractile syncytium.

The day 1 retinoic acid protocol was successfully applied to 6 iPSC lines (3 male and 3 female) without
additional optimization or modi�cation. Atrial myocytes produced could also generate syncytia with rapid
conduction velocities, >40 cm/s, and form rotor style arrhythmia in response to burst pacing. 

Conclusions

This method combines an enhanced atrial-like phenotype with robustness of differentiation, which will
facilitate further research in human atrial arrhythmia and myopathies, whilst being economically viable
for larger anti-arrhythmic drug screens.  

Background
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Atrial �brillation (AF) is the commonest clinically signi�cant cardiac arrhythmia with a lifetime risk of
approximately 1:3 (1, 2). The incidence is also predicted to double in the next 40 years due to ageing of
the population and increasing incidence of metabolic syndrome (3). Sustained AF is associated with
serious complications including heart failure, stroke, and dementia (4–8). AF also increases all-cause
mortality, with approximately 5% of AF patients dying per year (9). The recent SARS-COV-2 pandemic has
also exacerbated AF risk by an additional 10.74 cases per 1000 persons, translating to an additional
44.05 cases per 1000 individuals who required hospitalization and 97.34 cases per 1000 patients
requiring intensive care treatment (10).

The principal treatments for AF are catheter ablation or anti-arrhythmic drugs to control rate and/or
rhythm. Ablation is only 50–80% effective long term (11, 12) and in ~ 5% of procedures is associated
with major complications (13). Up to 70% of patients with persistent AF become refractory to anti-
arrhythmic medication (14). Understanding the mechanisms underlying AF and developing more effective
and more affordable treatments is therefore an urgent healthcare need.

Most studies addressing the underlying mechanisms of atrial �brillation have been undertaken in animal
models. However, naturally occurring AF is almost nonexistent in most animal species, and signi�cant
differences in heart size, heart rate and cellular electrophysiology have contributed to the poor translation
of animal �ndings into new therapeutics (15). Studies in human atrial samples have been invaluable,
however, there is limited availability of this tissue compounded by the complex and heterogeneous nature
of AF in humans. In recent years there has been growing interest in developing human induced
pluripotent stem cell (hiPSC) models of AF (16–18). HiPSCs can be utilized to create a potentially
limitless source of cardiomyocytes, making them an ideal candidate for drug screening projects. HiPSCs
generated from speci�c patients could also facilitate tailored therapy targeting speci�c disease
mechanisms in those individuals.

Protocols to generate cardiomyocytes from hiPSCs primarily yield ventricular-like cardiomyocytes (19–
22). Addition of retinoic acid at the cardiac mesoderm stage favors production of atrial-like myocytes
(23–26). These cells show shortened action potentials, enhanced atrial-related gene expression pro�les,
and responsiveness to pharmacological inventions that primarily affect atrial myocytes. The yield and
purity of atrial myocyte populations has been found to be improved by reducing BMP4 and Activin A
concentration during mesoderm formation (27, 28). One limitation of reducing BMP4 and Activin A,
however, is that extensive re-optimization of growth factor concentrations is required for each cell line
used (27, 28). The increased cost, need for optimization of each line, as well as greater variability
between differentiations of the same line, has limited the utilization of iPSC-derived atrial cardiomyocyte
models for studying human disease.

Here, we investigated optimization of the timing of retinoic acid addition during cardiomyocyte
differentiation with the aim of developing a robust and scalable protocol for generation of large amounts
of atrial speci�c myocytes. Cardiac myocytes showed atrial like electrophysiology in a total of 6 iPSC
lines, derived from different individuals, tested without line speci�c optimization. Our robust protocol for
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production of iPSC-derived atrial cardiomyocytes should facilitate mechanistic studies into the molecular
and cellular basis of AF and enable development of an anti-arrhythmic drug screening platform.

Materials And Methods

Aim and Design
This study aimed to �nd an optimal way of producing atrial cardiomyocytes derived from iPSCs, to this
end two existing methods from the literature were compared to a novel protocol described within. Utilizing
two iPSC lines, 15C1 and 100C1, the three methods were compared to each other and the ventricular base
protocol for, optical action potentials, �eld potential durations, and response to Ikach activator
carbamylcholine. Further characterization was performing on the protocol described within, including an
expanded set of iPSC lines, and the ability to form arrhythmic rotor activity.

iPSC Cell Culture
hiPSC lines 15-C1 (16 y/o Male), 100-C1 (unknown aged Female), 8-C1 (unknown aged Male), 477-C1
(unknown aged Male), 273C1 (42 y/o Female) with no observed karyotypic abnormalities, were generated
by the Stanford Cardiovascular Institute Biobank from healthy patients as previously described (Burridge
et al. 2016). Line VG1-C as characterised in Holliday et al., 2018, was a generous gift from Christopher
Semsarian, Centenary Institute. Cell lines were maintained with ReLeSR™ (05872, STEMCELL
Technologies) using mTeSR Plus (100–0276, STEMCELL Technologies) on hESC pre-screened Matrigel
(354277, Corning).

Cardiomyocyte Differentiation & Dissociation
Cardiomyocytes were produced using published protocols (29, 30). In short, hiPSCs were TryPLE
(12605010, ThermoFisher) dissociated and seeded at 105k cells / cm2 in 10 µM ROCK inhibitor Y-27632
(72304, STEMCELL Technologies). Upon reaching 60–80% con�uence, hiPSCs were preconditioned at
day − 1 in RPMI B27 minus insulin (A1895601, ThermoFisher) with 2 ng/mL BMP4 (PHC9531,
ThermoFisher), 1% GlutaMAX (35050079, ThermoFisher), 200 µM L-ascorbic acid (A15613.22,
ThermoFisher) and 1:100 Matrigel for 16 hours. Subsequently at day 0, hiPSCs were further induced to
mesoderm in RPMI B27 minus insulin supplemented with 8 ng/mL Activin A (PHC9564, ThermoFisher)
and 10 ng/mL BMP4 with 1% GlutaMAX. Day 2 cardiac mesoderm speci�cation is induced with RPMI
B27 minus insulin, 200 µM L-ascorbic acid, 10 µM KY02111 (4731, TOCRIS) and 10 µM XAV939 (X3004,
Sigma) for 48 hours before switching to the same formulation in RPMI B27 plus insulin for a further 48
hours. Day 6 onwards, differentiations were medium exchanged every 48 hours for RPMI B27 plus insulin
(1504001, ThermoFisher) supplemented with 200 µM L-ascorbic acid, until ready for dissociation day
12–15.
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For atrial conditions the above protocol was adjusted as follows. Atrial (D1RA) differentiation included
the addition of 1 µM retinoic acid (R2625, Sigma) at day 1 of differentiation (midway through mesoderm
formation), followed by the addition of 1 µM retinoic acid at day 2 of differentiation (cardiac mesoderm
formation). The Atrial Standard condition had the addition of 1 µM retinoic acid at day 2 of
differentiation (cardiac mesoderm formation). Atrial (Low GFs) had reduced concentrations of Activin A
and BMP4 to 2 / 3 ng /mL respectively during mesoderm formation, and 1 µM retinoic acid at day 2 of
differentiation.

Cardiac dissociation was carried with 0.2% collagenase type I (17018029, ThermoFisher), in PBS
supplemented with 20% fetal bovine serum (FBS) (SH30084.04, Cytiva Life Sciences), for 45 minutes at
37°C, followed by centrifugation at 300 g for 3 minutes. Cardiomyocytes were resuspended in 0.25%
Trypsin with EDTA (25200056, ThermoFisher) for 10 minutes at 37°C, neutralized in FBS containing
medium and �ltered through 70 µm cell strainer (352350, Corning) centrifuged at 300 g for 3 minutes,
and resuspended in B27 plus insulin supplemented with 10% FBS. After 48 hours of seeding, medium
was exchanged for B27 plus insulin, without FBS.

Immunocytochemistry
Cells were �xed in 4% paraformaldehyde (PFA) (C004, ProSciTech) for 15 minutes at room temperature
before washing x3 in PBS, and permeabilizing/blocking in blocking buffer (PBS with 0.1% Triton-X100
(X100, Sigma) and 4% goat serum (G9023, Sigma)) for 1 hour, incubation with primary antibodies diluted
in blocking buffer was carried out overnight at 4°C. Primary stained samples were washed in PBS x3
before addition of secondary antibodies in blocking buffer for 1 hour at room temperature, exchanged to
PBS containing DAPI (D9542, Sigma) for 10 minutes, washed in PBS x3 and stored in PBS. Antibodies
and concentrations provided in Supplementary Table 1.

Imaging was carried out using the either Opera Phenix (PerkinElmer) spinning disk confocal microscope
(equipped with 2x 16-bit sCMOS cameras), or LSM900 (Zeiss). Identi�cation of objects, �uorescent
intensity calculations and percentage positivity was carried out using Harmony software (PerkinElmer).

Cardiomyocyte And Bead Size Flow Cytometry
Live hiPSC-derived cardiomyocytes were determined by staining the cells with a mix (Live/Dead mix) of
Zombie Yellow™ Fixable Viability Kit (1:1000, 423103, BioLegend), Propidium iodide (1µg/mL, P4170-
10MG, Sigma-Aldrich), Calcein AM (1µM, C3100MP, LifeTechnologies), DAPI (10µg/mL, D9542-10MG,
Sigma-Aldrich) in PBS. The stained samples were analyzed using a CytoFLEX Flow Cytometer (see below
for details).

Cardiomyocytes were �xed with 2% PFA for 10 min at room temperature. Cells were washed once with
500 µl of BD perm/wash buffer, incubated for 20 min and then, centrifuged (500 ×g for 5 min).
Cardiomyocytes were incubated with Troponin T (1:500 dilution, MS295P1, ThermoFisher) for 1 h at
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room temperature in BD perm/wash buffer. Cardiomyocytes were then washed three times with PBS then
incubated with a secondary antibody for 1 hr (1:500 dilution, A-21037, ThermoFisher). Subsequently
washed twice with PBS, cells were stained Hoechst 33342 (Hoechst 33342, bisBenzimide H 33342
trihydrochloride, B2261-25MG, Sigma-Aldrich) prepared in perm/wash buffer.

Samples were analyzed using a CytoFLEX Flow Cytometer (Beckman Coulter). 20,000 events were
collected for each experiment. Data was collected using CytExpert Software. Flow cytometry grade
microbeads were obtained from Spherotech (PPS-6K). 1000–2000 microbeads were recorded for each
bead size using identical parameters used for cardiomyocytes. All �ow cytometry data were analyzed
using FlowJo software (Becton Dickinson & Company (BD)). Cell size measurements were obtained using
the linear equation and formula obtained from plotting bead size against FSC-A. Supplementary Fig. 2
bead size (µm) vs FSC-A was plotted using Prism (Version 9.0.0, GraphPad Software, LCC).

Action Potential And Calcium Transient Recordings
To record the action potentials of cardiomyocytes, cells were loaded with 1X FluoVolt dye as per
manufacturer's instructions (F10488, ThermoFisher) and exchanged into phenol red free RPMI
(11835030, ThermoFisher), supplemented to 1 mM calcium chloride. For calcium transient recordings,
Cal 520 AM dye (21130, AAT Bioquest) was incubated at 2.5 µM for 30 minutes at 37 degrees.
Cardiomyocytes were placed in the Nikon Eclipse Ti2-E Inverted Microscope, �tted with an Andor Zyla
sCMOS (Oxford Instruments) high speed camera, with a Nikon Plan Fluor 10X objective (NA, 0.3) used for
these experiments. Data was collected at 5 ms temporal resolution from regions of 512x512 pixels.
Before recording, cells were placed into the live chamber (37ºC & 5% CO2) and left to equilibrate for 30
minutes. Data was processed utilising an in-house Matlab script.

Electrical Field Potential Measurements (Mea)
Electrical recordings of �eld potentials from multi-layered sheets of cardiomyocytes were performed
using a Maestro-APEX multi-electrode array (MEA) system (Axion Biosystems). Cultures were seeded on
CytoView (M768-tMEA-48B, M384-tMEA06W, Axion Biosystems) or E-stim 48 well MEA plates (Axion
Biosystems). Spontaneous recordings were taken using AxIS v2.5.1.10 software (Axion Biosystems)
before processing with the CiPA tool. For drug experiments, identical golden electrodes were selected
across recordings. All experiments were performed at 37°C and 5% CO2.

Reverse Transcriptase (Rt) Quantitative Pcr (Rt-qpcr)
Total mRNA was isolated using TRIzol (15596026, ThermoFisher). RNA samples were processed with
miRNeasy kit (217084, Qiagen), cDNA was generated using SuperScript™ IV reverse transcriptase
including ezDNase (11766050, ThermoFisher), for digestion of genomic DNA, both following
manufacturer’s instructions. RT-qPCRs were performed in triplicate using Lightcycler 480 SYBR Green
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master mix I (04707516001, Roche) in a CFX384 Optical Reaction Module on C1000 Touch Thermal
Cycler (Bio-Rad). Expression data was analyzed using 2^(-ΔΔCT) method relative to expression level of
GAPDH housekeeper gene. RT-qPCR analysis was performed on age matched differentiations produced
simultaneously, across two different iPSC lines. Primers sequences contained in Supplementary Table 2.

Phase Mapping And Phase Singularity Detection
Optical recordings were �rst processed using the Sliding Window Normalisation technique as described in
(31), using a window size of 100 frames, to amplify optical signals. Further normalisation methods
outlined in (32) were used for spatial and temporal de-noising. Frames were passed through a gaussian
kernel �lter before optical signals were �ltered using a 4th order Butterworth �lter with a 1 to 30Hz
bandpass applied in forward and reverse mode. Signal edge tapering was achieved using an Hanning
window, and signal smoothing was accomplished with sinusoidal wavelet recomposition.

Phase mapping and phase singularity detection was conducted following the transforms and
calculations laid out by (32) and (33). The Hilbert transform was utilised to obtain the instantaneous
phase for the optical data. Phase singularities were detected using the Double Ring Method proposed by
(32) where a singularity is present when phase difference around a point of interest is greater than pi.

Statistical Analysis
For comparison of differentiation methods, data were �tted with a mixed effect model using the glm�t
function in Matlab, with differentiation method assigned as a �xed categorical variable and
differentiations (N) and technical replicates (n) as random variables. Estimated marginal means were
derived from the generalized linear mixed effect models using the emmeans package (Hartman, 2022)
with comparison between differentiation undertaken using a Wald test in input contrasts. Violin plots of
data were created using Violin SuperPlots in Matlab (Kenny & Schoen, 2021). Error bars on violin plots
represent estimated marginal means from the generalised linear mixed model and their standard errors.
Datasets and code for statistical analysis and data visualisation are available for download from Zenodo
(doi tbc). Values presented as estimated marginal means obtained by generalised linear mixed model
and their standard errors.

Results
Tuning of retinoic acid and growth factor addition promotes atrial-like electrophysiology of iPSC derived
cardiomyocytes.

To re�ne the monolayer method for generating atrial-like cardiomyocytes, three strategies were trialed
(Fig. 1A). First was the addition of 1 µM retinoic acid during cardiac mesoderm formation to an
established protocol for generating ventricular cardiomyocytes, the most common method for production
of atrial-like cardiomyocytes reported in the literature (18, 23–25), herein referred to as Atrial Standard.
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Second, we modi�ed Atrial Standard by reducing growth factor addition during mesoderm formation,
mimicking the protocol developed by (27) but without cell sorting as described in (16), herein referred to
as Atrial (Low GFs). Third, we sought to enhance atrial-like cardiomyocyte production through the
addition of 1 µM retinoic acid on day 1 (mid-way during mesoderm formation), as well as on day 2, which
we term Atrial (D1RA). For comparison, we also generated ventricular myocytes using the protocol
published by (29, 30).

Typical examples of action potentials, recorded for each atrial differentiation method (~ 30 days post-
differentiation) are shown in Fig. 1B. All three protocols produced cardiomyocyte action potentials (AP)
with less pronounced plateau phases, shorter spontaneous beat periods, and shorter AP duration
measured at 30% repolarization (APD30) and 90% repolarization (APD90), and smaller APD30:APD90
ratios, compared to ventricular differentiations (Fig. 1C-F & Table 1). However, differences were observed
between protocols. Cardiomyocytes derived using Atrial (Low GFs) or Atrial (D1RA) had shorter beat
periods and shorter APD30 and APD90 values compared to the Atrial Standard method. Additionally,
APD30:90 ratio, a key indication of atrial like AP morphology (34, 35), was signi�cantly lower in Atrial
(Low GFs) cardiomyocytes (0.52 ± 0.02) and Atrial (D1RA) cardiomyocytes (0.54 ± 0.02) than Atrial
Standard cardiomyocytes (0.66 ± 0.02). Indeed, cardiomyocytes produced using the Atrial Standard
protocol had APD30:90 ratios that were like those of ventricular differentiations (Table 1). Thus Atrial
(D1RA) and Atrial (Low GFs) produced myocytes that had more atrial-like action potential properties than
Atrial Standard.

Table 1
Summary of action potential parameters for different differentiation protocols.

Action Potential
Parameters (N/n)

Average Beat
Period (ms)

Average
APD30 (ms)

Average
APD90 (ms)

Average
APD30:90 Ratio

Ventricular (6/32) 1561 ± 95 455 ± 20 645 ± 25 0.66 ± 0.02

Atrial Standard

(7/48)

983 ± 91 176 ± 19 265 ± 24 0.66 ± 0.02

Atrial (Low GFs) (6/51) 564 ± 91 76 ± 19 140 ± 24 0.52 ± 0.02

Atrial (D1RA) (11/85) 639 ± 87 84 ± 18 160 ± 23 0.54 ± 0.02

N = Experimental replicates (separate differentiations), n = technical replicates. Values presented as
estimated marginal means obtained by generalised linear mixed model and their standard errors.

Importantly, for the Atrial (Low GFs) and Atrial (D1RA) protocols, cells retained their atrial-like properties
after 100 days in culture, indicating that atrial like properties of the cells after 30 days differentiation are
not simply a re�ection of immaturity. For example, APD90 values for Atrial (Low GFs) and Atrial (D1RA)
after 100 days differentiation was 126 ms and 129 ms respectively, and APD30:90 ratios were 0.42 and
0.41, respectively (see Supplementary Fig. 1). Conversely, for the Atrial Standard protocol, after 100 days
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cells displayed a more ventricular like phenotype with APD90 value of 344 ms and APD30:APD90 ratio of
0.71.

Retinoic Acid Addition Alters Tissue Level Electrical Properties Of
Ipsc Derived Cardiomyocytes
We next investigated the electrical properties (�eld potentials) of cultured monolayers of cardiac cells
produced from each differentiation protocol. Typical extracellular electrograms recorded from each
differentiation method are shown in Fig. 2A. All atrial differentiation protocols produced monolayers with
shorter beat periods (Fig. 2B) and rate corrected �eld potential durations (FPDc) (Fig. 2C), compared to
ventricular differentiations. Furthermore, consistent with optical action potential measurements (see
Fig. 1 above), shorter rate corrected FPDs were seen for the Atrial (Low GFs) (168 ± 25.6 ms) and Atrial
(D1RA) (190 ± 24.8 ms) protocols, compared to Atrial Standard (307 ± 26.5 ms) (Fig. 2B).

Conduction velocity measurements for ventricular myocyte monolayers were consistent across
independent differentiations (20.2 ± 7 cm s− 1, N = 6, Fig. 2D). However, conduction velocities in atrial
monolayers varied between differentiations. For Atrial (Low GFs) and Atrial (D1RA) monolayers,
conduction velocities ranged from < 10 cm s− 1 to > 50 cm s− 1 (Fig. 2D). Conduction velocities in atrial
Standard monolayers tended to be slower than seen for other methods but were only signi�cantly slower
than Atrial (D1RA) monolayers, with no statistical difference from ventricular or Atrial (Low GFs)
differentiations (Fig. 2D).

Electrogram spike amplitudes – re�ecting the propagating action potential upstroke - were signi�cantly
smaller in cardiomyocyte monolayers produced by atrial differentiation methods compared to ventricular
differentiations. There was also signi�cant variation between differentiations for atrial protocols. The
three atrial protocols produced monolayers with spike amplitudes clustered in the < 1 mV & 1–5 mV
range, but only the Atrial (D1RA) method produced spike amplitudes exceeding 8 mV (Fig. 2E). There was
no correlation between spike amplitudes and beat periods or corrected FPD values in atrial monolayers.
Differentiations that produced the highest spike amplitudes for Atrial (D1RA) had beat periods < 0.6
seconds and corrected FPD values < 150 ms, indicating the potential to create superior atrial-like
phenotypes.

Through a combination of enhanced conduction velocity and spike amplitudes, Atrial (D1RA) produced
the most functionally appropriate phenotype out of the methods tested.
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Table 2
Summary of multi-electrode array (MEA) recordings across protocols.

Multi-Electrode Array
Parameters (N/n)

Median Beat
Period (s)

Median
FPDc (ms)

Median Spike
Amplitude (mV)

Median Conduction
Velocity (cm/s -1)

Ventricular (6/69) 2.66 ± 0.10 471 ± 25.2 7.8 ± 0.92 20.2 ± 7.0

Atrial Standard (4/24) 0.99 ± 0.12 307 ± 26.5 1.5 ± 1.02 13.9 ± 9.2

Atrial (Low GFs) (4/38) 0.75 ± 0.11 168 ± 25.6 3.2 ± 0.96 32.2 ± 8.0

Atrial (D1RA) (10/107) 0.69 ± 0.09 190 ± 24.8 3.8 ± 0.89 40.4 ± 6.3

N = Experimental replicates, n = technical replicates. Values presented as estimated marginal means
obtained by generalised linear mixed model and their standard errors.

Cardiomyocytes Display Atrial Like Pharmacology
We next assessed how differentiated cardiomyocytes responded to carbamylcholine, a muscarinic
receptor agonist that activates atrial/nodal speci�c G protein-coupled potassium channels (Ikach).
Example traces from identical electrodes on a multi-electrode array (MEA), before and after addition of
carbamylcholine (10 µM), are shown in Fig. 3A-D. For the ventricular and Atrial Standard differentiations,
carbamylcholine had no signi�cant effect on the vehicle adjusted beat rate or �eld potential duration.
Conversely for Atrial (Low GFs) and Atrial (D1RA) protocols, both beat period and FPDc were reduced,
indicating the presence of functional Ikach currents in these preparations (Fig. 3E-F).

Atrial (Low GFs) fails to routinely form cardiac monolayers, Atrial (D1RA) and Atrial Standard are robust
in cardiac monolayer formation

Atrial Standard and Atrial (D1RA) were robust protocols achieving successful beating monolayers of
atrial cardiomyocytes in 9/10 and 16/18 independent differentiations, respectively. The Atrial (Low GFs)
protocol, however, often failed to form a con�uent mesoderm with only 8/17 successful independent
differentiations as assessed by presence of beating myocytes by day 13–15 of differentiation.

Atrial (D1ra) Protocol Is Robust And Generates Smaller Ctnt + cells
Than The Ventricular Protocol
Atrial (D1RA) protocol proved to be the most robust at generating atrial-like cardiomyocytes and was
carried forward for more in-depth examination. Freshly dissociated cells from Atrial (D1RA) protocols
were signi�cantly smaller than cells from ventricular dissociations (Supplementary Fig. 3A i-iii). The
proportion of cTnT + cells among �xed cells pooled from three separate matched differentiations, were
88.2% and 84.8% for ventricular and Atrial (D1RA) protocols, respectively (Supplementary Fig. 3B, C). The
�xed cTnT + cells from the Atrial (D1RA) differentiations were also signi�cantly smaller than the �xed
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cells from the ventricular differentiations (7.9 µm vs 13.4 µm respectively), similar to what has been
reported elsewhere (36, 37), with relative pro�les similar to freshly dissociated cells (Supplementary
Fig. 3A, D).

Atrial (D1ra) Protocol Could Be Applied To 6 Ipsc Lines Without
Modi�cation
We next examined the robustness of the Atrial (D1RA) protocol by applying it to an additional four iPSC
lines, VG1-C, 8C1, 477C1 and 273C1. These four iPSC lines generated contractile syncytia that
demonstrated atrial-like action potentials with APD90 values of 330 ± 71.3, 230 ± 43, 208 ± 8.2 and 289.6 
± 66.6 ms (mean ± SD), respectively (Fig. 4C). The slightly longer spontaneous APD90s compared to
initially analyzed lines 15C1 and 100C1 (Figs. 1–2), could be explained by differences in beat period
(Fig. 4A, D). All lines produced APD30:90 ratios < 0.5 (VG1-C 0.32 ± 0.09, 477C1 0.40 ± 0.06, 273C1 0.39 ± 
0.06, 8C1 0.48 ± 0.06), thus demonstrating triangular AP morphology (Fig. 4E i-iv). Lines 8C1, 477C1 and
273C1 were additionally assessed on a MEA. FPDc values were 144 ± 14 (8C1), 150 ± 32 (477C1), and
105 ± 9 ms (273C1), respectively (Fig. 4G). Conduction velocities were rapid for lines 8C1 (75.6 ± 32 cm s− 

1) & 477C1 (47.9 ± 13 cm s− 1) but slightly lower for line 273C1 (24.1 ± 8.8 cm s− 1), with no correlation to
beat period or FPDc (Fig. 4H). Thus, the Atrial (D1RA) protocol produced atrial-like phenotypes across 6
different iPSC lines.

Rotor Formation Could Be Induced With Burst Pacing Protocols
To demonstrate applicability of our atrial cells to modelling atrial �brillation, we next examined whether
reentrant arrhythmias could be induced in monolayers of atrial cardiomyocytes using tachypacing. After
30 seconds of 10hz pacing, rotors with varying degrees of complexity were evident (Supplementary
videos 1 and 2). To clearly visualize rotors, video recordings of �uorescence amplitude were frame
normalized in MatLab™ and converted to phase maps (Fig. 5A). Examples of phase singularities (PS),
representing rotor cores, were identi�ed, and tracked for a relatively simple dual PS, and more complex
multi-PS recording (Fig. 4A and Fig. 4B respectively; Supplementary Videos 3 and 4). The ability to form
reentrant rotors demonstrates the utility of iPSC atrial cardiomyocytes in future anti-arrhythmic drug
screens.

Discussion
We have established an economical, robust, and scalable methodology to create iPSC atrial-like
cardiomyocytes. To keep the methodology simple and scalable, all methods compared were monolayer
based, avoiding the laborious formation of embryoid bodies used in many existing protocols (16, 24, 25,
27, 28, 38). The use of commercial kits was not considered; whereas they have been successfully used by
others (26, 39, 40), as components are proprietary, and they add signi�cant cost per differentiation,
additionally these methods require extensive lactate puri�cation, reducing yield. The use of genetic
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reporter lines and/or FACs to enrich atrial-like populations has been successful in generating relatively
pure atrial cardiomyocytes (27, 41), but this approach limits scalability beyond the genetically edited cell
lines and adds additional costs for FACs-related methods and handling.

For optimization, we replicated retinoic acid addition to cardiac mesoderm formation protocols, Atrial
Standard, as well as a reduced growth factor protocol, Atrial (Low GFs), and explored the possibility of
maximizing mesoderm populations programmed for atrial myocyte formation by adding retinoic acid
during the mesoderm formation stage (Atrial D1RA), a method not previously published.

We performed a comparison of each methodology based on functional assays: AP assessment, MEA
�eld potential recordings, and response to carbamylcholine. Across AP and FP data all methods produced
cells that had signi�cantly faster beating rates, shorter APs, and beat rate corrected FPDs compared to
the ventricular differentiation protocol, in agreement with existing studies (24–27). Atrial (Low GFs) and
Atrial (D1RA) produced shorter APD90 values in matched differentiation sets than Atrial Standard, which
were broadly in line with the 100 ms to 200 ms APD90 values reported in embryoid body-based, low
growth factor methods (27).

Human adult atrial cardiomyocytes isolated from patients, paced at 1Hz, are heterogenous in their APDs
with APD90s ranging from 190 ms to 440 ms, meaning APD90 values alone were insu�cient to
determine atrial phenotype (42). APD30:90 ratios for cardiomyocytes produced using Atrial (Low GFs)
and Atrial (D1RA) protocols were signi�cantly lower than for ventricular myocytes, whilst the Atrial
Standard protocol did not produce low APD30:90 ratios, suggesting insu�cient IKur and IKach currents,
which was con�rmed by lack of response to carbamylcholine. An in-depth single cell sequencing study of
different mesoderm progenitors and the resulting cardiac populations generated, showed that high BMP4 
+ RA can lead to the formation of right ventricular cardiomyocytes, which could potentially explain why
Atrial Standard showed reduced APDs vs the ventricular protocol but maintained a broad APD30:90 ratio
(28). Atrial (Low GFs) and Atrial (D1RA) have comparable APD30:90 values (0.52 ± 0.02 & 0.54 ± 0.02)
that align with atrial-like cardiomyocytes previously reported (16, 25), but have broader AP morphologies
than those reported in human adult atrial cardiomyocytes (42).

Field potential measurements from MEA experiments aligned with data from action potential recordings.
FPDs corrected for beat rate in Atrial (Low GFs) and Atrial (D1RA) syncytium were signi�cantly shorter
than those produced by Atrial Standard. Ventricular cardiomyocytes produced the greatest spike
amplitudes, however out of the atrial protocols examined, only Atrial (D1RA) produced spike amplitudes
signi�cantly higher than Atrial Standard, which align with those reported by (40). These results suggest
that the Atrial (D1RA) protocol can produce cardiomyocytes with enhanced upstroke properties during
depolarization.

Lines 100C1, 15C1, 8C1 and 477C1 produced remarkably high monolayer conduction velocities for both
Atrial (Low GFs) and Atrial (D1RA) protocols (Fig. 2D & Fig. 4H). Conduction velocity values regularly
exceeded 40 cm s− 1 and sometimes surpassed 90 cm s− 1, far beyond ~ 2.5 cm s− 1 to 5.6 cm s− 1
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reported by (16, 43, 44) in iPSC atrial cardiomyocytes, and those reported in immortalized human atrial
myocyte lines of ~ 20 cm s− 1 (44). The base ventricular protocol also produced enhanced conduction
velocities of 20.2 ± 7.0 cm s− 1 versus the 3.5–18 cm s− 1 reported in previous studies of iPSC-ventricular
cardiomyocytes (43, 45–47). CV values reported using the atrial (D1RA) & atrial (Low GFs) methods
could reach human adult-like velocities, which can range from 40 cm s− 1 in slower regions (e.g., �oor of
the right atrium), ~ 74 cm s− 1 within bulk atrial tissue, and 110–177 cm s− 1 within the conduction
bundles (48). These results highlight the importance of mesoderm stage interventions, be it lower growth
factor concentrations or retinoic acid addition, in producing enhanced atrial-like phenotypes. Atrial
Standard demonstrated a lesser atrial-like phenotype when examining the combined action potential and
MEA data and was ruled out as an appropriate protocol for future applications.

Differentiations of the ventricular, Atrial Standard and Atrial (D1RA) were robust, and routinely produced
contractile sheets by day 15 of differentiation, 9/10 and 16/18 for Atrial Standard and Atrial (D1RA)
respectively. However only 47% (8/17) of Atrial (Low GFs) differentiations were successful. The lack of
cardiomyocyte formation from Atrial (Low GFs) occurred in experiments with successful Atrial Standard
and Atrial (D1RA) differentiations from the same starting population of iPSCs, across both cell lines
tested. This suggests that the outcome was protocol speci�c and not due to poor quality of the iPSCs,
growth factor batch effects, or retinoic acid degradation. Atrial (Low GFs) often failed to form good
monolayer coverage of mesoderm before the onset of cardiac mesoderm differentiation, which had a
poor prognosis for day 15 success rates.

These �ndings align with published results, where differentiation of additional iPSC/hESC lines required
extensive re-optimization of BMP4 and Activin A concentrations to generate an ALDH + mesoderm that
underwent FACS enrichment before continued differentiation into atrial cardiomyocytes (27, 28). Growth
factor concentrations of 2 ng/mL Activin A and 5 ng/mL BMP4 was successful in one hESC line, but re-
optimization to 1 ng/mL Activin A and 4 ng/mL BMP4 (+ an additional Nodal/Activin A/TGFβ1 inhibitor
SB-431542) was required in another (27). Yang et al., demonstrated concentrations as low as 0.5 ng/mL
Activin A and 3 ng/mL BMP4 were required to generate su�cient ALDH + mesoderm, but even small
increases to 1.5 ng/mL Activin A or 2.5 ng/mL Activin A diminished the generation of ALDH + mesoderm
progenitors (28). The requirement to re-optimize conditions per-line was explained by differences in
endogenous Nodal/Activin A signaling. Similar re-optimization and FACs could have been carried out
within this study, with the potential to improve the robustness of the Atrial (Low GFs) protocol, however
this approach would severely limit the scalability beyond a small number of iPSC lines in future studies.
In contrast, the Atrial (D1RA) protocol was readily applicable to 6 independent iPSC lines making it the
most appropriate method to take forward as a scalable drug screening platform.

Conclusions
In summary we have developed a simple method to differentiate atrial cardiomyocytes that show faster
beat rates, shortened and more triangular APs, reduced rate corrected FPDs, respond to carbamylcholine
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induced Ikach activation, atrial-like expression pro�les, reduced cellular size, and near adult-like conduction
velocities. This method demonstrated functional improvements compared to standard RA addition, and
improved robustness of differentiation compared to a low growth factor protocol. Additionally, this
method was readily applicable to 6 iPSC lines without additional re-optimization, highlighting its potential
for broad applicability, and produced arrhythmic activity in response to burst pacing, establishing their
utility for future drug screening platforms and investigations into atrial cardiomyopathy.

Abbreviations
AF, atrial �brillation 

ALDH, aldehyde dehydrogenase

AP, action potential

APD, action potential duration

BMP4, bone morphogenic protein 4

CTNT, cardiac troponin

CV, conduction velocity

FACS, �uorescence-activated cell sorting

FPD, �eld potential duration

FPDc, �eld potential duration corrected

HESC, human embryonic stem cell

HiPSC, human induced pluripotent stem cell

IPSC, induced pluripotent stem cell

KCNA5, potassium voltage-gated channel subfamily A member 5

KCNJ3, potassium inwardly rectifying channel subfamily J member 3

MEA, multi-electrode array

MLC2a, myosin light chain 2 atrial

MLC2v, myosin light chain 2 ventricular

MYH7, myosin heavy chain 7



Page 15/26

MYL2, myosin light chain 2

NR2F2, nuclear receptor subfamily 2 group F member 2

QRT-PCR, quantitative reverse transcriptase polymerase chain reaction

RA, retinoic acid

PS, phase singularity

TGFβ1, transforming growth factor beta 1

Declarations
Ethics approval and consent to participate

Not applicable.

Consent for publication

Not applicable.

Funding

This study was supported by a St Vincent’s Clinic Research Grant (MDP), Perpetual Philanthropy Grant
(RPH, JIV), NSW O�ce of Health and Medical Research Cardiovascular capacity building grant (APH),
NHMRC Principal research Fellowship (JIV). The funding body played no role in the design of the study
and collection, analysis, and interpretation of data and in writing the manuscript.

Acknowledgements

We thank Professor Christopher Semsarian for the provision of the VG-1 cell line, and Mr Sanath
Balasubamaniam for performing optical voltage assessments on the VG-1 cell line. We acknowledge the
Victor Chang Cardiac Research Institute Innovation Centre, funded by the NSW Government, for access to
equipment and technical assistance throughout this project. We also acknowledge BioRender for
generated graphics within this publication. 

Disclosure of Competing Interests

The authors declare that they have no competing interests.

Data Availability: The datasets generated and/or analysed during the current study are available in the
Zenodo depository (doi tbc).

Authors’ Contributions: JT contributed to the study conception and design, manuscript writing, acquired
and analyzed optical voltage recordings, MEA data, qPCR, and rotor formation data. MDP contributed to



Page 16/26

the study conception and design, �nal approval of manuscript and provided �nancial support. OC
collected and analyzed �ow cytometry data included in this manuscript. EH assisted in the collection of
MEA data and immunostaining. GP created scripts for the analysis and tracking of rotors. RPH aided in
the conception and study design, providing �nancial support. APH contributed to the conception and
design, developed analysis scripts used to generate superviolin plots, �nancial support, manuscript
writing and �nal approval. JIV contributed to the conception and design, �nancial support, manuscript
writing and �nal approval. All authors read and approved the �nal manuscript.

References
1. Mou L, Norby FL, Chen LY, O'Neal WT, Lewis TT, Loehr LR, et al. Lifetime Risk of Atrial Fibrillation by

Race and Socioeconomic Status: ARIC Study (Atherosclerosis Risk in Communities). Circ Arrhythm
Electrophysiol. 2018;11(7):e006350.

2. Ataklte F, Huang Q, Kornej J, Mondesir F, Benjamin EJ, Trinquart L. The association of education and
household income with the lifetime risk of incident atrial �brillation: The Framingham Heart study.
Am J Prev Cardiol. 2022;9:100314.

3. Kornej J, Borschel CS, Benjamin EJ, Schnabel RB. Epidemiology of Atrial Fibrillation in the 21st
Century: Novel Methods and New Insights. Circ Res. 2020;127(1):4-20.

4. Jacobs V, Wolter SC, Stevens S, May HT, Bair TL, Anderson JL, et al. Time outside of therapeutic
range in atrial �brillation patients is associated with long-term risk of dementia. Heart Rhythm.
2014;11(12):2206-13.

5. Wolf PA, Abbott RD, Kannel WB. Atrial-Fibrillation as an Independent Risk Factor for Stroke - the
Framingham-Study. Stroke. 1991;22(8):983-8.

�. Kannel WB, Abbott RD, Savage DD, McNamara PM. Epidemiologic features of chronic atrial
�brillation: the Framingham study. N Engl J Med. 1982;306(17):1018-22.

7. Dries DL, Exner DV, Gersh BJ, Domanski MJ, Waclawiw MA, Stevenson LW. Atrial �brillation is
associated with an increased risk for mortality and heart failure progression in patients with
asymptomatic and symptomatic left ventricular systolic dysfunction: A retrospective analysis of the
SOLVD trials. J Am Coll Cardiol. 1998;32(3):695-703.

�. Kober L, Swedberg K, McMurray JJ, Pfeffer MA, Velazquez EJ, Diaz R, et al. Previously known and
newly diagnosed atrial �brillation: a major risk indicator after a myocardial infarction complicated by
heart failure or left ventricular dysfunction. Eur J Heart Fail. 2006;8(6):591-8.

9. Fauchier L, Villejoubert O, Clementy N, Bernard A, Pierre B, Angoulvant D, et al. Causes of Death and
In�uencing Factors in Patients with Atrial Fibrillation. The American Journal of Medicine.
2016;129(12):1278-87.

10. Xie Y, Xu E, Bowe B, Al-Aly Z. Long-term cardiovascular outcomes of COVID-19. Nat Med.
2022;28(3):583-90.



Page 17/26

11. Darby AE. Recurrent Atrial Fibrillation After Catheter Ablation: Considerations For Repeat Ablation
And Strategies To Optimize Success. J Atr Fibrillation. 2016;9(1):1427.

12. Poole Jeanne E, Bahnson Tristram D, Monahan Kristi H, Johnson G, Rostami H, Silverstein Adam P, et
al. Recurrence of Atrial Fibrillation After Catheter Ablation or Antiarrhythmic Drug Therapy in the
CABANA Trial. J Am Coll Cardiol. 2020;75(25):3105-18.

13. Bohnen M, Stevenson WG, Tedrow UB, Michaud GF, John RM, Epstein LM, et al. Incidence and
predictors of major complications from contemporary catheter ablation to treat cardiac arrhythmias.
Heart Rhythm. 2011;8(11):1661-6.

14. Packer DL, Mark DB, Robb RA, Monahan KH, Bahnson TD, Poole JE, et al. Effect of Catheter Ablation
vs Antiarrhythmic Drug Therapy on Mortality, Stroke, Bleeding, and Cardiac Arrest Among Patients
With Atrial Fibrillation: The CABANA Randomized Clinical Trial. JAMA. 2019;321(13):1261-74.

15. Schuttler D, Bapat A, Kaab S, Lee K, Tomsits P, Clauss S, et al. Animal Models of Atrial Fibrillation.
Circ Res. 2020;127(1):91-110.

1�. Goldfracht I, Protze S, Shiti A, Setter N, Gruber A, Shaheen N, et al. Generating ring-shaped engineered
heart tissues from ventricular and atrial human pluripotent stem cell-derived cardiomyocytes. Nat
Commun. 2020;11(1):75.

17. Mora C, Serzanti M, Giacomelli A, Turco V, Marchina E, Bertini V, et al. Generation of induced
pluripotent stem cells (iPSC) from an atrial �brillation patient carrying a KCNA5 p.D322H mutation.
Stem Cell Res. 2017;24:29-32.

1�. Benzoni P, Campostrini G, Landi S, Bertini V, Marchina E, Iascone M, et al. Human iPSC modelling of a
familial form of atrial �brillation reveals a gain of function of If and ICaL in patient-derived
cardiomyocytes. Cardiovasc Res. 2020;116(6):1147-60.

19. Kattman SJ, Witty AD, Gagliardi M, Dubois NC, Niapour M, Hotta A, et al. Stage-speci�c optimization
of activin/nodal and BMP signaling promotes cardiac differentiation of mouse and human
pluripotent stem cell lines. Cell Stem Cell. 2011;8(2):228-40.

20. Burridge PW, Matsa E, Shukla P, Lin ZC, Churko JM, Ebert AD, et al. Chemically de�ned generation of
human cardiomyocytes. Nat Methods. 2014;11(8):855-60.

21. Lian X, Hsiao C, Wilson G, Zhu K, Hazeltine LB, Azarin SM, et al. Robust cardiomyocyte differentiation
from human pluripotent stem cells via temporal modulation of canonical Wnt signaling. Proc Natl
Acad Sci U S A. 2012;109(27):E1848-57.

22. Zhang J, Klos M, Wilson GF, Herman AM, Lian X, Raval KK, et al. Extracellular matrix promotes highly
e�cient cardiac differentiation of human pluripotent stem cells: the matrix sandwich method. Circ
Res. 2012;111(9):1125-36.

23. Cyganek L, Tiburcy M, Sekeres K, Gerstenberg K, Bohnenberger H, Lenz C, et al. Deep phenotyping of
human induced pluripotent stem cell-derived atrial and ventricular cardiomyocytes. JCI Insight.
2018;3(12).

24. Devalla HD, Schwach V, Ford JW, Milnes JT, El-Haou S, Jackson C, et al. Atrial-like cardiomyocytes
from human pluripotent stem cells are a robust preclinical model for assessing atrial-selective



Page 18/26

pharmacology. EMBO Mol Med. 2015;7(4):394-410.

25. Lemme M, Ulmer BM, Lemoine MD, Zech ATL, Flenner F, Ravens U, et al. Atrial-like Engineered Heart
Tissue: An In Vitro Model of the Human Atrium. Stem Cell Reports. 2018;11(6):1378-90.

2�. Argenziano M, Lambers E, Hong L, Sridhar A, Zhang M, Chalazan B, et al. Electrophysiologic
Characterization of Calcium Handling in Human Induced Pluripotent Stem Cell-Derived Atrial
Cardiomyocytes. Stem Cell Reports. 2018;10(6):1867-78.

27. Lee JH, Protze SI, Laksman Z, Backx PH, Keller GM. Human Pluripotent Stem Cell-Derived Atrial and
Ventricular Cardiomyocytes Develop from Distinct Mesoderm Populations. Cell Stem Cell.
2017;21(2):179-94.e4.

2�. Yang D, Gomez-Garcia J, Funakoshi S, Tran T, Fernandes I, Bader GD, et al. Modeling human multi-
lineage heart �eld development with pluripotent stem cells. Cell Stem Cell. 2022;29(9):1382-401.e8.

29. Mosqueira D, Mannhardt I, Bhagwan JR, Lis-Slimak K, Katili P, Scott E, et al. CRISPR/Cas9 editing in
human pluripotent stem cell-cardiomyocytes highlights arrhythmias, hypocontractility, and energy
depletion as potential therapeutic targets for hypertrophic cardiomyopathy. European Heart Journal.
2018;39(43):3879-92.

30. Smith JGW, Owen T, Bhagwan JR, Mosqueira D, Scott E, Mannhardt I, et al. Isogenic Pairs of hiPSC-
CMs with Hypertrophic Cardiomyopathy/LVNC-Associated ACTC1 E99K Mutation Unveil Differential
Functional De�cits. Stem Cell Reports. 2018;11(5):1226-43.

31. Tanaka T, Nambu I, Maruyama Y, Wada Y. Sliding-Window Normalization to Improve the Performance
of Machine-Learning Models for Real-Time Motion Prediction Using Electromyography. Sensors.
2022;22(13):5005.

32. Dharmaprani D, Schopp M, Kuklik P, Chapman D, Lahiri A, Dykes L, et al. Renewal Theory as a
Universal Quantitative Framework to Characterize Phase Singularity Regeneration in Mammalian
Cardiac Fibrillation. Circ-Arrhythmia Elec. 2019;12(12).

33. Iyer AN, Gray RA. An experimentalist's approach to accurate localization of phase singularities during
reentry. Ann Biomed Eng. 2001;29(1):47-59.

34. Dawodu AA, Monti F, Iwashiro K, Schiariti M, Chiavarelli R, Puddu PE. The shape of human atrial
action potential accounts for different frequency-related changes in vitro. Int J Cardiol.
1996;54(3):237-49.

35. O'Hara T, Virág L, Varró A, Rudy Y. Simulation of the Undiseased Human Cardiac Ventricular Action
Potential: Model Formulation and Experimental Validation. PLOS Computational Biology.
2011;7(5):e1002061.

3�. Wu S-p, Cheng C-M, Lanz Rainer B, Wang T, Respress Jonathan L, Ather S, et al. Atrial Identity Is
Determined by a COUP-TFII Regulatory Network. Developmental Cell. 2013;25(4):417-26.

37. Bögeholz N, Pauls P, Dechering DG, Frommeyer G, Goldhaber JI, Pott C, et al. Distinct Occurrence of
Proarrhythmic Afterdepolarizations in Atrial Versus Ventricular Cardiomyocytes: Implications for
Translational Research on Atrial Arrhythmia. Front Pharmacol. 2018;9:933.



Page 19/26

3�. Zhang Q, Jiang J, Han P, Yuan Q, Zhang J, Zhang X, et al. Direct differentiation of atrial and
ventricular myocytes from human embryonic stem cells by alternating retinoid signals. Cell Res.
2011;21(4):579-87.

39. Ly OT, Chen H, Brown GE, Hong L, Wang X, Han YD, et al. Mutant ANP induces mitochondrial and ion
channel remodeling in a human iPSC–derived atrial �brillation model. JCI Insight. 2022;7(7).

40. Hong L, Zhang M, Ly OT, Chen H, Sridhar A, Lambers E, et al. Human induced pluripotent stem cell-
derived atrial cardiomyocytes carrying an SCN5A mutation identify nitric oxide signaling as a
mediator of atrial �brillation. Stem Cell Reports. 2021;16(6):1542-54.

41. Chirikian O, Goodyer WR, Dzilic E, Serpooshan V, Buikema JW, McKeithan W, et al. CRISPR/Cas9-
based targeting of �uorescent reporters to human iPSCs to isolate atrial and ventricular-speci�c
cardiomyocytes. Scienti�c Reports. 2021;11(1):3026.

42. Sánchez C, Bueno-Orovio A, Wettwer E, Loose S, Simon J, Ravens U, et al. Inter-subject variability in
human atrial action potential in sinus rhythm versus chronic atrial �brillation. PLoS One.
2014;9(8):e105897.

43. Zhao Y, Rafatian N, Feric NT, Cox BJ, Aschar-Sobbi R, Wang EY, et al. A Platform for Generation of
Chamber-Speci�c Cardiac Tissues and Disease Modeling. Cell. 2019;176(4):913-27.e18.

44. Liu J, Volkers L, Jangsangthong W, Bart CI, Engels MC, Zhou G, et al. Generation and primary
characterization of iAM-1, a versatile new line of conditionally immortalized atrial myocytes with
preserved cardiomyogenic differentiation capacity. Cardiovasc Res. 2018;114(14):1848-59.

45. Dou W, Zhao Q, Malhi M, Liu X, Zhang Z, Wang L, et al. Label-free conduction velocity mapping and
gap junction assessment of functional iPSC-Cardiomyocyte monolayers. Biosens Bioelectron.
2020;167:112468.

4�. Poulin H, Mercier A, Djemai M, Pouliot V, Deschenes I, Boutjdir M, et al. iPSC-derived cardiomyocytes
from patients with myotonic dystrophy type 1 have abnormal ion channel functions and slower
conduction velocities. Scienti�c Reports. 2021;11(1):2500.

47. Zhu H, Scharnhorst KS, Stieg AZ, Gimzewski JK, Minami I, Nakatsuji N, et al. Two dimensional
electrophysiological characterization of human pluripotent stem cell-derived cardiomyocyte system.
Sci Rep. 2017;7:43210.

4�. Harrild D, Henriquez C. A computer model of normal conduction in the human atria. Circ Res.
2000;87(7):E25-36.

Figures



Page 20/26

Figure 1

Derivation & action potential characterisation of ventricular & atrial iPSC-derived cardiomyocytes.

(A) Protocol for deriving ventricular & atrial cardiomyocytes from iPSCs, including three variations on
atrial differentiation (D1RA: red, low GFs: Teal, Standard: blue). (B) Example action potential traces from
two separate differentiations (1, 2) for each protocol; highlighting variability between differentiations.
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Time scale = 1 second. Summary of spontaneous action potential properties: (C) APD390, (D) APD90, (E)
ratio of APD30 to APD90, (F) beat period. Each color represents a separate differentiation. Statistics
performed with a mixed effects model. N/n = independent differentiations / technical repeats for
ventricular (6/32), Atrial Standard (7/48), Atrial (Low GFs) (6/51), Atrial (D1RA) (11/85). **** p<0.0001.

Figure 2
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Multi-electrode array (MEA) characterisation of spontaneous ventricular & atrial iPSC-derived
cardiomyocyte �eld potentials.

(A) Representative �eld potential traces from MEA recordings compared across each differentiation
protocol. Short traces (4 seconds) and single FPD traces shown. Red arrow indicates position of FPD
measurement. Summary of MEA recordings: (B) beat period, (C) �eld potential duration, corrected for beat
period using Fredericia’s formula, (D) spike amplitude, and (E) conduction velocity. Statistics performed
with a mixed effects model. N/n = independent differentiations / technical repeats for ventricular (6/69),
Atrial Standard (4/24), Atrial (Low GFs) (4/38), Atrial (D1RA) (10/107). * p<0.05, ** p<0.01, *** p<0.001,
**** p<0.0001.
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Figure 3

Pharmacological activation of IKach current with muscarinic receptor agonist carbamylcholine.   

Representative 10 second traces recorded before (black) and after (blue) carbamylcholine (10 μM)
exposure, and overlayed FPD traces for ventricular (A), Atrial Standard (B), Atrial (Low GFs) (C) and Atrial
(D1RA) (D). Summary of changes in beat period (E) and corrected �eld potential duration (F) after
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carbamylcholine exposure, values adjusted to vehicle controls. Statistics performed with a mixed effects
model. N/n = independent differentiations / technical repeats for ventricular (3/11), atrial Standard (2/9),
atrial (Low GFs) (3/12), atrial (D1RA) (6/28).  **** p<0.0001.   

Figure 4

Atrial (D1RA) protocol could be used on four additional iPSC lines without re-optimisation.
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Example action potential traces are shown in (A(i-iv)) for lines 8C1, 473C1, 273C1, and VG1-C
respectively. Scale bars = 1 second. Summary of action potential recordings, (B) beat period, (C) APD30,
(D), APD90, (E) APD30:90 ratio. Summary of multi-electrode array recordings, (F) beat period, (G)
corrected �eld potential duration, (H) conduction velocity. N/n = independent differentiations / technical
repeats for 8C1 (4/19), 473C1 (1/3), 273C1 (1/9), VG1-C (3/10). Error bars are ± 1 SD.

Figure 5

10hz burst pacing induced rotor formation with varying levels of complexity.
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6-well atrial monolayers were paced at 10hz for 30 seconds to induce reentrant arrhythmic activity. (A)
Optical maps of calcium transients were converted into phase maps utilizing a frame normalization
process in Matlab™. Individual frames of converted phase maps are sequentially displayed, with phase
singularities identi�ed, for a dual phase singularity recording and a complex multi-phase singularity
recording respectively in (B) and (C).
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