
Figure S1. Generation and characterization of hiPSCs.
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Figure S2. Generation and characterization of hiPSC-ECs and hiPSC-CMs. 

hiPSC-ECs
p3

Endothelial differentiation

RPMI/B27 

CHIR (d0-4)

VEGF, FGF2 (d5-12)

CD144+ selection (d12)

H

Cardiomyocytes TNNT2

Nodal-like Atrial-like Ventricular-like

20 mV

200 msec

B

F1   1

F2 0.92 1

F3 0.93 0.88 1

F4 0.94 0.84 0.93 1

F5 0.91 0.93 0.9 0.89 1

F1 F2 F3 F4 F5

F Gene Expression 
Correlation in CMs

G PCA 1 (49.8%)
P

C
A 

2 
(2

0.
6%

)

P
C

A 
3 

(1
0.

6%
)

F1

F2

F3

F4

F5

hESCD

E

C

100 μM

Endothelial cells CD31/DAPI

100 μM

0
20
40
60
80

100
% TNNT+

0%
20%
40%
60%
80%

100%

F1 F2 F3 F4 F5 M1 M2

Cardiomyocyte sub-type identity

Nodal
Atrial
Ventricular

50 μM

50 μM



Figure S3. Transcriptomic comparison of isogenic LV tissue vs. hiPSC-CMs.
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Figure S4. Live/dead staining for determination of optimal drug concentrations. 
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Figure S5. Contractility analysis for determination of optimal drug concentrations. 
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Figure S6. Fold change in gene expression with tacrolimus and rosiglitazone. 
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Figure S7. Effects of tacrolimus or rosiglitazone treatment in hiPSC-ECs. 
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