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Abstract Phosphorylation and acetylation of sarcomeric proteins are important for fine- tuning 
myocardial contractility. Here, we used bottom- up proteomics and label- free quantification to iden-
tify novel post- translational modifications (PTMs) on β-myosin heavy chain (β-MHC) in normal and 
failing human heart tissues. We report six acetylated lysines and two phosphorylated residues: K34- 
Ac, K58- Ac, S210- P, K213- Ac, T215- P, K429- Ac, K951- Ac, and K1195- Ac. K951- Ac was significantly 
reduced in both ischemic and nonischemic failing hearts compared to nondiseased hearts. Molecular 
dynamics (MD) simulations show that K951- Ac may impact stability of thick filament tail interactions 
and ultimately myosin head positioning. K58- Ac altered the solvent- exposed SH3 domain surface 
– known for protein–protein interactions – but did not appreciably change motor domain conforma-
tion or dynamics under conditions studied. Together, K213- Ac/T215- P altered loop 1’s structure and 
dynamics – known to regulate ADP- release, ATPase activity, and sliding velocity. Our study suggests 
that β-MHC acetylation levels may be influenced more by the PTM location than the type of heart 
disease since less protected acetylation sites are reduced in both heart failure groups. Additionally, 
these PTMs have potential to modulate interactions between β-MHC and other regulatory sarco-
meric proteins, ADP- release rate of myosin, flexibility of the S2 region, and cardiac myofilament 
contractility in normal and failing hearts.
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This article surveys differences in the heavy chain of the contractile protein β-myosin in normal 
hearts and hearts in cardiac failure. This is important in view of its possible regulatory roles in 
generating contraction. The findings are then substantiated by functional simulations of the 
contractile process.
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Introduction
The sarcomere is the smallest functional unit in striated muscle. The cardiac sarcomere is composed of 
thick and thin filament proteins that work together to generate force and shorten the sarcomere, and 
regulate sarcomere contraction and relaxation in a Ca2+- dependent manner (Gordon et al., 2000). 
The cardiac thick filament is composed of myosin II polymers accompanied by associated proteins, 
myosin- binding protein C (MyBP- C), titin, and obscurin (Gordon et al., 2000; Craig and Woodhead, 
2006; Wang et al., 2018). The major proteins of the cardiac thin filament include F- actin- containing 
myosin- binding sites – tropomyosin (Tm) and the cardiac troponin complex (cTn) (Gordon et al., 2000). 
Myosin molecules of the thick filaments are constituted of six noncovalently associated polypeptides: 
two heavy chains and four light chains (LCs). The C- terminus of the two myosin heavy chains (MHCs) 
forms an α-helical coiled- coil tail that extends toward the center of the thick filament backbone. 
The paired, N- terminal heads of the two MHCs are positioned at the surface, facilitating interactions 
with actin filaments. Between the heads and the tail is a coiled- coil that makes up the myosin S2 rod 
segment. The neck region of myosin is the site of accessory protein binding that consists of two pairs 
of LCs: essential (ELC) and regulatory (RLC). Near the N- terminus, the individual MHC forms a distinct 
globular structure – myosin S1 fragment – that interacts with the actin filament in a cyclic fashion 
(Geeves and Holmes, 1999). Myosin binds to actin and ATP and undergoes several conformational 
changes that are essential to its function: (1) actomyosin complex formation along with release of Pi 
and ADP from myosin cause a swinging motion during the force- generating powerstroke; (2) during 
rigor, ATP binding to myosin results in a reduction in actin affinity and dissociation of actomyosin; and 
(3) ATP hydrolysis occurs when myosin is dissociated from actin and primes the lever arm for the next 
cross- bridge cycle (Tang et al., 2016).

Post- translational modification (PTM) of myofilament proteins can regulate their mechanical prop-
erties and modulate cardiac sarcomere function. PTMs have been shown to alter the canonical struc-
ture, function, localization, and half- life of modified sarcomeric proteins (Mnatsakanyan et al., 2018). 
These modifications can instigate downstream effects on the functional properties of the myocardium, 
thus providing a rapid, efficient, and energetically favorable mechanism to alter contractile function 
compared to isoform switching. The context dependence of a modification may also be important 
as it may be influenced by other PTMs on the same protein or other proteins. Furthermore, PTMs 
on sarcomeric proteins may be inert under normal conditions, but their functional importance can 
become evident alongside pathological conditions. Therefore, these normally ‘silent’ PTMs repre-
sent novel targets for therapeutic intervention (Sumandea and Steinberg, 2011). Localized, spatially 
confined pools of kinases, acetyltransferases, and other protein modifiers have been identified as 
essential for the efficient modification of myofilament proteins. Both histone acetyltransferase (HAT; 
p300/CBP- associated factor [PCAF]) and histone deacetylase 4 (HDAC4) have been found localized in 
the sarcomeric matrix (Samant et al., 2015; Gupta et al., 2008). Furthermore, HDAC6 has also been 
shown to assume a sarcomeric localization (Demos- Davies et al., 2014). Of the PTMs identified on 
sarcomeric proteins, phosphorylation has been the most extensively characterized. However, acetyla-
tion, methylation, oxidation, SUMOylation, and ubiquitination have been reported as well, extending 
the repertoire of potential modifiers of the sarcomere (Cui et al., 2014; Terman and Kashina, 2013).

A number of sarcomeric proteins are phosphorylated, including MyBP- C, troponin T (TnT), and 
troponin I (TnI) by cAMP- dependent protein kinase (PKA), and myosin regulatory light chain (RLC) 
by myosin light- chain kinase (MLCK) (Sumandea and Steinberg, 2011; Colson et al., 2010; Seguchi 
et al., 2007; Chan et al., 2008). Several kinases are implicated in phosphorylation of striated muscle 
Tm, including tropomyosin kinase, PKA, and protein kinase Cζ (Heeley et al., 1989; Mak et al., 
1978; Montgomery and Mak, 1984; Reddy et al., 1973; Wu and Solaro, 2007). Remarkably absent 
from the list of phosphorylated sarcomeric proteins in human hearts is β-MHC, encoded by MYH7, 
the predominant isoform of myosin in the adult human heart. The massive size of β-MHC, ~223 kDa, 
imposes limitations with current technological approaches and challenges our ability to obtain 
complete sequence coverage. In a study by Kawai et al. examining PTMs on MYH6, the predominant 
murine myosin isoform,(Zhang et al., 2020) phosphorylation sites were identified in control hearts 
with a number of these residues not phosphorylated in HCM hearts (Kawai et al., 2017). In addition, 
Jin et al. identified acetylated, methylated, and trimethylated residues in human β-MHC using size- 
exclusion chromatography (SEC)/middle- down mass spectrometry (MS) (Jin et  al., 2017). Overall, 
detection of low- abundance PTMs on large proteins has remained elusive and protein enrichment 
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strategies before liquid chromatography- mass 
spectrometry (LC/MS) analysis or even greater 
instrument sensitivity can increase signal intensity 
of modified proteins (Mnatsakanyan et al., 2018; 
Zhao and Jensen, 2009).

While many earlier studies were conducted in 
animals of varying species, examining changes 
in PTMs on sarcomeric proteins in the context 
of human heart disease may provide clues 
toward potential interventions. Identification of 
PTMs on β-MHC is the first step in discovering 
whether these modifications provide bene-
ficial or adverse impacts on cardiac function 
and disease progression. With mass spectrom-
etry techniques increasing in sensitivity, we are 
becoming more successful at uncovering even 
low- abundance PTMs that may have a significant 
impact on cardiac outcomes. As new reports 
emerge documenting the presence of PTMs in 
human sarcomeric proteins, the ensuing chal-
lenge remains: testing their in vivo functional 
consequences. Given the emerging importance 
of understanding the potential role of PTMs 
on cardiac muscle performance, we used LC/
MS and MD simulations to investigate novel 
PTMs sites in key functional regions of β-MHC 
in human hearts in healthy and diseased states. 
This article provides insight into the potential of 
these modifications to fine- tune cardiac myofila-
ment performance.

Results
Human heart data bank
The patient groups from whom explanted heart 
tissues were collected included explanted hearts 
from healthy donors (nonfailing (NF)) and end- 
stage heart failure patients, who were reported 
to have either ischemic heart failure (I- HF) or non- 
ischemic heart failure (NI- HF). The demographics 
for the patients included information on age, 
gender, and race. Patients' ages ranged from 41 
to 69 years with each condition represented (NF, 
NI- HF, and I- HF) (Supplementary file 1) and were 
similarly distributed among the three groups. In 
an attempt to provide gender and race balance, 
one female was included in each group and at least one African American (Figure 1). We utilized mass 
spectrometry to investigate whether PTMs could be found on β-MHC isolated from these hearts and 
utilized MD simulations to better understand the functional impact these PTMs may have on human 
cardiac disease presentation. For workflow, see the schematic in Figure 1—figure supplement 1.

Figure 1. Illustrative schematic of the integrative 
approaches used to identify novel post- translational 
modifications (PTMs) on human β- myosin heavy chain 
(β-MHC) and investigate their roles in cardiac muscle 
regulation. De- identified human heart samples were 
obtained from nonfailing, ischemic heart failure, and 
nonischemic heart failure patients. The presence 
of PTMs on human β-MHC was confirmed by liquid 
chromatography- mass spectrometry (LC/MS). b- ions 
and y- ions indicate N- terminal and C- terminal ions, 
respectively. Molecular dynamics (MD) simulations were 
used to further understand the functional significance 
of the newly identified PTMs on β-MHC. The schematic 
was generated using BioRender.com. 

The online version of this article includes the following 
source data and figure supplement(s) for figure 1:

Figure supplement 1. Coomassie- stained gel of 
homogenized human heart tissues.

Figure supplement 1—source data 1. Source data for 
Figure 1—figure supplement 1.

https://doi.org/10.7554/eLife.74919
https://biorender.com/
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Identification and location of PTMs on human cardiac β-MHC
Unique high- confidence peptides bearing PTMs were identified using bottom- up mass spectrometry 
data from NF, ischemic, and nonischemic failing human hearts (Figures 2 and 3). The samples were 
purified using SDS- PAGE and were digested using in- gel trypsinization. We report eight PTMs: six 
acetylated lysines and two phosphorylated residues, one serine and one threonine: K34- Ac, K58- Ac, 
S210- P, K213- Ac, T215- P, K429- Ac, K951- Ac, and K1195- Ac (Tables 1 and 2). Six of these PTMs are 
distributed throughout the myosin motor domain (Figure 4A) and two within the tail (Figure 4B). 
The myosin motor is comprised of four domains: the N- terminal domain, the upper and lower 50 kDa 
domains, and the converter arranged around a central β-sheet (Figure 4A). The structure of myosin 
gives rise to three functional regions: the actin- binding cleft, which is formed between the upper and 
lower 50 kDa domains and interacts with the thin filament; the nucleotide- binding pocket, which is 
comprised of several regulatory loops that coordinate the nucleotide and transmit structural informa-
tion throughout the structure; and the converter domain, which converts small- amplitude changes in 
the motor domain into large- amplitude lever arm motions.

A schematic of the β-MHC protein is included in Figure 4—figure supplement 1 and indicates key 
regions of the protein along with the newly identified PTMs. In Figure 4A, the three- dimensional struc-
ture of the human β-MHC sequence complexed with Mn- AMPPNP (PDB: 4DB1) was used to model 
the PTM sites at K58- Ac and doubly modified peptide K213- Ac/T215- P. This structure represents a 
post- rigor ATP- bound state of myosin and was used to assess proximity of the modified residues to 
structurally important regions in the myosin motor domain. An S2 fragment structure (PDB: 2FXM) was 
used to model K951- Ac.

Residue K34 is located between the SH3- like domain and the converter domain (Figure 4A). K58 
is located within the SH3- like domain, which typically serves as a module for protein–protein inter-
actions. Therefore, it is anticipated that acetylation of either K34 or K58 may interfere with normal 
interactions of this domain. Residues S210, K213, and T215 are sequentially close in the primary 
structure, and it is interesting to note that they lie together on one face of the myosin motor domain 
near the ATP- binding pocket in a region called loop 1. This loop is notable for its influence on ATP/
ADP cycling (Murphy and Spudich, 1998). It is plausible, therefore, to expect that these modifica-
tions may influence ATP binding and/or Pi and ADP- release dynamics (Figure 4A). S210- P was found 
to exist as a single modification only. The location and dynamics between modifications of residues 
K213- Ac and T215- P are interesting as they appear to be co- modifications. Although K213- Ac was 
only found coincident with phosphorylation of T215, T215- P was also found on its own, without K213- 
Ac. The K213- Ac/T215- P- modified sequence (amino acids 207–234, m/z 766.36) was detectable as 
an isotope dot product (idotp) with a value below 0.5, and therefore was unquantifiable (Figure 4—
figure supplement 2). The acetylated residue K429 is located within the myosin head- like domain 
at the actin- binding interface. The remainder of the modified residues K951 and K1195 are located 
within the coiled- coil of the S2 region, although K1195 is missing from the model in Figure 4A. The 
panels within Figure 4B show closeup views of secondary structural elements and side- chain interac-
tions that neighbor the K58- Ac, K213- Ac, T215- P, and K951- Ac modifications.

Normalized peak areas of the PTM sites
To investigate the potential significance of these newly identified PTMs for cardiac function, we 
assessed their abundance in the human heart samples we analyzed. The relative abundance of the 
modifications was determined by calculating peak areas of modified peptide and normalizing to 
IRP peak area (amino acids 1504–1521, m/z 974.49). The MS/MS spectrum of the trypsin- digested 
common IRP is shown in Figure 5—figure supplement 1, and b- ions indicate N- terminal fragment 
ions and y- ions indicate C- terminal fragment ions.

Overall, the ratios of modified PTM sites were variable, ranging between 1 and 14 in the NF donor 
hearts, with a tendency for decreased abundance in failing hearts. In Figure 5, the ratio of modified/IRP 
is shown for peptides 1 (K34- Ac), 2 (K58- Ac), 3 (K429- Ac), 4 (K951- Ac), and 5 (K1195- Ac). Beneath each 
histogram are the respective tryptic peptides where the reported PTMs were found. The residues shown 
in brackets are the trypsin digestion sites. Of interest is PTM K951- Ac as acetylation at this site is signifi-
cantly decreased with ratios of approximately 14 in control hearts and 5 in failing hearts. Following the 
same trend (but not statistically significant) is K1195 also in the tail region. Both K34- Ac and K429- Ac 
are found in the myosin motor domain where they may be protected from HDAC activity. K429- Ac is a 

https://doi.org/10.7554/eLife.74919
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Figure 2. Detailed mass spectrometry (MS)/MS spectra of acetylated human β- myosin heavy chain (β-MHC) peptide sequences. MS/MS spectra of 
trypsin- digested, acetylated β-MHC peptide sequences 24–35 (K34- Ac, m/z 496.61), 55–67 (K58- Ac, m/z 705.84), 414–434 (K429- Ac, m/z 774.41), 942–952 
(K951- Ac, m/z 483.57), and 1195–1212 (K1195- Ac, m/z 689.01). b- ions and y- ions indicate N- terminal and C- terminal ions, respectively.

https://doi.org/10.7554/eLife.74919
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low- abundance PTM with ratios of modified peptides/IRP ratios of approximately 1 and 1.4. This site is 
buried within the actin- binding cleft and may have been modified prior to protein folding. K34- Ac, on 
the other hand, is more abundant with approximate modified peptide ratios of 5–10. Perhaps the most 
interesting observation can be made for the co- modified peptide containing K58- Ac as it may be more 
susceptible to removal by HDACs or lower HAT activity under I- HF conditions.

In Figure 6, the modified/IRP ratios are shown for the phosphorylated peptides. The average ratios 
of T215- P ranged from 3 to 2, while in the control nondiseased hearts the modification was nearly 
undetectable in two samples. The modifications on the other high- confidence peptides may have func-
tional significance, although the ratio of significantly modified/IRC was not altered in diseased (I- HF and 
NI- HF) compared to NF hearts (Figures 5 and 6). For this reason, we expect they may have a limited 
role in driving pathogenesis, but may still have functional relevance. Another phosphorylated residue 
was the phospho- serine at S210 on peptide 6, with ratios of approximately 1–2 modified peptide/IRP 
in all groups. T215 on peptide 7 had ratios of approximately 1–2 of the modified peptides/IRP in all 
the groups (Figure 6). When examining the 3D structure of the β-MHC motor domain, we observed 
three modifications – at the lateral face of the myosin motor domain – with potential importance due to 
their proximity to the ATP- binding pocket: (1) S210- P (single), (2) T215- P (single), and (3) K213- Ac plus 
T215- P (double). However, the question remains whether PTMs with low occupancy on a protein such 
as β-MHC may in fact have subtle yet important roles in fine- tuning of its function. Additional factors to 
consider are whether specific PTM sites reported here are more labile and prone to action by phospha-
tases and deacetylases, which may have increased activity in the failing heart.

Figure 3. Detailed mass spectrometry (MS/MS) spectra of phosphorylated human β- myosin heavy chain (β- MHC) peptide sequences. MS/MS specta of 
trypsin- digested, phosphorylated β-MHC peptide sequences 207–234 (S210- P, m/z 1007.49) and 208–234 (T215- P, m/z 964.80). b- ions and y- ions indicate 
N- terminal and C- terminal ions, respectively.

https://doi.org/10.7554/eLife.74919
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Figure 4. Structural models of post- translational modifications (PTMs) on β- myosin heavy chain (β-MHC). X- ray crystal structures of the β-MHC. In (A) a 
post- rigor X- ray structure was used to model K58- Ac, K213- Ac, T215- P PTMs. The four motor subdomains – the N- terminal domain (yellow), upper 
50 kDa domain (cyan), lower 50 kDa domain (light blue), and converter domain (dark blue) – and function sites they form are labeled. Inset highlights the 
nucleotide- binding pocket and functional loops (loop 1, Switch 1, Switch 2, phosphate- binding loop). (B) An X- ray structure of an S2 fragment was used 
to model the K951- Ac PTM and served as the initial conformations of molecular dynamics (MD) simulations. In (A, B), residues with reported PTMs are 
shown and colored red. (C) The colored boxes display side- chain atoms in the vicinity of the modified (red ribbon) residues for K58 (green), K213/T215 
(purple), and K951 (pink).

The online version of this article includes the following figure supplement(s) for figure 4:

Figure supplement 1. Detailed liquid chromatography- mass spectrometry (MS) spectrum of the common internal peptide sequence (IRP).

Figure supplement 2. Key functional regions of cardiac β-myosin motor domain and locations of the identified post- translational modifications (PTMs).

https://doi.org/10.7554/eLife.74919
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Modeling the potential functional changes in β-MHC due to identified 
PTMs
Model building and MD were used to study putative relationships between PTMs identified on β-MHC 
and cardiovascular disease. Here, we performed MD simulations of unmodified and modified β-MHC 
(K58- Ac, K213- Ac/T215- P, K951- Ac) of PTMs that existed in functionally significant regions of the 
protein seen in Figure 4. For details regarding simulation runs, refer to Tables 3 and 4. From Figure 4, 
it can be seen that phosphorylation and acetylation sites were distributed throughout the structure of 
the motor domain and S2 fragment.

Lysine 951
Lys 951 is located in S2 within the myosin tail (Figure 4). In mature myosin, the tail forms a coiled- coil 
structure where the helical tails of two MHCs are wrapped around one another. Archetypal coiled- 
coil helices have a conserved sequence repeat of seven amino acids: positions a–g in which positions 
a and d are hydrophobic residues that form a ‘knobs in holes’ interlocking structure that promotes 

Figure 5. Calculations of post- translational modification (PTM) occupancy of acetylated residues on β- myosin heavy chain (β-MHC). Peak areas of all 
modified peptide sequences (MOD) were normalized to the peak area of a common internal reference peptide sequence (IRP, 1504–1521). (A) Peptide 
1 sequence is shown with the site of acetylated lysine residue K34 indicated in red. (B) Peptide 2 is shown with the site of acetylated lysine residue K58 
indicated in red. (C) Peptide 3 sequence is shown with the acetylated lysine residue K429. (D) Peptide 4 sequence is shown with the acetylated lysine 
residue K951 in red. (E) Peptide 5 sequence is shown with the acetylated lysine residue K1195 indicated in red. In the histograms, different human heart 
samples are indicated with nonfailing donor hearts (gray), ischemia- induced heart failure (pink), and nonischemia- induced heart failure (green). Trypsin- 
cutting sites are shown between parentheses. Data are expressed as mean ± SEM. Statistical analysis was performed by one- way ANOVA, *p<0.05, n = 
4.

The online version of this article includes the following figure supplement(s) for figure 5:

Figure supplement 1. Mass spectrometry (MS/MS) spectrum of the doubly modified peptide sequence.

https://doi.org/10.7554/eLife.74919
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a well- packed hydrophobic core (Truebestein and Leonard, 2016). Myosin tails generally follow 
this archetypal pattern, but there are a small number of ‘skip’ residues that intermittently disrupt 
the heptad repeat pattern and increase local flexibility into the tail by weakening interactions in the 
hydrophobic core of the thick filament (Taylor et al., 2015). In implicit solvent MD, the simulated S2 
fragment was flexible (Table 4), larger magnitude Cα RMSDs were associated with bending of the 
tail. Although bending occurred, the coiled- coil structure was largely preserved in the unmodified 
simulations (Figure 7A). Some coiled- coil structure was lost in the K951- Ac simulations in the vicinity 
of the modification site (Figure 7B). In both modified and unmodified simulations, there was partial 

Figure 6. Calculations of post- translational modification (PTM) occupancy of phosphorylated residues on β- myosin heavy chain (β-MHC). Peak areas 
of all modified peptide sequences (MOD) were normalized to the peak area of a common internal reference peptide sequence (IRP, 1504–1521). 
(A) Peptide 1 sequence is shown with phosphorylated serine indicated in blue. (B) Peptide 2 sequence is shown with phosphorylated threonine shown in 
blue. Trypsin- cutting sites are shown between parentheses. Data are expressed as mean ± SEM. Statistical analysis was performed by one- way ANOVA, 
n = 3–4.

Table 3. Inventory of β- myosin heavy chain (β-MHC) post- translational modification (PTM) 
simulations.
Each row corresponds to a simulated system and reports the modifications that were made and the 
extent of molecular dynamics (MD) sampling.

ID PDB Condition Runs
Length per run

(ns) Net sampling (ns)

4DB1 unmodified 4DB1 Unmodified 3 500 1500

4DB1 K58- Ac 4DB1 K58Ac 3 500 1500

4DB1 K213- Ac/T215- P 4DB1 K213Ac, T215P 3 500 1500

2FXM K951 2FXM Unmodified 3 500 1500

2FXM K951- Ac 2FXM K951Ac 3 500 1500

https://doi.org/10.7554/eLife.74919
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unfolding at the C- terminal end of the fragment. This is likely due to the truncation of the structure or 
the exclusion of the crystallographically present Hg atoms. In simulations without PTMs, K951 formed 
transient interactions with E949 of the opposite chain, but most interactions made by K951 were 
hydrophobic and involved L950 of the opposite chain (Figure 7A and C). Acetylation of K951 had 
three effects on the structure of the tail. First, contacts made by K951 were altered: the frequency of 
salt bridge formation with Glu residues was diminished and K951- Ac interacted more frequently with 
other residues in the same chain as opposed to the opposite chain (Figure 7B and C). Second, the 
C- terminal end of the helix became bent and deviated from the typical coiled- coil structure. Third, 
the interhelical distance (measured by calculating the distance between Cα pairs in the two helices) 
increased in the presence of the PTM (Figure 7D and E). Additionally, K951- Ac altered the electro-
static potential of the S2 fragment, and notably the affected region is proximal to the interacting 
myosin heads in the super- relaxed conformation (Figure 7F). K951- Ac subverted the local coiled- coil 
structure of S2.

Lysine 58
The overall motor domain in the K58- Ac simulations sampled conformations similar to those sampled 
by the WT simulations: the K58- Ac simulations had similar average Cα RMSD to the unmodified simu-
lations (Table 4). We examined changes in structure of the SH3- like domain caused by K58- Ac. SH3 
domains are typically modules of protein–protein interaction and canonically bind to proline- rich 
sequence with polyproline helical structure (Kurochkina and Guha, 2012). Putative poly- Pro- binding 
pockets are formed by K58 and K72 as well as K72, T70, T60, S53, and E55 found on the surface of 
MYH7’s SH3 domain (Figure 8A and C). There is no direct structural evidence that these residues do 
form binding pockets; we have inferred this structural role from homology to other SH3 domains. In 
the unmodified simulations, both putative binding pockets remained intact and accessible to poten-
tial binding partners. In the K58- Ac simulations, however, the uncharged, acetylated Lys alternated 
between two conformations: a ‘native- like’ conformation in which the side chain projected into solvent 
and an ‘intercalated’ conformation in which the aliphatic portion of K58 was sandwiched in between 

Table 4. Average Cα root mean squared deviation (RMSD) values.
The Cα RMSDs of each molecular dynamics (MD) snapshot versus the reference structure were 
averaged together per simulation.

ID Run number Cα RMSD (Å)

4DB1 unmodified 1 3.9 ± 0.3

2 3.2 ± 0.3

3 4.1 ± 0.3

4DB1 K58- Ac 1 3.8 ± 0.3

2 3.6 ± 0.2

3 4.1 ± 0.5

4DB1 K213- Ac/T215- P 1 3.5 ± 0.4

2 3.6 ± 0.4

3 3.6 ± 0.3

2FXM unmodified 1 6.9 ± 2.4

2 7.5 ± 2.3

3 7.2 ± 2.4

2FMX K951- Ac 1 10.8 ± 2.8

2 9.2 ± 2.5

3 10.1 ± 2.0

The online version of this article includes the following source data for table 4:

Source data 1. Source data for Table 4.

https://doi.org/10.7554/eLife.74919
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K72 and T70 (Figure 8A and C). The ‘intercalated’ conformation was associated with a disruption of 
the native contact network among SH3 residues, an increase in the solvent- accessible surface area 
(SASA) of residue K58 (partially attributable to the intrinsic increase in SASA of acetylated Lys), and 
a decrease in the SASA of K72 (Figure 7B). Importantly the ‘intercalated’ conformation abolished 
one of the putative poly- Pro- binding pockets on the surface of SH3 (Figure 7C), suggesting that K58 
acetylation impedes binding of the SH3 domain to its targets.

Lysine 213/threonine 215
Lys 213 and Thr 215 are both located in loop 1 of myosin S1, which is comprised of residues 199–215 
in β-MHC (Figure 9). Loop 1 connects two α-helices that line the nucleotide- binding pocket. These 
helices in turn are connected to two loops that coordinate the contents of the nucleotide- binding 
pocket: switch 1 and the phosphate- binding loop. Loop 1 is flexible and is rarely resolved in X- ray 
structures. Residues 205–211 are not present in the 4DB1 X- ray crystal structure and thus were built 
into our structural model prior to performing our simulations. In the unmodified simulations of PTMs, 
T215 retained its crystallographic role as a helix capping residue and the crystallographic interactions 
between T215, D218, and Q219 were preserved. K213 formed a transient salt bridge with D337, 
transient hydrogen bonds with N334, and transient hydrophobic interactions with V338 (Figure 9A). 
These interactions tethered the C- terminal end of loop 1 to the upper 50 kDa domain. Residue–res-
idue interactions were altered in the K213- Ac/T215- P simulations. K213 lost interactions with N334/
D337 in the upper 50 kDa domain and instead formed interactions with T215. T215- P gained interac-
tions with R204 and K206. The altered amino acid interactions caused loop 1 to sample from a distinct 

Figure 7. K951- Ac increased flexibility of the myosin tail. Structural changes in the S2 fragment caused by K951- Ac are shown in representative 
snapshots from molecular dynamics (MD) simulations. In the snapshots, the ribbon of residue 951 is colored red, chain A is colored blue, and chain B 
green. The atoms of neighboring side chains are displayed. The coiled- coil structure was preserved in the unmodified simulations (A). In the modified 
simulations (B), the coiled- coil structure was interrupted by kinks, a loss of α-helix structure, and increased separation of the chains. Collectively, 
these changes increased the local flexibility of S2. (C) Changes in S2 structure and dynamics caused by K951- Ac were associated with changes in local 
inter- and intra- chain contacts. (D) The inter- chain distance was monitored at six positions along S2, chosen to align with the heptad repeat position 
of the modified residue position. Distances between the Cα atoms between these residues were tracked for the X- ray structure (shown) and the MD 
simulations. (E) K951- Ac increased the inter- helix distance (~1 Å) relative to the unmodified simulations. This effect propagated towards the N- terminal 
end of the helix. The effect may also propagate towards the C- terminus; however, the structure is truncated at residue 961 and unfolding of the helices 
occurred in these simulations. (F) In the super- relaxed conformation, the portion of S2 affected by this modification is located nearby the motor domains 
as indicated on this model (PDB ID: 5TBY).

The online version of this article includes the following source data for figure 7:

Source data 1. Source data for Figure 7.

https://doi.org/10.7554/eLife.74919
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conformational ensemble in the PTM simulations: it formed a more compact structure that involved 
more interactions with other loop 1 residues as opposed to an extended conformation with interac-
tions to other regions of myosin.

Discussion
Our study shows that the identified phosphorylation and acetylation PTMs are present on β-MHC in 
nondiseased human hearts. The presence of PTMs on β-MHC may fine- tune its function, altering the 
dynamics of some myosin motors in the cardiac sarcomere. Cumulatively, the functional alteration of a 
select number of β-MHC molecules may be a ‘direct readout’ of the cardiac cellular environment that 
dictates the needed changes in PTM addition/removal in context with degree of pathological insult 
and remodeling. Therefore, the presence of PTMs on cardiac β-MHC in nondiseased hearts suggests 
they may contribute to the normal functional and contractile state of the protein and muscle filaments 
that contain them.

MD simulations were performed to better understand the functional significance of the β-MHC 
PTMs. Focus was placed on modifications in modified residues with significantly altered abundance 
in diseased states: K951- Ac within S2 as well as for modified residues in regions with greatest func-
tional significance: K58- Ac within the SH3- like domain, and K213- Ac and T215- P near the ATP- binding 
pocket.

Figure 8. K58- Ac altered the solvent- exposed surface of myosin’s SH3- like domain. (A) Representative structural changes in the SH3 domain associated 
with K58- Ac are shown in the endpoint structures of one unmodified (‘K58’) and two modified (‘K58- Ac’) simulations. K58- Ac formed increased 
interactions with T70, V71, and K72 in the neighboring strand and transiently formed an ‘intercalated’ conformation where the side chain was inserted 
between T70 and K72. (B) The transiently formed intercalated conformation led to a decrease in the solvent- accessible surface of K72. (C) Modification 
of K58 also altered the electrostatic potential of the SH3 domain surface, and in the intercalated conformation, K58- Ac blocks a surface pocket. The 
molecular surfaces in (C) correspond to the same structures shown in (A), and the electrostatic potential was calculated using Chimera’s Coulombic 
surface coloring method.

The online version of this article includes the following source data for figure 8:

Source data 1. Source data for Figure 8.

https://doi.org/10.7554/eLife.74919
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Acetylation of β-MHC
Lysine 951
It is reasonable to propose that the observed reduction in acetylation at K951 may be associated with 
declining myocardial function. Our simulations suggest that acetylation of K951 disrupts the native 
structure of the coiled- coil and increases flexibility within the tail. Increased tail flexibility may alter 
the orientation of myosin heads relative to the thin filament, alter association rates between the thick 
and thin filament, and may affect the ability of myosin to form the interacting heads motif. Our simu-
lations alone are not able to assess which of these effects on myosin dynamics is most likely due to 
the limited fragment of myosin that was simulated. Specifically, effects of these modifications on the 
flexibility and of S2 in general as well as on interactions between the myosin heads and S2 cannot be 
directly derived from these simulations. Nevertheless, our simulations do provide strong evidence for 
increased local flexibility in the tail. We attribute this to altered electrostatic interactions in the vicinity 
of K951.

Lysine 1195
Acetylation of K1195 may result in similar effects. PTM of this region may further modulate tail flexi-
bility or the assembly of the myosin rod (Taylor et al., 2015).

In our study, we see distinct differences in β-MHC acetylation that seem to be influenced more by 
location of the lysine than the type of heart disease (I- HF and NI- HF). The rod region is perhaps the 
more conformationally consistent portion of the myosin protein that is accessible to HATs but also 
HDACs. Therefore, one interpretation of the tendency for lower acetylation of K951 (p<0.05) and 
K1195 (not significant) in the failing heart samples is that they are not in the globular domain and 
may be more accessible to HDACs. It is unknown whether HDAC- inhibition would preserve acetyl-
ation at these sites and whether maintenance of this PTM is functionally important. Recent studies 
have explored the functional significance of sarcomeric protein acetylation to understand the impact 

Figure 9. K58- Ac/T215- P altered loop 1 structure and dynamics. Molecular dynamics (MD) snapshots in (A) show representative structures from the 
unmodified (K213/T215) and modified (K213- Ac/T215- P) simulations. In the unmodified simulations, the loop makes long- lasting interactions with 
the upper 50 kDa domain (teal) of myosin. In the modified simulations, it became more compact and made fewer interactions with the upper 50 kDa 
domain. (B) The K213- Ac and T215- P post- translational modification (PTMs) altered the duration of inter- residue contacts made by K213 and T215: fewer 
interactions were made with the upper 50 kDa domain of myosin and more enduring interactions were made with other loop 1 residues.

The online version of this article includes the following source data for figure 9:

Source data 1. Source data for Figure 9 (contacts).

Source data 2. Source data for Figure 9 (distances).

https://doi.org/10.7554/eLife.74919
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of HDAC on cardiac function (Jeong et  al., 2018). The levels of acetylated proteins in the heart 
examined in this study depend on HDAC activity as much as HAT activity. Class I HDACs promote 
pathological cardiac hypertrophy, while class IIa HDACs suppress cardiac hypertrophy (Zhang et al., 
2012). Interestingly, class II HDAC4 has been shown to be associated with the sarcomere (Samant 
et al., 2015; Gupta et al., 2008). Increased cardiac Ca2+/calmodulin- dependent kinase II (CaMKII) 
expression and activity plays a role in heart failure development and progression by increasing class 
I HDAC activity (Anderson et al., 2011; Zhang et al., 2020). Administration of the HDAC inhibitor 
ITF2357 (Givinostat) improved heart relaxation in heart failure in rodent models with preserved ejec-
tion fraction (HFpEF) by promoting myofibril relaxation (Jeong et al., 2018). HDAC inhibitors are 
beneficial to cardiac function by targeting cytosolic and sarcomeric proteins by improving muscle 
contractility (Demos- Davies et al., 2014) and relaxation (Jeong et al., 2018) as well as cardiopro-
tection during ischemia/reperfusion injury by promoting autophagy (Xie et  al., 2021). It remains 
unknown whether reduced PTM abundance at K951 accompanied and/or precipitated the functional 
decline in the nonischemic and ischemic failing hearts or rather was a secondary result of the altered 
cellular environment.

Lysine 58
While the remaining simulated modifications did not have significantly altered abundance in diseased 
states, the proximity of these PTMs to critical functional sites in myosin merited investigation. K58 
acetylation is markedly reduced in the I- HF hearts, and its localization near the SH3 domain may also 
be slightly more exposed, with potentially greater HDAC activity in ischemic hearts. The other acetyl-
ated residues K34 and K429 are located further into the interior of the myosin head and may be less 
affected by increased HDAC activity in diseased hearts. Preservation of acetylated lysines in β-MHC 
may be beneficial to normal heart function, and pathological conditions favoring greater HDAC acti-
vation may disrupt crucial constitutively acetylated residues hastening heart failure development. The 
K58- Ac simulations indicated that K58- Ac caused minimal structural perturbations overall compared 
to the nonmodified protein. Instead, the greatest impact of K58- Ac is the decrease in electrostatic 
potential and structure on the outer surface of the SH3 domain. Lowey et al. and others have provided 
evidence that an interaction between the ELC and actin is mediated by the SH3 domain of myosin S1 
(Lowey et al., 2007, Aydt et al., 2007). In light of this, our simulations suggest that K58- Ac has the 
potential to impede interactions between the ELC and SH3- like domains, thereby reducing interac-
tion between the ELC N- terminus of actin filaments and effectively increasing shortening velocity. It 
remains possible that acetylation could increase affinity of SH3 for the ELC via altered intermolecular 
interactions, but we find this the less likely scenario. We suggest that K58- Ac may provide a reversible 
means to decrease the electrostatic potential of the SH3 domain surface, which may alter its interac-
tions/affinity for ELC and perhaps other sarcomeric regulatory proteins.

The doubly modified peptide K213- Ac/T215- P was deemed to contain high- confidence PTM sites; 
however, K213- Ac/T215- P were found to be detectable but not quantifiable. A set of studies on loop 1 
sequences (Decarreau et al., 2011; Sweeney et al., 1998) demonstrated that the length and compo-
sition of loop 1 regulate ADP release: shorter loops were associated with decreased ATPase activity, 
sliding velocity in in vitro motility assays, and preferential binding of ADP relative to ATP. In our simu-
lations, the modified loop 1 formed a more compact structure and we predict that these PTMs would 
effectively behave as shorter loops that stabilize ADP. However, our simulations were performed in a 
post- rigor- like ATP- bound, actin- free structure of myosin and have insufficient sampling to measure 
ATP affinity or ATP- binding/ADP- release rates. Additionally, the rules that govern the relationship 
between loop 1 and nucleotide binding have not been definitely established, which complicates in 
silico predictions made here. We speculate that these structural perturbations in the ATP- binding 
pocket could alter the ADP- release rate.

Phosphorylation of MHC
Several studies have provided insight on how phosphorylation of cardiac sarcomeric proteins alters 
myofilament performance (Kawai et  al., 2017; Sadayappan et  al., 2006; Wijnker et  al., 2014; 
Kuster et al., 2012; Solaro and Kobayashi, 2011; Yamasaki et al., 2002). Kawai et al. utilized LC- MS 
and found that the rod region of α-MHC (predominant myosin isoform in the adult mouse heart) was 
hypophosphorylated in the HCM- linked cTnC- A8V mouse model, leading to perturbed cross- bridge 

https://doi.org/10.7554/eLife.74919
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kinetics (Kawai et al., 2017). Additionally, the Frank- Starling mechanism may in turn be modified to 
increase cardiac output under conditions of increased venous return (Monasky et al., 2013). Inci-
dentally, phosphorylation of myofilament proteins by PKCβII and PKA influences length- dependent 
prolongation of heart muscle relaxation (Monasky et al., 2010; Monasky et al., 2008). Moreover, 
sarcomeric protein phosphorylation is regulated by reactive oxygen species (ROS), whereby oxidative 
stress tends to increase protein phosphorylation due to inhibition of protein phosphatase activation 
and stimulation of protein kinases (Sumandea and Steinberg, 2011). Crosstalk between PTMs may 
in fact provide a higher order of regulation, for example, same- site competition, structural changes in 
secondary sites that make it more accessible for modification by other PTMs, or direct modification of 
the modification of a secondary PTM (Liddy et al., 2013).

Extrapolation of function of modified regions
Comparing known cardiomyopathy-associated variants with identified PTM 
sites
To gain further insight on the potential functional significance of the PTMs identified on cardiac β-MHC, 
we compared our results with nearby known variants linked to cardiomyopathic diseases in humans. 
There are numerous pathogenic variants in human cardiac slowing β-MHC, the predominant isoform 
in the myocardial ventricles. MYH7 variants are implicated in roughly one- third of diagnosed familial 
HCM cases (Ho et al., 2018) and 10% of familial DCM cases (Kamisago et al., 2000). In this study, 
we compared the impact of cardiomyopathic variants located in the same region as the PTMs we 
identified, for example, DCM- linked variants T412N in the head region and R1193S in the tail domain 
(Villard et al., 2005). These variants may impact actin–myosin interactions or impair myosin rod struc-
ture and assembly (Villard et al., 2005). Additionally, we show that the PTMs K58- Ac, S210- P/T215- P, 
and K429- Ac are located in close proximity to pathogenic variants and are present under nondiseased 
conditions and tend to decrease in heart failure in most cases with a significant decrease in K951- Ac. 
See Supplementary file 2 for comparisons between location of PTMs found in this study with existing 
reports of pathogenic variants in the MYH7 gene.

Conclusions
Our study identified novel PTMs on β-MHC in nonfailing and failing human hearts. Overall, there 
tended to be less PTM abundance in the heart failure conditions examined here, which may be due to 
increased phosphatase or HDAC activity. Our modeling data suggest that some of these PTMS have 
potential to alter dynamics within β-MHC and thereby fine- tune myofilament function. It remains to be 
seen whether loss of these PTMs in failing hearts represents the removal of a beneficial, albeit subtle 
regulation of myofilament function.

Materials and methods
Human heart samples
Explanted donor human heart tissues were obtained from the Ohio State University Tissue program. 
The de- identified samples were obtained from patients that were 41–69 years of age with I- HF or 
NI- HF, and healthy donors after informed consent. Clinical information about patient hearts that were 
utilized in this study is included in Supplementary file 1.

Heart sample preparation
Human heart tissue was homogenized in Laemmli buffer and separated by SDS- PAGE (12 %), stained 
with Coomassie blue, and bands that corresponded to β-MHC (~223  kD) were excised as shown 
in Figure 1—figure supplement 1. The samples were homogenized in 1× Laemmli sample buffer 
with protease inhibitor cocktail, phosphatase inhibitor cocktail, 1 µM trichostatin A, 1 µM quisinostat, 
5 mM nicotinamide, and 1 mM sodium vanadate.

https://doi.org/10.7554/eLife.74919


 Research article      Structural Biology and Molecular Biophysics

Landim- Vieira, Childers, et al. eLife 2022;11:e74919. DOI: https://doi.org/10.7554/eLife.74919  18 of 24

Mass spectroscopy
Sample preparation
In- gel digests were performed for each excised sample using the ProteoExtract All- in- One Trypsin 
Digestion Kit (Cat#. 650212; Calbiochem, EMD Millipore, Billerica, MA) according to the manufactur-
er’s instructions. Briefly, excised gel pieces were destained in wash buffer and dried at 90℃ for 15 min. 
Gel pieces were rehydrated in trypsin digestion buffer and treated with a reducing agent for 10 min at 
37℃. Samples were cooled to room temperature and then incubated in blocking reagent for 10 min 
at room temperature. Trypsin was added to a final concentration of 8 ng/µl and incubated for 2 hr at 
37℃ on an orbital shaker. Peptides were eluted in 50 µl 0.1% formic acid.

Liquid chromatography-mass spectrometry (LC-MS)
Sample peptides were processed using an externally calibrated high- resolution electrospray tandem 
mass spectrometer (Thermo Q Exactive HF; Thermo Fisher Scientific, Waltham, MA) in conjunction 
with a Dionex UltiMate 3000 RSLCnano System (Thermo Fisher Scientific). 5 µl of sample peptide was 
aspirated into a 50 µl loop and then loaded onto the trap column (Acclaim PepMap100 C18, 5 μm, 
100 Å, 300 μm i.d. × 5 mm, Cat# 160454, Thermo Fisher Scientific). Separation on an analytical column 
(Acclaim PepMap RSLC 75 μm and 15 cm nanoViper; Thermo Fisher Scientific) was conducted with 
a flow rate of 300 nl/min. A 60 min linear gradient from 3% to 45% B (0.1% formic acid in acetoni-
trile) was performed. The LC eluent was directly nanosprayed into Q Exactive HF mass spectrometer 
(Thermo Scientific). During the chromatographic separation, the Q Exactive HF was operated in a 
data- dependent mode and under direct control of the Thermo Excalibur 3.1.66 (Thermo Scientific). 
The MS data were acquired using the following parameters: 20 data- dependent collisional- induced 
dissociation (CID) MS/MS scans per full scan (350–1700 m/z) at 60,000 resolution. MS2 were acquired 
in centroid mode at 15,000 resolution. Ions with single charge or charges more than 7 as well as 
unassigned charge were excluded. Raw data were searched with Proteome Discoverer 2.2 (Thermo 
Fisher Scientific) using Sequest HT and Mascot search engines and percolator as the PSM validator 
with species- specific FASTA database. Phosphorylation and acetylation were used as a dynamic modi-
fication in SequestHT and Mascot and PTMs were scored by ptmRS node in Proteome Discoverer 
2.2. MS1- based quantification of peptides was performed using Skyline 4.0. The mass spectrometry 
data generated in this study has been deposited at Dryad and can be found at doi:10.5061/dryad.
s4mw6m97g.

Proteomics data analysis
The area under the curve (AUC) for each peptide sequence was measured in Skyline 20.1, an open- 
source Windows client application software for targeted proteomics data analysis and bioinformatics 
(MacLean et  al., 2010). To determine the modification levels of each PTM site, the AUC of each 
modified peptide was measured and divided by the AUC of the unmodified common internal refer-
ence peptide (IRP) (Figure 5—figure supplement 1). The ratio of the modified peptide to IRP was 
compared among human heart samples from nondiseased controls and patients with I- HF and NI- HF. 
The IRP was chosen based upon recommendations from Sherrod et al. utilizing a known unmodified 
peptide between 7 and 20 amino acids (no methionine and cysteine residues), eluted across the chro-
matogram, and demonstrating consistent signal stability (Sherrod et al., 2012).

Model building
Starting coordinates for the wildtype (WT) β-MHC motor domain simulations were obtained from an 
X- ray crystallography structure of the post- rigor, ATP state of β-MHC in the Protein Data Bank (PDB, 
https://www.rcsb.org; PDB ID: 4DB1, 2.6 Å, residues 1–777; Berman et  al., 2000). Starting coor-
dinates for the WT S2 fragment simulations were obtained from an X- ray crystallography structure 
of S2D (PDB ID: 2FXM, 2.7 Å, residues 838–963) (Blankenfeldt et al., 2006). Missing heavy atoms 
were built using Modeller (Webb and Sali, 2016), and conformer ‘A’ was chosen among residues 
with multiple conformations in the PDB entries. Hg atoms were removed from the 2FXM structure 
and ANP•Mn was replaced with ATP•Mg in 4DB1. Starting coordinates for the post- translationally 
modified variants were obtained via in silico modification of the WT structures using the leap module 
of AMBER. There were two modified variants of 4DB1: 4DB1- K58- Ac (corresponding to acetylation 
of Lys 58) and 4DB1- K213- Ac/T215- P (corresponding to simultaneous acetylation of Lys 213 and 

https://doi.org/10.7554/eLife.74919
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phosphorylation of Thr 215). There was one modified variant of 2FXM: 2FXM- K951- Ac (corresponding 
to acetylation of Lys 951). For 2FXM, K951 residues in both chains A and B were modified. Because 
both K951 residues were modified, our simulations sample the ‘most aggressive’ effects of acetylation 
at this site: diminished effects may be found for singly modified systems.

Force field and explicit solvent molecular mechanics
All 4DB1 simulations were performed with the AMBER20 package (Geeves and Holmes, 1999; Tang 
et al., 2016) and the ff14SB force field (Maier et al., 2015). Water molecules were treated with the 
TIP3P force field (Sumandea and Steinberg, 2011). Metal ions were modeled using the Li and Merz 
parameter set (Li and Merz, 2014; Li et al., 2015a; Li et al., 2015b). ATP molecules were treated with 
parameters from Meagher et al., 2003. Parameters for phosphothreonine (called ‘TPO’) and acetyl-
lysine (called ‘ALY’) were obtained from Raguette et al. and Belfon et al., respectively. The SHAKE 
algorithm was used to constrain the motion of hydrogen- containing bonds (Hammonds and Heyes, 
2020). Long- range electrostatic interactions were calculated using the particle mesh Ewald (PME) 
method (Essmann et al., 1995).

Preproduction protocols
Hydrogen atoms were modeled onto the initial structure using the leap module of AMBER, and 
each protein was solvated with explicit water molecules in a periodic, truncated octahedral box that 
extended 10  Å beyond any protein atom. Na+ and Cl- counterions were added to neutralize the 
systems and then 120 mM Na+ and Cl- ions were added. Each system was minimized in three stages. 
First, hydrogen atoms were minimized for 1000 steps in the presence of 100 kcal/mol restraints on 
all heavy atoms. Second, all solvent atoms were minimized for 1000 steps in the presence of 25 kcal/
mol restraints on all protein atoms. Third, all atoms were minimized for 8000 steps in the presence 
of 25 kcal/mol restraints on all backbone heavy atoms (N, O, C, and C atoms). After minimization, 
systems were heated to 310 K during three successive stages. In each stage, the system tempera-
ture is increased by ~100 K over 100 ps (50,000 steps) using the NVT (constant number of particles, 
volume, and temperature) ensemble. During all heating stages, 25 kcal/mol restraints were present on 
the backbone heavy atoms (N, O, C, and C atoms). After the system temperatures reached 310 K, the 
systems were equilibrated over five successive stages using the NPT (constant number of particles, 
pressure, and temperature) ensemble. During each stage, the systems were equilibrated for 5.4 ns 
in the presence of restraints on backbone atoms. The strength of the restraints was decreased from 
25 kcal/mol during the first stage to 1 kcal/mol during the fourth stage. During the final equilibration 
stage, the systems were equilibrated in the absence of restraints.

MD protocol
Production dynamics for conventional MD simulations were then performed using the canonical NVT 
ensemble with an 8 Å nonbonded cutoff and 2 fs time step. Coordinates were saved every pico-
second. Simulations were run in triplicate for 500 ns each. Unless specified otherwise, simulations 
were analyzed separately, and the results of replicate simulations were averaged together. To account 
for potential equilibration effects, the first 100 ns were excluded from subsequent analyses.

Implicit solvent simulations
2FXM contains a linear fragment of S2 spanning ~130 residues. Due to the length of this fragment, 
we performed implicit solvent simulations of 2FMX using the Generalized Born model. This approach 
was previously used to study S2 fragments, and our methods were chosen to best match earlier 
simulations (Korkmaz et al., 2016). Simulations were performed using the GB model described by 
Mongan et al., 2007.

MD analysis
The Cα RMSD, Cα RMSF, SASA, interatomic distances, and interatomic contacts were calculated with 
cpptraj (Roe and Cheatham, 2013). The Cα RMSD was calculated after alignment of all The Cα atoms 
to the minimized structure. The Cα RMSF was calculated about average MD structures for each simu-
lation. Two residues were considered in contact with one another if at least one pair of heavy atoms 
were within 5 Å of one another. All protein images were prepared using UCSF Chimera (Pettersen 
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et al., 2004; Sanner et al., 1996). Electrostatic potentials of molecular surfaces were generated using 
default parameters for the Coulombic Surface coloring method in UCSF Chimera.

Statistical analysis
Mass spectrometry and MD simulations data analyses were performed using one- way ANOVA, 
followed by Bonferroni’s post hoc test and Student’s t- test, respectively.

Acknowledgements
The authors thank the Lifeline of Ohio for the collaboration on nonfailing donor tissue, and surgeons 
and transplant coordinators at the Ohio State University Wexner Medical Center for helping obtain 
the end- stage failing tissue. Funding for MSP was provided by the American Heart Association Award 
# 16SDG2912000 and FSU CRC Planning Grant #46259. Funding for JRP was provided by NIH grant 
HL128683. Funding to ML- V was provided by the American Heart Association Pre- doctoral Award 
2021AHAPRE216237. This work used the Extreme Science and Engineering Discovery Environment 
(XSEDE) resource COMET through allocation TG- MCB200100 to MCC and MR. XSEDE was supported 
by the National Science Foundation grant number ACI- 1548562. Funding for MCC was provided by 
Award Number T32HL007828 from the National Heart, Lung, and Blood Institute. The content is solely 
the responsibility of the authors and does not necessarily represent the official view of the NHLBI or 
the NIH. This research was supported by the University of Washington Center for Translational Muscle 
Research (CTMR) via the National Institute of Arthritis and Musculoskeletal and Skin Diseases of the 
National Institutes of Health award number P30AR074990.

Additional information

Funding

Funder Grant reference number Author

American Heart 
Association

16SDG2912000 Michelle S Parvatiyar

Florida State University 46259 Michelle S Parvatiyar

National Institutes of 
Health

HL128683 J Renato Pinto

American Heart 
Association

2021AHAPRE216237 Maicon Landim-Vieira

National Science 
Foundation

ACI-1548562 Michael Regnier

National Institutes of 
Health

T32HL007828 Matthew C Childers

National Institutes of 
Health

P30AR074990 Michael Regnier

The funders had no role in study design, data collection and interpretation, or the 
decision to submit the work for publication.

Author contributions
Maicon Landim- Vieira, Conceptualization, Formal analysis, Investigation, Methodology, Validation, 
Writing – review and editing; Matthew C Childers, Formal analysis, Investigation, Methodology, Soft-
ware, Validation, Writing – original draft, Writing – review and editing; Amanda L Wacker, Formal 
analysis, Investigation, Methodology, Validation; Michelle Rodriquez Garcia, Data curation, Inves-
tigation; Huan He, Data curation, Formal analysis, Validation; Rakesh Singh, Data curation, Formal 
analysis; Elizabeth A Brundage, Methodology; Jamie R Johnston, Conceptualization, Writing 
– review and editing; Bryan A Whitson, Resources; P Bryant Chase, Investigation, Methodology, 
Supervision, Writing – review and editing; Paul ML Janssen, Resources, Writing – review and editing; 
Michael Regnier, Investigation, Methodology, Writing – review and editing; Brandon J Biesiadecki, 

https://doi.org/10.7554/eLife.74919


 Research article      Structural Biology and Molecular Biophysics

Landim- Vieira, Childers, et al. eLife 2022;11:e74919. DOI: https://doi.org/10.7554/eLife.74919  21 of 24

Conceptualization, Investigation, Resources; J Renato Pinto, Conceptualization, Project administra-
tion, Resources, Writing – review and editing; Michelle S Parvatiyar, Conceptualization, Formal anal-
ysis, Investigation, Methodology, Project administration, Resources, Supervision, Writing – original 
draft, Writing – review and editing

Author ORCIDs
Matthew C Childers    http://orcid.org/0000-0003-2440-9612
Amanda L Wacker    http://orcid.org/0000-0002-7580-7189
P Bryant Chase    http://orcid.org/0000-0001-9701-561X
J Renato Pinto    http://orcid.org/0000-0001-9092-4976
Michelle S Parvatiyar    http://orcid.org/0000-0002-9416-0069

Ethics
Human subjects: This study was conducted with the highest ethical standards, human heart samples 
were collected and stored with full consent of parties involved and were provided by the Lifeline of 
Ohio with coordination from surgeons and transplant coordinators at the Ohio State University Wexner 
Medical Center. All aspects of this study were approved and conform to the ethical guidelines estab-
lished by the Institutional Review Board of The Ohio State University under protocol #2012H0197.

Decision letter and Author response
Decision letter https://doi.org/10.7554/eLife.74919.sa1
Author response https://doi.org/10.7554/eLife.74919.sa2

Additional files
Supplementary files
•  Supplementary file 1. Summary of the patients’ demographic features. Deidentified human 
heart samples were obtained from nonfailing, ischemic heart failure, and nonischemic heart failure 
patients.

•  Supplementary file 2. Comparison of location of residues bearing post- translational modifications 
(PTMs) with known cardiomyopathy variants in MYH7. List of potential pathogenicity of the variants 
and their location within nearby PTM regions. Cardiomyopathy- loop (CM- loop), likely pathogenic 
(LP), pathogenic (P), hypertrophic cardiomyopathy (HCM), and dilated cardiomyopathy (DCM).

•  Transparent reporting form 

Data availability
All data generated or analyzed during this study are included in the manuscript and the supporting 
files have been provided for Figures 2, 3, 7, 8 , 9 and Figure supplements 1, 2, 4, Tables 1, 2, 3 and 4. 
Mass spec data have been deposited at Dryad under the unique identifier DOI (doi:https://doi.org/ 
10.5061/dryad.s4mw6m97g).

The following dataset was generated:

Author(s) Year Dataset title Dataset URL Database and Identifier

Parvatiyar MS 2022 Data from: Post- 
translational modification 
patterns on β-myosin 
heavy chain are altered in 
ischemic and non- ischemic 
human hearts

http:// dx. doi. org/ 
10. 5061/ dryad. 
s4mw6m97g

Dryad Digital Repository, 
10.5061/dryad.s4mw6m97g

References
Anderson ME, Brown JH, Bers DM. 2011. CaMKII in myocardial hypertrophy and heart failure. Journal of 

Molecular and Cellular Cardiology 51:468–473. DOI: https://doi.org/10.1016/j.yjmcc.2011.01.012
Aydt EM, Wolff G, Morano I. 2007. Molecular modeling of the myosin- S1(A1) isoform. Journal of Structural 

Biology 159:158–163. DOI: https://doi.org/10.1016/j.jsb.2007.04.002, PMID: 17498971
Berman HM, Westbrook J, Feng Z, Gilliland G, Bhat TN, Weissig H, Shindyalov IN, Bourne PE. 2000. The Protein 

Data Bank. Nucleic Acids Research 28:235–242. DOI: https://doi.org/10.1093/nar/28.1.235, PMID: 10592235

https://doi.org/10.7554/eLife.74919
http://orcid.org/0000-0003-2440-9612
http://orcid.org/0000-0002-7580-7189
http://orcid.org/0000-0001-9701-561X
http://orcid.org/0000-0001-9092-4976
http://orcid.org/0000-0002-9416-0069
https://doi.org/10.7554/eLife.74919.sa1
https://doi.org/10.7554/eLife.74919.sa2
https://doi.org/10.5061/dryad.s4mw6m97g
https://doi.org/10.5061/dryad.s4mw6m97g
http://dx.doi.org/10.5061/dryad.s4mw6m97g
http://dx.doi.org/10.5061/dryad.s4mw6m97g
http://dx.doi.org/10.5061/dryad.s4mw6m97g
https://doi.org/10.1016/j.yjmcc.2011.01.012
https://doi.org/10.1016/j.jsb.2007.04.002
http://www.ncbi.nlm.nih.gov/pubmed/17498971
https://doi.org/10.1093/nar/28.1.235
http://www.ncbi.nlm.nih.gov/pubmed/10592235


 Research article      Structural Biology and Molecular Biophysics

Landim- Vieira, Childers, et al. eLife 2022;11:e74919. DOI: https://doi.org/10.7554/eLife.74919  22 of 24

Blankenfeldt W, Thomä NH, Wray JS, Gautel M, Schlichting I. 2006. Crystal structures of human cardiac 
beta- myosin II S2- Delta provide insight into the functional role of the S2 subfragment. PNAS 103:17713–
17717. DOI: https://doi.org/10.1073/pnas.0606741103, PMID: 17095604

Chan JY, Takeda M, Briggs LE, Graham ML, Lu JT, Horikoshi N, Weinberg EO, Aoki H, Sato N, Chien KR, 
Kasahara H. 2008. Identification of cardiac- specific myosin light chain kinase. Circulation Research 102:571–
580. DOI: https://doi.org/10.1161/CIRCRESAHA.107.161687, PMID: 18202317

Colson BA, Locher MR, Bekyarova T, Patel JR, Fitzsimons DP, Irving TC, Moss RL. 2010. Differential roles of 
regulatory light chain and myosin binding protein- C phosphorylations in the modulation of cardiac force 
development. The Journal of Physiology 588:981–993. DOI: https://doi.org/10.1113/jphysiol.2009.183897, 
PMID: 20123786

Craig R, Woodhead JL. 2006. Structure and function of myosin filaments. Current Opinion in Structural Biology 
16:204–212. DOI: https://doi.org/10.1016/j.sbi.2006.03.006, PMID: 16563742

Cui Z, Scruggs SB, Gilda JE, Ping P, Gomes AV. 2014. Regulation of cardiac proteasomes by ubiquitination, 
SUMOylation, and beyond. Journal of Molecular and Cellular Cardiology 71:32–42. DOI: https://doi.org/10. 
1016/j.yjmcc.2013.10.008, PMID: 24140722

Decarreau JA, Chrin LR, Berger CL. 2011. Loop 1 dynamics in smooth muscle myosin: isoform specific 
differences modulate ADP release. Journal of Muscle Research and Cell Motility 32:49–61. DOI: https://doi. 
org/10.1007/s10974-011-9251-z, PMID: 21643973

Demos- Davies KM, Ferguson BS, Cavasin MA, Mahaffey JH, Williams SM, Spiltoir JI, Schuetze KB, Horn TR, 
Chen B, Ferrara C, Scellini B, Piroddi N, Tesi C, Poggesi C, Jeong MY, McKinsey TA. 2014. HDAC6 contributes 
to pathological responses of heart and skeletal muscle to chronic angiotensin- II signaling. American Journal of 
Physiology. Heart and Circulatory Physiology 307:H252–H258. DOI: https://doi.org/10.1152/ajpheart.00149. 
2014, PMID: 24858848

Essmann U, Perera L, Berkowitz ML, Darden T, Lee H, Pedersen LG. 1995. A smooth particle mesh Ewald 
method. The Journal of Chemical Physics 103:8577–8593. DOI: https://doi.org/10.1063/1.470117

Geeves MA, Holmes KC. 1999. Structural mechanism of muscle contraction. Annual Review of Biochemistry 
68:687–728. DOI: https://doi.org/10.1146/annurev.biochem.68.1.687, PMID: 10872464

Gordon AM, Homsher E, Regnier M. 2000. Regulation of contraction in striated muscle. Physiological Reviews 
80:853–924. DOI: https://doi.org/10.1152/physrev.2000.80.2.853, PMID: 10747208

Gupta MP, Samant SA, Smith SH, Shroff SG. 2008. HDAC4 and PCAF bind to cardiac sarcomeres and play a role 
in regulating myofilament contractile activity. The Journal of Biological Chemistry 283:10135–10146. DOI: 
https://doi.org/10.1074/jbc.M710277200, PMID: 18250163

Hammonds KD, Heyes DM. 2020. Shadow Hamiltonian in classical NVE molecular dynamics simulations: A path 
to long time stability. The Journal of Chemical Physics 152:024114. DOI: https://doi.org/10.1063/1.5139708, 
PMID: 31941339

Heeley DH, Watson MH, Mak AS, Dubord P, Smillie LB. 1989. Effect of phosphorylation on the interaction and 
functional properties of rabbit striated muscle alpha alpha- tropomyosin. The Journal of Biological Chemistry 
264:2424–2430 PMID: 2521628., 

Ho CY, Day SM, Ashley EA, Michels M, Pereira AC, Jacoby D, Cirino AL, Fox JC, Lakdawala NK, Ware JS, 
Caleshu CA, Helms AS, Colan SD, Girolami F, Cecchi F, Seidman CE, Sajeev G, Signorovitch J, Green EM, 
Olivotto I. 2018. Genotype and Lifetime Burden of Disease in Hypertrophic Cardiomyopathy: Insights from the 
Sarcomeric Human Cardiomyopathy Registry (SHaRe). Circulation 138:1387–1398. DOI: https://doi.org/10. 
1161/CIRCULATIONAHA.117.033200, PMID: 30297972

Jeong MY, Lin YH, Wennersten SA, Demos- Davies KM, Cavasin MA, Mahaffey JH, Monzani V, Saripalli C, 
Mascagni P, Reece TB, Ambardekar AV, Granzier HL, Dinarello CA, McKinsey TA. 2018. Histone deacetylase 
activity governs diastolic dysfunction through a nongenomic mechanism. Science Translational Medicine 
10:eaao0144. DOI: https://doi.org/10.1126/scitranslmed.aao0144, PMID: 29437146

Jin Y, Wei L, Cai W, Lin Z, Wu Z, Peng Y, Kohmoto T, Moss RL, Ge Y. 2017. Complete Characterization of Cardiac 
Myosin Heavy Chain (223 kDa) Enabled by Size- Exclusion Chromatography and Middle- Down Mass 
Spectrometry. Analytical Chemistry 89:4922–4930. DOI: https://doi.org/10.1021/acs.analchem.7b00113, PMID: 
28366003

Kamisago M, Sharma SD, DePalma SR, Solomon S, Sharma P, McDonough B, Smoot L, Mullen MP, Woolf PK, 
Wigle ED, Seidman JG, Seidman CE. 2000. Mutations in sarcomere protein genes as a cause of dilated 
cardiomyopathy. The New England Journal of Medicine 343:1688–1696. DOI: https://doi.org/10.1056/ 
NEJM200012073432304, PMID: 11106718

Kawai M, Johnston JR, Karam T, Wang L, Singh RK, Pinto JR. 2017. Myosin Rod Hypophosphorylation and CB 
Kinetics in Papillary Muscles from a TnC- A8V KI Mouse Model. Biophysical Journal 112:1726–1736. DOI: 
https://doi.org/10.1016/j.bpj.2017.02.045, PMID: 28445763

Korkmaz EN, Taylor KC, Andreas MP, Ajay G, Heinze NT, Cui Q, Rayment I. 2016. A composite approach 
towards A complete model of the myosin rod. Proteins 84:172–189. DOI: https://doi.org/10.1002/prot.24964, 
PMID: 26573747

Kurochkina N, Guha U. 2012. SH3 domains: modules of protein–protein interactions. Biophysical Reviews 
5:29–39. DOI: https://doi.org/10.1007/s12551-012-0081-z, PMID: 28510178

Kuster DWD, Bawazeer AC, Zaremba R, Goebel M, Boontje NM, van der Velden J. 2012. Cardiac myosin 
binding protein C phosphorylation in cardiac disease. Journal of Muscle Research and Cell Motility 33:43–52. 
DOI: https://doi.org/10.1007/s10974-011-9280-7, PMID: 22127559

https://doi.org/10.7554/eLife.74919
https://doi.org/10.1073/pnas.0606741103
http://www.ncbi.nlm.nih.gov/pubmed/17095604
https://doi.org/10.1161/CIRCRESAHA.107.161687
http://www.ncbi.nlm.nih.gov/pubmed/18202317
https://doi.org/10.1113/jphysiol.2009.183897
http://www.ncbi.nlm.nih.gov/pubmed/20123786
https://doi.org/10.1016/j.sbi.2006.03.006
http://www.ncbi.nlm.nih.gov/pubmed/16563742
https://doi.org/10.1016/j.yjmcc.2013.10.008
https://doi.org/10.1016/j.yjmcc.2013.10.008
http://www.ncbi.nlm.nih.gov/pubmed/24140722
https://doi.org/10.1007/s10974-011-9251-z
https://doi.org/10.1007/s10974-011-9251-z
http://www.ncbi.nlm.nih.gov/pubmed/21643973
https://doi.org/10.1152/ajpheart.00149.2014
https://doi.org/10.1152/ajpheart.00149.2014
http://www.ncbi.nlm.nih.gov/pubmed/24858848
https://doi.org/10.1063/1.470117
https://doi.org/10.1146/annurev.biochem.68.1.687
http://www.ncbi.nlm.nih.gov/pubmed/10872464
https://doi.org/10.1152/physrev.2000.80.2.853
http://www.ncbi.nlm.nih.gov/pubmed/10747208
https://doi.org/10.1074/jbc.M710277200
http://www.ncbi.nlm.nih.gov/pubmed/18250163
https://doi.org/10.1063/1.5139708
http://www.ncbi.nlm.nih.gov/pubmed/31941339
http://www.ncbi.nlm.nih.gov/pubmed/2521628
https://doi.org/10.1161/CIRCULATIONAHA.117.033200
https://doi.org/10.1161/CIRCULATIONAHA.117.033200
http://www.ncbi.nlm.nih.gov/pubmed/30297972
https://doi.org/10.1126/scitranslmed.aao0144
http://www.ncbi.nlm.nih.gov/pubmed/29437146
https://doi.org/10.1021/acs.analchem.7b00113
http://www.ncbi.nlm.nih.gov/pubmed/28366003
https://doi.org/10.1056/NEJM200012073432304
https://doi.org/10.1056/NEJM200012073432304
http://www.ncbi.nlm.nih.gov/pubmed/11106718
https://doi.org/10.1016/j.bpj.2017.02.045
http://www.ncbi.nlm.nih.gov/pubmed/28445763
https://doi.org/10.1002/prot.24964
http://www.ncbi.nlm.nih.gov/pubmed/26573747
https://doi.org/10.1007/s12551-012-0081-z
http://www.ncbi.nlm.nih.gov/pubmed/28510178
https://doi.org/10.1007/s10974-011-9280-7
http://www.ncbi.nlm.nih.gov/pubmed/22127559


 Research article      Structural Biology and Molecular Biophysics

Landim- Vieira, Childers, et al. eLife 2022;11:e74919. DOI: https://doi.org/10.7554/eLife.74919  23 of 24

Li P, Merz KM. 2014. Taking into Account the Ion- induced Dipole Interaction in the Nonbonded Model of Ions. 
Journal of Chemical Theory and Computation 10:289–297. DOI: https://doi.org/10.1021/ct400751u, PMID: 
24659926

Li P, Song LF, Merz KM. 2015a. Parameterization of highly charged metal ions using the 12- 6- 4 LJ- type 
nonbonded model in explicit water. The Journal of Physical Chemistry. B 119:883–895. DOI: https://doi.org/10. 
1021/jp505875v, PMID: 25145273

Li P, Song LF, Merz KM. 2015b. Systematic Parameterization of Monovalent Ions Employing the Nonbonded 
Model. Journal of Chemical Theory and Computation 11:1645–1657. DOI: https://doi.org/10.1021/ct500918t, 
PMID: 26574374

Liddy KA, White MY, Cordwell SJ. 2013. Functional decorations: post- translational modifications and heart 
disease delineated by targeted proteomics. Genome Medicine 5:20. DOI: https://doi.org/10.1186/gm424, 
PMID: 23445784

Lowey S, Saraswat LD, Liu H, Volkmann N, Hanein D. 2007. Evidence for an interaction between the SH3 domain 
and the N- terminal extension of the essential light chain in class II myosins. Journal of Molecular Biology 
371:902–913. DOI: https://doi.org/10.1016/j.jmb.2007.05.080, PMID: 17597155

MacLean B, Tomazela DM, Shulman N, Chambers M, Finney GL, Frewen B, Kern R, Tabb DL, Liebler DC, 
MacCoss MJ. 2010. Skyline: an open source document editor for creating and analyzing targeted proteomics 
experiments. Bioinformatics (Oxford, England) 26:966–968. DOI: https://doi.org/10.1093/bioinformatics/ 
btq054, PMID: 20147306

Maier JA, Martinez C, Kasavajhala K, Wickstrom L, Hauser KE, Simmerling C. 2015. ff14SB: Improving the 
Accuracy of Protein Side Chain and Backbone Parameters from ff99SB. Journal of Chemical Theory and 
Computation 11:3696–3713. DOI: https://doi.org/10.1021/acs.jctc.5b00255, PMID: 26574453

Mak A, Smillie LB, Bárány M. 1978. Specific phosphorylation at serine- 283 of alpha tropomyosin from frog 
skeletal and rabbit skeletal and cardiac muscle. PNAS 75:3588–3592. DOI: https://doi.org/10.1073/pnas.75.8. 
3588, PMID: 278975

Meagher KL, Redman LT, Carlson HA. 2003. Development of polyphosphate parameters for use with the AMBER 
force field. Journal of Computational Chemistry 24:1016–1025. DOI: https://doi.org/10.1002/jcc.10262, PMID: 
12759902

Mnatsakanyan R, Shema G, Basik M, Batist G, Borchers CH, Sickmann A, Zahedi RP. 2018. Detecting post- 
translational modification signatures as potential biomarkers in clinical mass spectrometry. Expert Review of 
Proteomics 15:515–535. DOI: https://doi.org/10.1080/14789450.2018.1483340, PMID: 29893147

Monasky MM, Varian KD, Davis JP, Janssen PML. 2008. Dissociation of force decline from calcium decline by 
preload in isolated rabbit myocardium. Pflugers Archiv 456:267–276. DOI: https://doi.org/10.1007/s00424- 
007-0394-0, PMID: 18057959

Monasky MM, Biesiadecki BJ, Janssen PML. 2010. Increased phosphorylation of tropomyosin, troponin I, and 
myosin light chain- 2 after stretch in rabbit ventricular myocardium under physiological conditions. Journal of 
Molecular and Cellular Cardiology 48:1023–1028. DOI: https://doi.org/10.1016/j.yjmcc.2010.03.004, PMID: 
20298699

Monasky MM, Taglieri DM, Jacobson AK, Haizlip KM, Solaro RJ, Janssen PML. 2013. Post- translational 
modifications of myofilament proteins involved in length- dependent prolongation of relaxation in rabbit right 
ventricular myocardium. Archives of Biochemistry and Biophysics 535:22–29. DOI: https://doi.org/10.1016/j. 
abb.2012.10.005, PMID: 23085150

Mongan J, Simmerling C, McCammon JA, Case DA, Onufriev A. 2007. Generalized Born model with a simple, 
robust molecular volume correction. Journal of Chemical Theory and Computation 3:156–169. DOI: https://doi. 
org/10.1021/ct600085e, PMID: 21072141

Montgomery K, Mak AS. 1984. In vitro phosphorylation of tropomyosin by a kinase from chicken embryo. The 
Journal of Biological Chemistry 259:5555–5560 PMID: 6325440., 

Murphy CT, Spudich JA. 1998. Dictyostelium myosin 25- 50K loop substitutions specifically affect ADP release 
rates. Biochemistry 37:6738–6744. DOI: https://doi.org/10.1021/bi972903j, PMID: 9578557

Pettersen EF, Goddard TD, Huang CC, Couch GS, Greenblatt DM, Meng EC, Ferrin TE. 2004. UCSF Chimera--a 
visualization system for exploratory research and analysis. Journal of Computational Chemistry 25:1605–1612. 
DOI: https://doi.org/10.1002/jcc.20084, PMID: 15264254

Reddy YS, Ballard D, Giri NY, Schwartz A. 1973. Phosphorylation of cardiac native tropomyosin and troponin: 
inhibitory effect of actomyosin and possible presence of endogenous myofibrillar- located cyclic- AMP- 
dependent protein kinase. Journal of Molecular and Cellular Cardiology 5:461–471. DOI: https://doi.org/10. 
1016/0022-2828(73)90016-3, PMID: 4357624

Roe DR, Cheatham TE. 2013. PTRAJ and CPPTRAJ: Software for Processing and Analysis of Molecular Dynamics 
Trajectory Data. Journal of Chemical Theory and Computation 9:3084–3095. DOI: https://doi.org/10.1021/ 
ct400341p, PMID: 26583988

Sadayappan S, Osinska H, Klevitsky R, Lorenz JN, Sargent M, Molkentin JD, Seidman CE, Seidman JG, 
Robbins J. 2006. Cardiac myosin binding protein C phosphorylation is cardioprotective. PNAS 103:16918–
16923. DOI: https://doi.org/10.1073/pnas.0607069103, PMID: 17075052

Samant SA, Pillai VB, Sundaresan NR, Shroff SG, Gupta MP. 2015. Histone Deacetylase 3 (HDAC3)- dependent 
Reversible Lysine Acetylation of Cardiac Myosin Heavy Chain Isoforms Modulates Their Enzymatic and Motor 
Activity. The Journal of Biological Chemistry 290:15559–15569. DOI: https://doi.org/10.1074/jbc.M115. 
653048, PMID: 25911107

https://doi.org/10.7554/eLife.74919
https://doi.org/10.1021/ct400751u
http://www.ncbi.nlm.nih.gov/pubmed/24659926
https://doi.org/10.1021/jp505875v
https://doi.org/10.1021/jp505875v
http://www.ncbi.nlm.nih.gov/pubmed/25145273
https://doi.org/10.1021/ct500918t
http://www.ncbi.nlm.nih.gov/pubmed/26574374
https://doi.org/10.1186/gm424
http://www.ncbi.nlm.nih.gov/pubmed/23445784
https://doi.org/10.1016/j.jmb.2007.05.080
http://www.ncbi.nlm.nih.gov/pubmed/17597155
https://doi.org/10.1093/bioinformatics/btq054
https://doi.org/10.1093/bioinformatics/btq054
http://www.ncbi.nlm.nih.gov/pubmed/20147306
https://doi.org/10.1021/acs.jctc.5b00255
http://www.ncbi.nlm.nih.gov/pubmed/26574453
https://doi.org/10.1073/pnas.75.8.3588
https://doi.org/10.1073/pnas.75.8.3588
http://www.ncbi.nlm.nih.gov/pubmed/278975
https://doi.org/10.1002/jcc.10262
http://www.ncbi.nlm.nih.gov/pubmed/12759902
https://doi.org/10.1080/14789450.2018.1483340
http://www.ncbi.nlm.nih.gov/pubmed/29893147
https://doi.org/10.1007/s00424-007-0394-0
https://doi.org/10.1007/s00424-007-0394-0
http://www.ncbi.nlm.nih.gov/pubmed/18057959
https://doi.org/10.1016/j.yjmcc.2010.03.004
http://www.ncbi.nlm.nih.gov/pubmed/20298699
https://doi.org/10.1016/j.abb.2012.10.005
https://doi.org/10.1016/j.abb.2012.10.005
http://www.ncbi.nlm.nih.gov/pubmed/23085150
https://doi.org/10.1021/ct600085e
https://doi.org/10.1021/ct600085e
http://www.ncbi.nlm.nih.gov/pubmed/21072141
http://www.ncbi.nlm.nih.gov/pubmed/6325440
https://doi.org/10.1021/bi972903j
http://www.ncbi.nlm.nih.gov/pubmed/9578557
https://doi.org/10.1002/jcc.20084
http://www.ncbi.nlm.nih.gov/pubmed/15264254
https://doi.org/10.1016/0022-2828(73)90016-3
https://doi.org/10.1016/0022-2828(73)90016-3
http://www.ncbi.nlm.nih.gov/pubmed/4357624
https://doi.org/10.1021/ct400341p
https://doi.org/10.1021/ct400341p
http://www.ncbi.nlm.nih.gov/pubmed/26583988
https://doi.org/10.1073/pnas.0607069103
http://www.ncbi.nlm.nih.gov/pubmed/17075052
https://doi.org/10.1074/jbc.M115.653048
https://doi.org/10.1074/jbc.M115.653048
http://www.ncbi.nlm.nih.gov/pubmed/25911107


 Research article      Structural Biology and Molecular Biophysics

Landim- Vieira, Childers, et al. eLife 2022;11:e74919. DOI: https://doi.org/10.7554/eLife.74919  24 of 24

Sanner MF, Olson AJ, Spehner JC. 1996. Reduced surface: an efficient way to compute molecular surfaces. 
Biopolymers 38:305–320., DOI: https://doi.org/10.1002/(SICI)1097-0282(199603)38:3%3C305::AID-BIP4%3E3. 
0.CO;2-Y, PMID: 8906967

Seguchi O, Takashima S, Yamazaki S, Asakura M, Asano Y, Shintani Y, Wakeno M, Minamino T, Kondo H, 
Furukawa H, Nakamaru K, Naito A, Takahashi T, Ohtsuka T, Kawakami K, Isomura T, Kitamura S, Tomoike H, 
Mochizuki N, Kitakaze M. 2007. A cardiac myosin light chain kinase regulates sarcomere assembly in the 
vertebrate heart. The Journal of Clinical Investigation 117:2812–2824. DOI: https://doi.org/10.1172/JCI30804, 
PMID: 17885681

Sherrod SD, Myers MV, Li M, Myers JS, Carpenter KL, Maclean B, Maccoss MJ, Liebler DC, Ham A- JL. 2012. 
Label- free quantitation of protein modifications by pseudo selected reaction monitoring with internal reference 
peptides. Journal of Proteome Research 11:3467–3479. DOI: https://doi.org/10.1021/pr201240a, PMID: 
22559222

Solaro RJ, Kobayashi T. 2011. Protein phosphorylation and signal transduction in cardiac thin filaments. The 
Journal of Biological Chemistry 286:9935–9940. DOI: https://doi.org/10.1074/jbc.R110.197731, PMID: 
21257760

Sumandea MP, Steinberg SF. 2011. Redox signaling and cardiac sarcomeres. The Journal of Biological Chemistry 
286:9921–9927. DOI: https://doi.org/10.1074/jbc.R110.175489, PMID: 21257753

Sweeney HL, Rosenfeld SS, Brown F, Faust L, Smith J, Xing J, Stein LA, Sellers JR. 1998. Kinetic tuning of myosin 
via a flexible loop adjacent to the nucleotide binding pocket. The Journal of Biological Chemistry 273:6262–
6270. DOI: https://doi.org/10.1074/jbc.273.11.6262, PMID: 9497352

Tang W, Blair CA, Walton SD, Málnási- Csizmadia A, Campbell KS, Yengo CM. 2016. Modulating Beta- Cardiac 
Myosin Function at the Molecular and Tissue Levels. Frontiers in Physiology 7:659. DOI: https://doi.org/10. 
3389/fphys.2016.00659, PMID: 28119616

Taylor KC, Buvoli M, Korkmaz EN, Buvoli A, Zheng Y, Heinze NT, Cui Q, Leinwand LA, Rayment I. 2015. Skip 
residues modulate the structural properties of the myosin rod and guide thick filament assembly. PNAS 
112:E3806–E3815. DOI: https://doi.org/10.1073/pnas.1505813112, PMID: 26150528

Terman JR, Kashina A. 2013. Post- translational modification and regulation of actin. Current Opinion in Cell 
Biology 25:30–38. DOI: https://doi.org/10.1016/j.ceb.2012.10.009, PMID: 23195437

Truebestein L, Leonard TA. 2016. Coiled- coils: The long and short of it. BioEssays 38:903–916. DOI: https://doi. 
org/10.1002/bies.201600062, PMID: 27492088

Villard E, Duboscq- Bidot L, Charron P, Benaiche A, Conraads V, Sylvius N, Komajda M. 2005. Mutation screening 
in dilated cardiomyopathy: prominent role of the beta myosin heavy chain gene. European Heart Journal 
26:794–803. DOI: https://doi.org/10.1093/eurheartj/ehi193, PMID: 15769782

Wang L, Geist J, Grogan A, Hu L- YR, Kontrogianni- Konstantopoulos A. 2018. Thick Filament Protein Network, 
Functions, and Disease Association. Comprehensive Physiology 8:631–709. DOI: https://doi.org/10.1002/cphy. 
c170023, PMID: 29687901

Webb B, Sali A. 2016. Comparative Protein Structure Modeling Using MODELLER. Current Protocols in Protein 
Science 86:20. DOI: https://doi.org/10.1002/cpps.20, PMID: 27801516

Wijnker PJM, Murphy AM, Stienen GJM, van der Velden J. 2014. Troponin I phosphorylation in human 
myocardium in health and disease. Netherlands Heart Journal 22:463–469. DOI: https://doi.org/10.1007/ 
s12471-014-0590-4, PMID: 25200323

Wu SC, Solaro RJ. 2007. Protein kinase C zeta A novel regulator of both phosphorylation and de- 
phosphorylation of cardiac sarcomeric proteins. The Journal of Biological Chemistry 282:30691–30698. DOI: 
https://doi.org/10.1074/jbc.M703670200, PMID: 17724026

Xie M, Cho GW, Kong Y, Li DL, Altamirano F, Luo X, Morales CR, Jiang N, Schiattarella GG, May HI, Medina J, 
Shelton JM, Ferdous A, Gillette TG, Hill JA. 2021. Activation of Autophagic Flux Blunts Cardiac Ischemia/
Reperfusion Injury. Circulation Research 129:435–450. DOI: https://doi.org/10.1161/CIRCRESAHA.120.318601, 
PMID: 34111934

Yamasaki R, Wu Y, McNabb M, Greaser M, Labeit S, Granzier H. 2002. Protein kinase A phosphorylates titin’s 
cardiac- specific N2B domain and reduces passive tension in rat cardiac myocytes. Circulation Research 
90:1181–1188. DOI: https://doi.org/10.1161/01.res.0000021115.24712.99, PMID: 12065321

Zhang T, Wang S, Lin Y, Xu W, Ye D, Xiong Y, Zhao S, Guan KL. 2012. Acetylation Negatively Regulates Glycogen 
Phosphorylase by Recruiting Protein Phosphatase 1. Cell Metabolism 15:75–87. DOI: https://doi.org/10.1016/j. 
cmet.2011.12.005, PMID: 22225877

Zhang M, Yang X, Zimmerman RJ, Wang Q, Ross MA, Granger JM, Luczak ED, Bedja D, Jiang H, Feng N. 2020. 
CaMKII exacerbates heart failure progression by activating class I HDACs. Journal of Molecular and Cellular 
Cardiology 149:73–81. DOI: https://doi.org/10.1016/j.yjmcc.2020.09.007, PMID: 32971072

Zhao Y, Jensen ON. 2009. Modification- specific proteomics: strategies for characterization of post- translational 
modifications using enrichment techniques. Proteomics 9:4632–4641. DOI: https://doi.org/10.1002/pmic. 
200900398, PMID: 19743430

https://doi.org/10.7554/eLife.74919
https://doi.org/10.1002/(SICI)1097-0282(199603)38:3%3C305::AID-BIP4%3E3.0.CO;2-Y
https://doi.org/10.1002/(SICI)1097-0282(199603)38:3%3C305::AID-BIP4%3E3.0.CO;2-Y
http://www.ncbi.nlm.nih.gov/pubmed/8906967
https://doi.org/10.1172/JCI30804
http://www.ncbi.nlm.nih.gov/pubmed/17885681
https://doi.org/10.1021/pr201240a
http://www.ncbi.nlm.nih.gov/pubmed/22559222
https://doi.org/10.1074/jbc.R110.197731
http://www.ncbi.nlm.nih.gov/pubmed/21257760
https://doi.org/10.1074/jbc.R110.175489
http://www.ncbi.nlm.nih.gov/pubmed/21257753
https://doi.org/10.1074/jbc.273.11.6262
http://www.ncbi.nlm.nih.gov/pubmed/9497352
https://doi.org/10.3389/fphys.2016.00659
https://doi.org/10.3389/fphys.2016.00659
http://www.ncbi.nlm.nih.gov/pubmed/28119616
https://doi.org/10.1073/pnas.1505813112
http://www.ncbi.nlm.nih.gov/pubmed/26150528
https://doi.org/10.1016/j.ceb.2012.10.009
http://www.ncbi.nlm.nih.gov/pubmed/23195437
https://doi.org/10.1002/bies.201600062
https://doi.org/10.1002/bies.201600062
http://www.ncbi.nlm.nih.gov/pubmed/27492088
https://doi.org/10.1093/eurheartj/ehi193
http://www.ncbi.nlm.nih.gov/pubmed/15769782
https://doi.org/10.1002/cphy.c170023
https://doi.org/10.1002/cphy.c170023
http://www.ncbi.nlm.nih.gov/pubmed/29687901
https://doi.org/10.1002/cpps.20
http://www.ncbi.nlm.nih.gov/pubmed/27801516
https://doi.org/10.1007/s12471-014-0590-4
https://doi.org/10.1007/s12471-014-0590-4
http://www.ncbi.nlm.nih.gov/pubmed/25200323
https://doi.org/10.1074/jbc.M703670200
http://www.ncbi.nlm.nih.gov/pubmed/17724026
https://doi.org/10.1161/CIRCRESAHA.120.318601
http://www.ncbi.nlm.nih.gov/pubmed/34111934
https://doi.org/10.1161/01.res.0000021115.24712.99
http://www.ncbi.nlm.nih.gov/pubmed/12065321
https://doi.org/10.1016/j.cmet.2011.12.005
https://doi.org/10.1016/j.cmet.2011.12.005
http://www.ncbi.nlm.nih.gov/pubmed/22225877
https://doi.org/10.1016/j.yjmcc.2020.09.007
http://www.ncbi.nlm.nih.gov/pubmed/32971072
https://doi.org/10.1002/pmic.200900398
https://doi.org/10.1002/pmic.200900398
http://www.ncbi.nlm.nih.gov/pubmed/19743430

	Post-translational modification patterns on β-myosin heavy chain are altered in ischemic and nonischemic human hearts
	Editor's evaluation
	Introduction
	Results
	Human heart data bank
	Identification and location of PTMs on human cardiac β-MHC
	Normalized peak areas of the PTM sites
	Modeling the potential functional changes in β-MHC due to identified PTMs
	Lysine 951
	Lysine 58
	Lysine 213/threonine 215


	Discussion
	Acetylation of β-MHC
	Lysine 951
	Lysine 1195
	Lysine 58

	Phosphorylation of MHC
	Extrapolation of function of modified regions
	Comparing known cardiomyopathy-associated variants with identified PTM sites

	Conclusions

	Materials and methods
	Human heart samples
	Heart sample preparation
	Mass spectroscopy
	Sample preparation

	Liquid chromatography-mass spectrometry (LC-MS)
	Proteomics data analysis
	Model building
	Force field and explicit solvent molecular mechanics
	Preproduction protocols
	MD protocol
	Implicit solvent simulations
	MD analysis
	Statistical analysis

	Acknowledgements
	Additional information
	Funding
	Author contributions
	Author ORCIDs
	Ethics
	Decision letter and Author response

	Additional files
	Supplementary files

	References


