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A

a-act

inin/ cTnT/ DAPI

B

1504
1254

1004

Beat rate (BPM)
~
i

REBL-PAT Unpaced Beat rate

0.001
o e

0.100-
0.0161

0.075-

Force (mN)
o
[=}
8

0.025-

REBL PAT Paced 2Hz - Average peak

mm W/W
= MW
= M/M

0.000

0.

0 0.1 0.2 0.3 0.4 0.5

t/sec
F

RPAT Paced 2Hz - relaxation time

01007 PBAT Paced 2Hz - Contraction Force 0.151 RPAT Paced 2Hz - Contraction time 0.20+ 0.0001
0.0002 0.0427
0,075 0.15-
— 0.10- —_
= 0.0018 0 O
‘g 0.050- " 0.0001 g £ 0101
s = 0.05- -
0.025- 0.054
0.000- T 0.00- T 0.00- T
= 017 = %% — Baseline 1 mM Ca®* 5 *%]
= E . £ .04
= 0.075 g 0.06- — Omecamtiv1yM 3 0.04
o £ S
5 S S 0.03-
= 0.050- WIW c c M/M
2 .2 .2 0.021
k3] kst ksl
£ 0.025- £ £ o011
3 c £ 0.
] ] 8
0.000 T T T T T T 1 0.00F—rpr e S '’ ]
00 01 02 03 04 05 06 0.7 0.7 00 01 02 03 04 05 0.6
t/ sec t/sec
Contraction F J Relaxation time (T2)
. O ontraction Force o 607  Contraction time (T1) o 207 0.0043
c £ £
S -10- § 50+ E 10
® < 8
2 204 2 40+ 2
: : : -
£ o o 00408
) <) []
(=] . o -
g 40 2 20 0.0006 0.0009 g
< < K=
O -50- O 104 o
2 0.0429 ® ®
-60 ' T ; 0-
0.100+
= Force frequency REBL PAT
£
"o 0.075-
3 §---- &----- $----- 3
)
g
< 0.050
o
B E------ Eo-ooo g B i
£ 0.025-
c
5]
(&)
0.000 T T T T
oe’b ()Q{P q:z(v ()Q{P
(\Q’b N a°



Figure S9
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