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Polyethylene terephthalate (PET), the most abundantly produced polyester plastic, can be
depolymerized by the Ideonella sakaiensis PETase enzyme. Based on multiple PETase crystal
structures, the reaction has been proposed to proceed via a two-step serine hydrolase mechanism
mediated by a serine-histidine-aspartate catalytic triad. To elucidate the multi-step PETase catalytic
mechanism, we use transition path sampling and likelihood maximization to identify optimal reaction
coordinates forthe PETase enzyme. We predict that deacylation is likely rate-limiting, and the reaction
coordinates for both steps include elements describing nucleophilic attack, ester bond cleavage, and
the “moving-histidine” mechanism. We find that the flexibility of Trp185 promotes the reaction,
providing an explanation for decreased activity observed in mutations that restrict Trp185 motion.
Overall, this study uses unbiased computational approaches to reveal the detailed reaction
mechanism necessary for further engineering of an important class of enzymes for plastics

bioconversion.

In 2016, Yoshida et al. reported the discovery of a soil bacterium, Ideonella
sakaiensis 201-F6', that secretes a two-enzyme system for the extracellular
depolymerization of poly(ethylene terephthalate) (PET). PET is the most
prevalent polyester manufactured today and a major plastic pollutant in the
environment. In the two-enzyme system, PETase acts directly on the solid
PET plastic to liberate bis-hydroxyethyl terephthalate (BHET) and mono-
hydroxyethyl terephthalate (MHET), wherein MHET is further cleaved into
ethylene glycol and terephthalic acid by the MHETase enzyme, providing
substrates for I. sakaiensis catabolism'~". IsPETase is one of several microbial
polyester hydrolases with predicted™® and demonstrated™” ability to depo-
lymerize PET. Several successful engineering efforts of PETase, MHETase,
and related serine hydrolases have resulted from a combination of rational
engineering, directed evolution, and advanced computational
strategies”'”"”, and some of these have demonstrated that increased
enzyme melting temperature can lead to improved PET hydrolysis
aC'[iVityl 1,14,1 5,18.

The active site of PETase (Fig. 1) clearly indicates that it is a serine
hydrolase, with the canonical serine-histidine-aspartate (or glutamate in
some cases) catalytic triad, suggesting that PETase follows a two-step acy-
lation and deacylation mechanism'**’. Ligand-bound crystal structures and
docking results from PETase structural studies have guided speculation

about the reaction mechanism, with conflicting hypotheses regarding the
interaction between Trp185 and the substrate (numbering based on the
structure published by Austin et al.)'’. Reported crystal structures assign the
side chain of Trpl85 to three different conformations with molecular
dynamics (MD) simulations showing that Trp185 is highly flexible'**"*.
Flexible docking results from Austin et al. suggest that Trp185 adopts
conformations different than those found in the crystal structures, finding a
parallel-displaced m—m interaction between PET and Trp185 in wild-type
PETase, and an edge-to-face n—m interaction (see Wheeler and Bloom™ for
examples) in a double-mutant PETase'®”. Joo et al. reported covalent
docking results wherein PET and Trp185 are oriented in what appears to be
a parallel-displaced n-mt interaction™. A hypothesis that emerged from Guo
and coworkers based on bound substrate and product analogs is that PET
adopts an edge-to-face (described as T-shaped) n—m interaction with Trp185
for the reaction’"”. Following the reaction, the authors propose that the
product rotates to adopt a parallel-displaced (described as face-to-face) m—n
interaction with Trp185 that aids the leaving group’s departure from the
active site.

In serine hydrolases, more broadly, conflicting hypotheses have been
presented regarding the mechanism of proton transfer via the histidine of
the catalytic triad****. An NMR study of subtilisin suggested that the
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Fig. 1 | The Ideonella sakaiensis PETase enzyme
and active site. A Surface depiction of the equili-
brated Michaelis complex. PETase (white surface)
bound to the PET dimer (gray sticks), with catalytic
Ser160 (red surface), Trp residues (teal surface), and
oxyanion residues (orange surface) highlighted.

B Detailed view of the active site, showing the cat-
alytic triad (Ser160, His237, and Asp206) and PET
dimer as gray sticks, Trp185 and Trp159 as teal
sticks, and the oxyanion hole residues, Met161 and
Tyr87 as orange sticks. PET is oriented with respect
to Ser160 to allow for nucleophilic attack of the PET
carboxyl carbon. Hydrogen bonds are formed
between the catalytic residues, as well as between the
carboxyl oxygen of PET and the oxyanion hole.
Trp185 and Trpl159 interact with the PET aromatic
rings through a parallel-displaced and an edge-to-
face mt-m interaction, respectively. For clarity, non-
polar hydrogens are not shown.

reaction used a “flipping histidine” mechanism (Fig. S1), wherein N, of
histidine accepts a proton from the nucleophile, followed by a 180° rotation
of the imidazole ring and subsequent delivery of the proton from the Ng;
position to the leaving group™. Other studies, however, have found evidence
of a “moving histidine” mechanism (Fig. S1), where the side chain of the
histidine uses a lateral translational motion to “shuttle” the proton from the
nucleophile to the leaving group via N,”. The role of this histidine has been
proposed to include the interaction with the aspartate of the catalytic triad,
specifically in characterizing the hydrogen bond between the two. It has
been proposed that the reaction could use a double-proton transfer
mechanism in a “charge-relay” (Fig. S1), wherein aspartate abstracts a
proton from histidine followed by histidine abstracting a proton from the
catalytic serine'™”’”. While some studies have found evidence of the double-
proton transfer, other studies have found evidence against the mechanism".
QM/MM computational studies have undertaken to address some of these
questions”™ but have presented conflicting results, including the free
energy barriers, which is the rate-limiting step, and whether tetrahedral
geometries along the reaction pathway are metastable intermediates or
transition states, leaving open questions regarding the PETase reaction
mechanism.

In light of the open questions described above related to PETase
action and generally in serine hydrolase mechanisms, and further to
provide an accurate fundamental mechanistic understanding for future
enzyme engineering efforts, here we seek to elucidate the detailed PETase
reaction mechanism using unbiased quantum mechanical/molecular
mechanical (QM/MM) MD simulations”. Specifically, we use transition
path sampling (TPS) and inertial likelihood maximization (iLMax) to
determine optimal mechanistic descriptions of the acylation and dea-
cylation reactions™*. TPS was employed as it requires no a priori
knowledge of the reaction mechanism, and iLMax allows for the
extraction of complex reaction coordinates (RCs) with high transmission
coefficients that are capable of capturing subtleties of the reaction
mechanism that may not be revealed by preconstructed RCs*****". The
resulting RCs for each reaction step were validated as described below
and subsequently used to compute the free energies and rate constants of
the acylation and deacylation steps, enabling prediction of the rate-
limiting step, free of bias from a pre-assumed reaction coordinate. These
simulations also allow monitoring of interactions within the catalytic
triad and the Trp185 conformation along the reaction steps, to inter-
rogate key mechanistic questions raised from structural studies. From
these simulations, we predict that PETase employs the moving histidine
mechanism, and we find no evidence of proton transfer between the
aspartate and histidine of the catalytic triad. Importantly, the simulations
indicate that the motions of Trp185 facilitate catalysis and provide a
likely molecular rationale for why mutations, such as S214H (Ser185 in

the study by Guo and coworkers), restrict the motion of Trp185, decrease
PETase activity””.

Results

Elucidating the acylation reaction coordinate and estimation of
reaction rate

To set up a PETase system for QM/MM simulations, we began with a
Michaelis complex of a hydroxyethyl-capped PET dimer bound to PETase
from our prior docking simulations'’. The QM/MM equilibrated Michaelis
complex used for the TPS simulations is shown in Fig. 1, with the catalytic
triad, Ser160, His237, and Asp206, highlighted. The nucleophilic Ser160 is
activated by catalytic residues His237 and Asp206 and is oriented to attack
one of the central carboxyl carbons in between the two aromatic rings of the
PET dimer. The oxyanion hole, comprising the backbone amines of Met161
and Tyr87, forms a hydrogen bond to the carboxyl oxygen of PET and
provides stabilization for charge accumulation during the reaction. The
Trp185 and Trp159 residues that flank the catalytic triad aid in positioning
the PET ligand for attack via stabilizing aromatic interactions. Following
QM/MM equilibration with DFTB3%, a putative transition state structure
was identified using the find_ts procedure of ATESA, an automated aimless
shooting workflow". Aimless shooting (AS) was then used to generate an
ensemble of 13,750 unbiased trajectories, of which approximately 40.5%
were reactive (i.e., connected the reactant and product states)*.

Through inspection of the reactive AS trajectories, illustrated in
Fig. 2A-C, the reaction scheme proceeds through the following sequence: (1)
from the reactant state, Ser160 transfers a proton to His237 and attacks the
carboxyl carbon of the PET dimer; (2) the PET carboxyl carbon adopts a
tetrahedral TS configuration with His237 at the midpoint of the proton
shuttle; and (3) the TS collapses, cleaving the scissile ester bond, with the
BHET leaving group accepting the proton from His237. The completion of
this reaction step leaves the system in the acyl-enzyme intermediate (AEI)
state (ie., the product state of acylation) with a PET fragment (i.e., MHET)
bonded to PETase via Ser160.

The ensemble of unbiased trajectories from AS enables the extraction of
the acylation RC*. The iLMax method was used to extract RCs from the AS
ensemble (see the section “Methods” for more details) as a linear combination
of collective variables (CVs)*'. In total, 299 CVs (automatically selected by
ATESA® with a cutoff distance of 5 A from each reactive atom) were screened
and included all of the distances, angles, and dihedral angles of atoms inside
the cutoff radius, as well as the differences of distances between the reactive
atoms. ATESA was used to select an optimized linear combination of CV's
with iLMax, and then the appropriateness of the RC was confirmed with a
committor probability (pp) histogram test'>**. The optimal acylation RC
has the form 4.18 — 2.32 %« CV1 — 2.59 % CV2 — 0.0119 % CV3, based on
the CV definitions shown in Fig. 2F and described in the corresponding
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Fig. 2 | PETase acylation reaction. A-C Scheme depicting the steps of the acylation
reaction with schematics (left) and corresponding model snapshots (right). (A)
Michaelis complex, where the catalytic Ser160 and PET ligand are oriented for
reaction. B TS configuration where Ser160 has attacked the carboxyl carbon of PET,
Ser160 has transferred the proton to His237, the carboxyl carbon of PET adopts a
tetrahedral geometry, and His237 is midway through the proton transfer. C Product
of acylation (acyl-enzyme intermediate, AEI) where Ser160 is covalently bound to
the PET fragment (i.e., MHET), the scissile ester bond has been cleaved, and the
BHET product has accepted the proton from His237. D Committor probability (pg)
histogram obtained from unbiased trajectories initiated from 208 putative TS
structures according to the discovered acylation RC. E Reactive flux correlation

function computed using unbiased trajectories initiated from the putative TS region.
(F) Average collective variable (CV) values along the RC were obtained from the full
ensemble of unbiased trajectories from aimless shooting. These distances are

CV1 = the difference (in A) between the distances Ser160 H—PET carboxyl O and
Ser160 O-Ser160 H; CV2 = the difference (in A) between the distances Ser160
O-PET carboxyl C and PET carboxyl C-PET carboxyl O; and CV3 = the angle (in
radians) formed by Ser160 H-PET ether O-BHET C. CVs 1 and 2 correspond to the
axis at left while CV3 corresponds to the axis at right. The coordinates from these
trajectories were binned according to the value of the RC from —10 to 410 using 16
bins, wherein the CVs in each bin were averaged, and the standard deviation was
taken as an error.

caption. A high-quality RC should exhibit a pp histogram peaked near 0.5,
demonstrating that trajectories initiated from the putative TS region,
according to the RC, have a ~50% probability of evolving to either reactants or
products™. The pg histogram for the acylation RC, which shows results
from 10 simulations each for the 208 AS points with RC values nearest to 0
(ie, the predicted transition state), has a near-ideal shape, as shown
in Fig. 2D.

The acylation RC includes contributions from differences in distances
that are critical to the reaction, namely those associated with bond breaking
and forming during nucleophilic attack, scissile ester cleavage, and proton
transfer. In addition, the RC accounts for the angle formed between the
proton that transfers from Ser160 to the BHET product, the oxygen to which
it bonds in the product state, and the carbon to which that oxygen is bound.
This angle increases slightly from roughly 2.1 to 2.2 radians during the
transfer of the proton to His237 and then decreases to the equilibrium value
of roughly 1.8 radians when the proton transfer is complete. The bond-
breaking and forming distances change in a concerted fashion (Fig. 2F).
Note that RC values are dimensionless, and the scale is arbitrary. By con-
vention, negative values denote progress toward the reactant and positive
toward the product.

The free energy profile of the acylation reaction step was measured
using umbrella sampling along the discovered RC (Fig. 3). Although
tracking the CV's that constitute the RC suggests a single concerted step, the

free energy profile reveals two additional features: an initial shoulder for
transfer of the proton from Ser160 to His237, and a second shoulder on the
products side as the proton is transferred from His237 to the reaction
product BHET. These features emphasize the role that His237 plays in
stabilizing proton transfer during the acylation step. The reactive flux cor-
relation function was computed for the acylation RC along this path,
yielding the observed value of 1.00 for the transmission coefficient ()
(Fig. 2E)*™¥. Using the Eyring equation with the free energy of the acylation
TS (16.1 + 0.6 kcal/mol), the transmission coefficient, and 310 K system
temperature, the rate constant for the acylation step was estimated to be
k=288+179s7".

Elucidating the deacylation reaction coordinate and estimation
of reaction rate

To set up the PETase system for QM/MM deacylation simulations, we
began with an AEI configuration from the acylation reaction. The BHET
product of acylation was removed, and a covalent bond was added
between Ser160 and the PET fragment for the purpose of MM equili-
bration. Following MM and QM/MM equilibration, a water molecule
located in the active site was incorporated into the QM region and the
system was QM/MM equilibrated once more with DFTB3*. The system
was then subjected to the same ATESA find_ts procedure as described
for acylation to locate a putative TS region”. AS was again used to

Communications Chemistry | (2024)7:65



https://doi.org/10.1038/s42004-024-01154-x

Article

Fig. 3 | Acylation free energy profile. A Free energy 17.5
profile for the acylation reaction from umbrella

sampling along the acylation RC with shaded error 151
bars representing uncertainty estimates from e
MBAR'”. Some points of interest are labeled on the g 125
plot with corresponding molecular snapshots shown = 10
in panels (B-F), which show a moving histidine i—%
mechanism without the transfer of a proton to 3 754
Asp206. B The Michaelis complex corresponds to §

the left basin, followed by (C) an initial hump ﬁ 5
associated with the transfer of proton from S160 to E
His237, D the transition state at the peak where the 2.5
MHET carbon adopts a tetrahedral electronic

structure, E a shoulder where the proton is shared 01

between His237 and the product BHET, and finally
F the product state with the released BHET and

E
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covalent bond between the remaining MHET and
Ser160 at the right side of the profile.

generate an ensemble of 19,000 unbiased trajectories, of which
approximately 39.6% were reactive.

Through inspection of the reactive AS trajectories, illustrated in Fig. 4,
the deacylation reaction scheme proceeds through the following steps: (1)
from the AEI state, the catalytic water transfers a proton to His237 and attacks
the carboxyl carbon of the acylated PET fragment; (2) the PET carboxyl
carbon adopts a tetrahedral TS configuration with His237 at the midpoint of
the proton shuttle; and (3) the TS collapses, cleaving the scissile ester bond
between MHET and Ser160, with Ser160 accepting the proton from His237.
The completion of this reaction leaves the system in the product state, with
Ser160 regenerated and MHET free to leave the active site.

A total of 182 CVs were screened using iLMax and the trajectory
ensemble from AS in the same way as described above for the acylation
reaction. As in the acylation step, the optimized RC for the deacylation
reaction prominently features the differences between key distances.
The selected deacylation RC was 1.55—1.42%CVI1 + 1.39%
CV2 — 0.590 * CV3, based on the CV definitions shown in Fig. 4F and
described in the corresponding caption. Just as in the acylation step, the
committor histogram (Fig. 4D) was peaked and centered around 0.5, vali-
dating the RC found by iLM.

The free energy profile of the deacylation reaction step was measured
using umbrella sampling along the discovered RC (Fig. 5). The free energy
profile has a shoulder on the left side of the transition state for the transfer of
the proton from the attacking water to His237, while the transition state
occurs when the water attacks the MHET carbon. The reactive flux corre-
lation function was computed for the deacylation RC along this path, yielding
the observed value of 0.89 for the transmission coefficient (x) (Fig. 4E)**™".
Using the Eyring equation with the free energy of the deacylation TS, the
transmission coefficient, and 310 K system temperature, the rate constant for
the deacylation step was estimated to be k = 0.82 + 0.10 s ™. This rate constant
is thus lower than that of the acylation step by about a factor of 35, confirming
that deacylation is the rate-limiting step in the overall reaction.

Investigating the Trp185 conformational change
During QM/MM-based MD equilibration of the AEI to prepare the system
for the deacylation reaction, the Trp185 residue spontaneously underwent a

conformational change corresponding to the C-C,-Cs-C, dihedral angle
(x1c) changing from —60° to +60°. We observed two distinct stable con-
formations at the AEI state of the acylation reaction that correspond to the
two conformations of Trp185. Based on these observations, we hypothe-
sized that the Trp185 conformational change occurs after the acylation step,
potentially altering the conformation of the AEI state for deacylation and
lowering the free energy of the AEI state.

To investigate this hypothesis, we performed umbrella sampling
simulations along the Trp185 x; ¢ dihedral in both the product and reactant
states of the acylation and deacylation reactions. The resulting free energy
profiles are shown in Fig. 6. The reactant state occupying the energy basin on
the left side of the acylation step (Fig. 6A) corresponds to the binding pose in
the prior docking work from which this study was initiated'’. We observe a
very small preference (0.3 £ 0.1 kcal/mol) for the positive-angle state in the
products state relative to the reactant state for the acylation reaction, as well
as a small decrease in the barrier (roughly 0.4 kcal/mol) to transitions
between the two stable conformations.

In contrast, the configuration of the active site for the deacylation
step very strongly favors the basin on the right (positive values of the
Trp185 dihedral) in both the reactant and product steps (Fig. 6B). After
the deacylation reaction takes place, much of this preference is lost
compared to the reactants state (a change of 5.0 + 0.1 kcal/mol), likely
owing to the release of the MHET product from Ser160 and its cor-
respondingly increased flexibility. The differential preferences we
observe in the Trp185 x;c dihedral before and after the deacylation
reaction may help facilitate product release and inhibit backward
reaction progress. Classical MD simulations of the product state were
used to monitor the distance between MHET and the Trpl85 and
Tyr87 residues, as well as the side chain dihedrals of Trp185. As shown
in Fig. S2, MHET leaves the active site within 20 ns in 4 of the 10
simulations. Triplicate simulations 200 ns in length of the apo state of
PETase from prior work'’ were analyzed to examine whether the reset
of Trp185 ;¢ to the —60° basin would occur spontaneously in the
absence of any substrate or product. This analysis indicates that the
Trpl85 x;c dihedral stays in the +60° basin during apo simula-
tion (Fig. S3).
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Fig. 4 | PETase deacylation reaction. A-C Scheme depicting the steps of the dea-
cylation reaction (left) and a corresponding snapshot taken from a reactive AS
trajectory (right). A AEI state, where the catalytic water is poised to attack the
acylated PET carboxyl carbon. B TS configuration where the catalytic water has
attacked the carboxyl carbon of PET, the catalytic water has transferred a proton to
His237, the PET carboxyl carbon adopts a tetrahedral geometry, and His237 is
midway through the proton shuttle. C Product of deacylation, where Ser160 has
accepted the proton from His237, the acyl bond between Ser160 and PET is broken,
the catalytic triad is restored, and the MHET product has been formed. D py his-
togram obtained from unbiased trajectories initiated from 232 putative TS structures
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according to the deacylation RC. E Reactive flux correlation function was computed
using unbiased trajectories initiated from the putative TS region according to the
deacylation RC. (F) Average collective variable (CV) values were obtained from the
ensemble of unbiased trajectories observed during AS. These CVs are CV1 = the
difference between the distances Ser160 O-water H and water H-water O; CV2 =
the difference between the distances Ser160 O-MHET C and MHET C-water O; and
CV3 = the difference between the distances MHET C-water O and water O-water
H. All distances in A. The coordinates from these trajectories were binned according
to the value of the deacylation RC from —6 to +-6 using 9 bins, wherein the CVs in
each bin were averaged, and the standard deviation was taken as an error.

Investigating the interactions between Asp206 and His237 of the
catalytic triad

Serine hydrolases have been hypothesized to utilize a double-proton transfer
mechanism wherein an aspartic acid abstracts a proton from a histidine,
allowing histidine to act as a stronger base toward deprotonating the cata-
lytic serine'>”’. The umbrella sampling trajectories were reused to investigate
the role of Asp206 and His237 in the PETase mechanism. We measured the
distances between the proton and His237 Ng; and the nearby Asp206
carboxylate O, respectively, as a function of each reaction coordinate. As
shown in Fig. $4, Asp206 and His237 maintain a hydrogen bond throughout
both reaction steps, and His237 Nj; retains the proton throughout both
reaction steps, with the distance only very slightly stretching during regions
of each reaction step where another proton is bound to His237’s other
nitrogen (N,). Based on these findings, we predict that PETase does not
utilize the double-proton transfer mechanism.

The nature of how His237 transfers the proton from the nucleophile to
the leaving group is inherently tied to the interactions with Asp206, wherein
the flipping histidine mechanism would require breaking the hydrogen
bond between the two, but not so for the moving histidine mechanism"***.
As depicted in Figs. 2 and 4 for the acylation and deacylation reactions,
respectively, a single proton is transferred via His237 N, between the
nucleophile and leaving groups. Additionally, we measured the side chain
dihedrals C-C,-C-C, and C,-Cy-C,-Ng; of His237 (Fig. §5) and found that

the dihedrals are somewhat flexible to allow for the shuttling motion of
His237 in the proton transfer. However, neither dihedral changes in such a
way to suggest that His237 flips, which, taken collectively with the afore-
mentioned hydrogen bonding results, clarify that PETase uses the moving
histidine mechanism for proton transfer.

Examining the oxyanion hole and charge stabilization

Via hydrogen bonding interactions with their backbone amines, the oxya-
nion hole residues Met161 and Tyr87 have been hypothesized to provide
stabilization of charge buildup on the PET carbonyl oxygen'®*****. The
umbrella sampling simulations were again used to measure the distances
from the hydrogens on the backbone nitrogen atoms of Met161 and Tyr87
to the carbonyl oxygen of PET along the RC. As shown in Fig. S6, Tyr87’s
backbone amine maintains a hydrogen bond with PET throughout both
reaction steps, including the AEI state. Met161’s backbone amine is not
hydrogen bonded to PET until Ser160 attacks, at which point the PET
carbonyl oxygen moves fully into the oxyanion hole and within the
hydrogen bonding distance of Met161’s backbone amine. This hydrogen
bonding interaction is maintained until the product state of deacylation.
Additionally, we extracted the Mulliken charges at the reactant, product,
and transition states of both reaction steps to characterize the charge
buildup on the key heavy atoms. As shown in Fig. S7, the carbonyl oxygen of
PET initially adopts a charge of roughly —0.7 in both steps, building to —0.9
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Fig. 5 | Deacylation free energy surface. A Free
energy surface for the deacylation reaction, sampled 25
along the deacylation RC. Error bars represent
uncertainty estimates from MBAR'” and are thin-
ner than the width of the line. The system begins in
the AEI state (the deacylation reactants state) with
the product BHET from that step removed at the left
side (B); the first shoulder is associated with the
transfer of the attacking water molecule’s excess
proton to His237 (C); the water then attacks the
MHET carbon at the transition state, causing the
carbon to adopt a tetrahedral electronic structure
(D); and finally, Ser160 accepts the proton from
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Fig. 6 | Trp185 dihedral free energy profiles. Free
energy surface for rotation along the C-C,-Cg-C,
dihedral angle of Trp185 in the reactant and product
states of A the acylation step, and B the deacylation
step. Error bars thinner are than the width of the
lines in all cases. The acylation products state and
deacylation reactants states differ in that in the latter,
the product BHET from acylation has been
removed, permitting a reorganization of the active
site that greatly favors the +-60° basin for Trp185 x;c
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at the TS of the acylation step. The charge then returns to —0.7 at the AEI
and product states for the acylation and deacylation steps, respectively.
However, in the transition state of the deacylation step, there is no observed
charge buildup on this oxygen, and in fact, the charge on the carbonyl
oxygen approaches —0.6. This difference between the charges in the tran-
sition states is compensated by the relatively strong negative charge localized
on the attacking water oxygen in the deacylation step, compared to the
corresponding scissile oxygen in the acylation step, which accumulates
relatively little charge during the acylation reaction.

Revealing the PET and aromatic residue interactions

Guo and coworkers hypothesized that the aromatic ring of PET interacts
through an edge-to-face n-mt interaction with Trp185 during the reaction,
changing to a parallel-displaced n—m interaction at the product state to aid
the release of the leaving group’"*’. To test this hypothesis, we measured the
dihedral angle and distances between the planes of aromatic residues and
PET in the active site. As depicted in Figs. S8 and S9, the aromatic rings of
PET and Trp185 maintain angles and distances consistent with an edge-to-
face -7 interaction for the entirety of the acylation step®. For the deacy-
lation step, the distance between Trp185 and PET increases slightly, and the
angle between them becomes appropriate for a parallel-displaced m—n
interaction.

As shown in Fig. 7, Trp185 interacts with PET though both edge-to-
face and T-shaped m—m interactions at different steps, with the distances
from Tyr87 and Trpl85 to PET more equally spaced after the Trp185
conformational change, and Tyr87 interacting with PET through a parallel-
displaced m-m interaction®. These residues compose an aromatic clamp
observed in PET-degrading cutinases, which may destabilize the substrate,
though the effect is not completely understood”*. Here we find that the
aromatic stabilization of PET for the acylation step has a little-to-no pre-
ference between the Trp185 —60° and 4-60° basins (Fig. 3). However, for the
deacylation step, the change in the aromatic interactions between Tyr87,
Trp185, and PET in the Trp185 X;¢ + 60° basin appears strongly favorable
(Fig. 6B). Overall, these observations are consistent with what Guo and
coworkers hypothesized, with the caveat that the parallel-displaced mt-nt
interaction is favored during the deacylation reaction step (as opposed to
only during product release).

Tracking the geometry of the carboxyl carbon

Conflicting hypotheses have been previously presented with regard to
whether the tetrahedral configuration belongs to a metastable intermediate
ora TS in serine hydrolases'*””. We find that the carboxyl carbon of the PET
ester undergoes a hybridization state change from sp” to sp’ at the TS and
then back to sp” for both reaction steps. To characterize this hybridization,
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we measured the improper dihedral angles of the carboxyl carbon using the
same set of umbrella sampling trajectories as described above. The planarity
for each transition state is described by two improper dihedrals. For acy-
lation, the first three atoms for each of these impropers were the PET
carboxyl carbon (taken as the central atom), the carboxyl oxygen, and the
carbon that connects to the adjacent aromatic ring. The fourth atom was
either Ser160 O, or the scissile oxygen of the PET ester. For deacylation, the
PET ether oxygen is replaced by the catalytic water oxygen. A planar sp®
configuration corresponds to an improper dihedral near 0°, while an ideal
tetrahedral sp’ configuration, as measured using the methyl group of alanine
residues, corresponds to absolute values of 30-35°. As shown in Fig. S10, the
substrate starts in a planar configuration with the ether oxygen and changes
to a tetrahedral configuration as it reaches the acylation TS. Correspond-
ingly, the new bond forming via the Ser160 nucleophilic attack also takes on
a tetrahedral configuration at the TS. Neither of these improper dihedral
angles appears to plateau along the RC, but instead, they simultaneously
change complementarily to one another along the RC, with the acylation
reaction completing with the acylated ester formed via Ser160 in a planar
configuration. A nearly identical scenario occurs for the deacylation reac-
tion. Thus, in both reaction steps, the tetrahedral configuration is predicted
to correspond to the TS and not a metastable intermediate.

Discussion

The mechanism of the two-step PETase reaction was investigated using
QM/MM transition path sampling, allowing us to reveal mechanistic details
of the reaction without assuming an RC or having a priori knowledge of the
TS. We used the pg histogram test to validate the RCs obtained a posteriori
via iLMax, finding that a three-component RC is adequate to describe both
reaction steps. Our py histograms fit an ideal Gaussian distribution centered
on 0.5, and exceptionally high transmission coefficients demonstrate the
advantages of iLMax compared to using the original likelihood maximiza-
tion method in this case® . The results we have obtained help answer
mechanistic questions posited by studies of other serine hydrolases; parti-
cularly the mechanism of proton transfer via His237, hydrogen bonding and
charge stabilization in the oxyanion hole, and hydrogen bonding between
His237 and Asp206'*”. Prior theoretical studies have found that the tet-
rahedral configuration in the acylation and deacylation reactions can cor-
respond to TS or metastable intermediates, leading to either one or more
dominant energetic barriers per reaction step®**’. We observe a single TS for
each reaction step, coinciding with the tetrahedral configuration, which
further supports that both the acylation and deacylation steps proceed in a
concerted fashion in the PETase reaction.

Several computational studies have been undertaken to elucidate the
mechanism and energetics of ester hydrolysis in IsPETase . For example,
Jerves et al. computed free energy barriers via QM/MM umbrella sampling
as a function of the difference in distances for forming and breaking carbon-
oxygen bonds, concluding that both acylation and deacylation proceed via a
concerted mechanism (without a metastable tetrahedral intermediate), and
that acylation is rate-limiting””. Boneta et al. follow a similar approach but
also include breaking and forming bonds that incorporate the proton
transfer, computing free energy surfaces that indicate the existence of a
metastable tetrahedral intermediate for both acylation and deacylation, in
accordance with the four-step mechanism they assume™. Other studies
utilize more static calculations, such as ONIOM QM/MM, to calculate
reaction energetics for geometries predicted to be part of the reaction
pathway’*’. A common feature in each of these studies is that the reaction
mechanism is assumed a priori, and subsequent energy calculations are
performed along an assumed, unverified reaction coordinate. However,
accurate determination of the reaction mechanism requires that the
mechanism (in the context of reaction rate theory, the “reaction
coordinate”**’) be an output of the simulations rather than an input. The
approach of Garcia-Meseguer et al,, in their comparison of IsPETase and
FAST-PETase” improves on this approach by utilizing the adaptive string
method, allowing the underlying free energy surface to define the minimum
free energy path connecting reactants and products, yet the reaction

A ) B PET
PET fragment

fragment

B8z Tyr87

185 /’ *) Water
Y i l Ser160

A }

Fig. 7 | Aromatic interactions of Trp185 and Tyr87. Snapshots of transition states
of A acylation and B deacylation reaction steps highlight aromatic interactions
between the PET substrate, Trp185, and Tyr87. Trp185 is in a position corre-

sponding to a negative value of the dihedral shown in Fig. 6 in (A) and to a positive
value in (B).

His237

coordinate discovered in this manner still lacks the same degree of
mechanistic insight and remains unverified”. Computing energetics along
unverified reaction coordinates risks missing key features of the free energy
surface of the reaction”, and therefore cannot be assumed to accurately
resolve the important mechanistic questions raised above, such as double
proton transfer, moving vs. flipping histidine, whether tetrahedral geome-
tries are metastable intermediates or unstable transition states, etc. Finally,
although some of these studies observed the wobbliness of Trp185, they did
not account for the motion of Trp185 between reaction steps, which we have
shown to be crucially important.

Another common feature of prior simulation work is that the
determination of the rate-limiting step is based on activation energies
without consideration of kinetic prefactors. Our sampling along the
unbiased and verified RCs discovered with transition path sampling
finds similar activation barriers of 16.1 and 18.2 kcal/mol for acylation
and deacylation steps, respectively, and these RCs then provide for
predictions of rate constants based on observed transmission coeffi-
cients from unbiased simulations. Likely because of different assumed
reaction mechanisms, prior computational work has yielded differing
results on the rate-limiting step. Our results indicate that deacylation is
rate-limiting with a reaction rate constant estimated as
k=0.82+0.10s7". These results for the reaction rate constant are in
good agreement with the experiment. For example, Erickson et al. uti-
lized the Michaelis-Menten relationship to derive a value of
kear=1.5+0.5and 0.8 £ 0.0 s™' for amorphous PET film and crystalline
PET powder, respectively, at 30 °C”. Several other relevant kinetics
studies of IsPETase and related enzymes have been performed at higher
temperatures’ .

Our investigation of the PETase reaction mechanism utilized a PET
dimer as a substrate analog. PETase has been shown to act on a PET surface,
but the molecular nature of this binding is unknown'**"*>*7*”>, We
emphasize that there could be differences in chain conformation when
bound to a full PET chain and not just a fragment and that the sampled
conformations will also be dependent on temperature” and potentially on
pretreatment of the PET sample”. In addition, enzymes often affect the
energetics of reactions they catalyze by altering the distribution of chain
conformations in the active site of an enzyme to be different from that in
solution, melt, or crystal context. Open questions also remain regarding
whether PETase cleaves PET at the chain ends in an exo-fashion or internal
chains central to the polymer in an endo-fashion'’, although recent evidence
indicated that a homologous Thermobifida fusca cutinase can act via either
mode of action, depending on whether the PET substrate is amorphous and
mobile (facilitating exo-action), rigid amorphous, or crystalline (with the
latter two being mainly degraded by endo-type cuts)”. Interestingly, the
synergistic MHETase enzyme has also recently been shown to act as an exo-
PETase, degrading PET from chain ends"”. Inherent to these questions is
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Fig. 8 | Active site of crystal structures from I. sakaiensis PETases and other PET-
degrading hydrolases. A Superimposition of IsPETase Protein Data Bank (PDB)
IDs 6EQE, 6EQF, 6EQG, 6EQH, 5XG0, 5XFY, 5XFZ, 5XH2, 5XH3, 5XJH, 5YNS,
5YFE, 6ANE, 6QCG, 6ILW, and 6ILX*'**"****"*”> B Superimposition of other PET-
degrading and cutinase-like hydrolases PDB IDs 4CG1, 4CG2, 4CG3, 5LUI, 5LUJ,
5LUK, 5LUL, 4EBO, 6THS, 6THT, 3VIS, 3WYN, 4WF], 52NO, 5ZRQ, 5ZRS, 5ZRR,
1JFR, 6AID, 6SBN, and 6SCD">**'**"'", C Superimposition of the above structures
with IsPETase in green and other PET-degrading hydrolases in gray. Structures in
panels A-C were superimposed using PyMOL with PDB ID 6EQE as the target, and
residues were labeled according to our numbering for residues in the same positions.
Some crystal structures contained multiple chains, of which all were selected for
comparison (27 chains for IsPETase, and 27 chains for other hydrolases), and any
active site ligands, solvents, or ions were excluded for clarity. D Crystal structure of
Trp185 published by Austin et al. (PDB IDs 6EQE, 6EQF, 6EQG, and 6EQH)" in

blue, by Han et al. (PDB IDs 5XG0, 5XFY, 5XFZ, 5XH2, and 5XH3)*' in green, by Joo
etal. (PDB IDs 5XJH and 5YNS)* in cyan, by Liu, B. etal. (PDB ID 5YFE)" in yellow,
by Palm etal’. (PDB ID 6QCG) in magenta, by Fecker et al. (PDB ID 6ANE)* in red,
and by Liu, C. et al. (PDB IDs 6ILW and 6ILX)” in gray. The Trp185 from this study
is teal for comparison to the crystal structures, with the Michaelis complex of Trp185
in the x;c —60° basin in the lower right and in the X;¢ 4 60° basin of the AEI in the
upper left. Trp185 in PDB ID 6ANE chain C (opaque red) was assigned to two
orientations that differ from many of the crystal structures, one of which is nearly
identical to the one we have shown in the AEI state of the x; ¢ + 60° basin. The second
assignment of the Trp185 position in chain PDB ID 6ANE chain C (second opaque
red) matches closely to one of the assigned positions found in PDB ID 5XFZ (opaque
green). The Trp185 residues were aligned with PyMOL via atoms C, O, N, C,,
and Cg.

determining the free energy of decrystallization of the PET polymer and
whether PETase processes along a chain or unbinds and rebinds to perform
the next reaction”".

A double mutant (S238F/W159H) PETase was generated in prior work
to convert the PETase active site into that resembling most cutinases,
showing enhanced performance over the wild type towards degrading PET
and poly(ethylene furanoate) (PEF)". Docking results from prior work
show that binding PET/PEF into the wild type and double mutant PETases
each display a different Trp185 binding mode'’. As we have shown here, this
highly flexible residue facilitates the reaction via a reorientation between
reaction steps, providing an explanation for the experimentally observed
decrease in activity seen in mutations that hinder Trp185 motion, such as
S214H**. Overlaying the reported crystal structures of I sakaiensis
PETases with other PET-degrading and cutinase-like hydrolases (Fig. 8)
clearly shows steric clashing between some conformations of Trp185 in the
IsPETase structures with His214 in the other hydrolases (Fig. 8C). Trp185 in
this study adopts conformations differing from most of the reported crystal
structures of IsPETase (Fig. 8D), with the notable exception of chain C in
work from Fecker et al., which shows Trp185 in the same conformation we
find in the ;¢ + 60° basin™. A second assignment of the Trp185 position of
PETase was found in chain C from Fecker et al. and in the apo R103G/
S131A mutant by Han et al., which can reasonably be expected to reorient to
match the ;¢ + 60° configuration during simulation (Fig. 8)*"**. While we
have shown the reaction initiated with Trp185 in a conformation predicted
from our prior induced fit docking work, it is likely that Trp185 facilitates

the reaction in the conformation seen in many of the crystal structures. The
exact nature of how or if the Trp185 x;¢ dihedral resets to the —60° con-
formation remains an open question. Our study has focused on a small
oligomer of PET and the enzyme in solution, where the reset may be a
matter of an induced fit effect from a new PET substrate binding in the active
site; however, the entirety of the Trp185 motion may be different at the
interface of solid PET. Future work with IsPETase can provide additional
details regarding the role of Trp185 in other conformations during the
reaction.

The active sites of IsPETase and other PET-degrading and cutinase-like
hydrolases bear a striking resemblance, with the catalytic triad, Trp185, and
oxyanion residues conserved between these structures. Notable mutations
such as S238F and W159H, which resemble many of the cutinase active sites,
have been shown to increase the performance of IsPETase'’. Given the
similarity between the IsPETase and other hydrolase crystal structures
(Fig. 8), and the aforementioned mutations, it is likely that the mechanistic
insights gained from this study can be applied to the function of PET
hydrolysis in these other enzymes.

Conclusion

Polyester hydrolases derived from microbes hold promise in the biocatalytic
deconstruction of PET’, though several significant challenges remain to
their industrial utilization®>"". Rational engineering efforts will likely be
aided by an enhanced understanding of the hydrolytic mechanism. Here we
have studied the PETase reaction mechanism via QM/MM simulations
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without the use of predetermined RCs or biases, allowing us to elucidate the
interactions of the catalytic machinery, active site residues, and substrate
throughout both steps of the reaction. For the PETase enzyme, our results
show that the moving histidine mechanism is utilized for proton transfer,
and Asp206 supports His237 through hydrogen bonding. We have shown
that hydrogen bonding in the oxyanion hole stabilizes the PET carboxyl
oxygen, with the hydrogen bonds maintained during the AEI state, and that
Trp185 and Tyr87 provide n-m stabilization to the PET substrate. Addi-
tionally, we have shown that the reorientation of the Trp185 residue
between reaction steps facilitates the reaction and that deacylation is the
rate-limiting reactive step compared to acylation by a small margin.

PETase is one of many enzymes in the serine hydrolase family,
including several that have been demonstrated to hydrolyze PET"***™*,
and the reaction mechanism we have studied here can likely be extended to
other enzymes in the family, particularly other PET-degrading cutinases like
the ones shown in Fig. 8. The position of the Trp residues analogous to
IsPETase Trpl85 in other PET-degrading cutinases is highly conserved.
However, in light of the findings presented here, it may be of interest to
protein engineering efforts to study the effect of mutations that modulate the
flexibility of this residue in other cutinases.

Methods

System preparation

A PETase structure bound to a hydroxyethyl-capped PET tetramer from
prior docking work was taken as an initial starting structure'’. The PET
tetramer was reduced to a hydroxyethyl-capped PET dimer by deleting two
PET units furthest from the PETase active site, with the ester bond to be
cleaved near the center of the dimer. This was done to eliminate any need for
QM/MM link atoms in the PET. PET dimer parameters for the CHARMM
General Force Field (CGenFF) were obtained from MATCH via the
CHARMMing web interface™*. PROPKA 3.1 was used to determine the
protonation state of titratable residues for PETase using a pH of 7.0°*”. Two
disulfide bonds were formed by patching Cys203 to Cys239 and Cys273 to
Cys289. The system was solvated with a 15 A buffer of TIP3 waters in a cubic
box (~80 A edge lengths) with a NaCl concentration of 0.10 M and made
electrostatically neutral with excess chloride ions. The resulting system size
was composed of 53,816 atoms.

The system was equilibrated classically in CHARMM version c43 using
the CHARMM36 protein force field for the protein, CGenFF for the ligand,
and the TIP3 water model**”"”*. The Langevin thermostat and barostat were
utilized with the temperature set to 310 K and pressure set to 1.0 atm,
respectively. SHAKE was used to constrain bond lengths involving hydro-
gen, and periodic boundary conditions were used”. A 12 A cutoff radius was
used for short-range interactions, and particle-mesh Ewald (PME) was used
for long-range electrostatic interactions™. Classical simulations utilized a
2 fs timestep and Leapfrog Verlet integration. The system equilibration was
performed in two steps: (1) The protein-ligand complex was held fixed and
energy minimized for 500 steps using the adopted basis Newton-Raphson
(ABNR) method. This was followed by 1 ns of classical simulation to allow
waters and ions to relax about the protein-ligand complex. (2) The
protein-ligand complex was released, and the entire system energy was
minimized with 500 steps of ABNR minimization. This was followed by 5 ns
of classical simulation to relax the entire system.

QM/MM simulations

Following classical simulations, the CHAMBER utility of ParmEd version
3.0.3 was used to convert the CHARMM coordinate, topology, parameter,
and protein structure files to Amber formatted coordinate and topology files
for the Sander program of Amber””. The Amber18 software’ was used to
carry out all QM/MM calculations with the Density-Functional Tight-
Binding semiempirical QM method with third-order expansion* of the
DFT total energy (DFTB3) and the parameter set designed for DFTB3
organic and biological applications version 3.1 (30b-3-1)" to describe the
QM region. An 8 A cutoff was used for short-range, and PME was used for
long-range electrostatic interactions™. Periodic boundary conditions were

used, the timestep was reduced to 1fs, and SHAKE was applied only to
hydrogen in the MM region™. The Langevin thermostat and barostat were
specified the same for the QM/MM simulations as they were for the MM
simulations.

The QM region for the acylation step was composed of the entire PET
dimer, side chains of catalytic residues Ser160, His237, Asp206, and side
chains of residues Trp159 and Ser238 with hydrogen QM/MM link atoms
placed between C, and Cg. The entire QM region for the acylation step
consisted of 104 atoms, including link atoms. The charge of the QM region
was set to —1 to account for the protonation state of Asp206. The system was
QM/MM energy minimized for a minimum of 2000 steps, then simulated
with QM/MM for 200 ps to equilibrate the system. The find_ts procedure
automated by ATESA* was used to obtain initial putative transition state
structures by applying linearly increasing restraints to the atoms with bonds
that form or break between the reactant and product states and then
selecting intermediate simulation frames and verifying that they produced
reactive trajectories using five steps of aimless shooting each (using the
aimless shooting method described in the following subsection).

For the deacylation step of the reaction, an AEI configuration was taken
from an acylation AS reactive trajectory, and QM/MM was simulated for
100 ps. This system was brought back into CHARMM, where the BHET
product was removed, and a patch was written using PET ester parameters
to describe the Ser160 O, to PET carboxyl carbon bond classically. The
patch was used to simply satisfy CHARMM. However, the enzyme-ligand
complex was held fixed to avoid simulation with these unverified para-
meters until the system could be made QM/MM again. The enzyme-ligand
complex was re-solvated and neutralized, with waters and ions classically
minimized and equilibrated stepwise like the acylation step. In this way, we
preserve the QM description of the enzyme-ligand configuration between
reaction steps. This system was then converted to work with Amber, as
described previously.

The QM region for the deacylation step included the acylated PET
fragment, side chains of catalytic residues Ser160, His237, Asp206, and side
chains of residues Trp159 and Ser238 with hydrogen QM/MM link atoms
placed between C and Cg. The system was QM/MM energy minimized
until reaching the default convergence tolerance and then equilibrated for
200 ps. A nucleophilic water molecule that was naturally present in the
active site was incorporated into the QM region, and the system QM/MM
equilibrated for another 100 ps. The final QM region consisted of 75 QM
atoms, including the hydrogen link atoms. This system was subjected to the
same find_ts procedure using ATESA as described above for the acylation
step®.

Aimless shooting

The flexible-length AS variant of TPS, as automated by ATESA* was
used to find the best putative TSs from the ensemble generated from
umbrella sampling'*”’. AS works by assigning random velocities to the
atoms of the putative TS based on the Maxwell-Boltzmann distribution
of the system temperature. The system is propagated from the putative
TS forward with the assigned velocities (V,) as well as backwards from
the putative TS using the reverse of the assigned velocities (—1Vj). If one
direction of the trajectory leads to reactants and the other direction leads
to products, then the trajectory is considered reactive®. A putative TS
that generates a high percentage of reactive trajectories is likely a good TS
guess. During the forward portion of the trajectory, a new configuration
is saved at a random At between 1 and 10 fs, and if the trajectory is
reactive, this new configuration is used as the starting point for the next
AS step”. In this way the configurational space about the TS is thor-
oughly explored. This AS method does not require any a priori knowl-
edge of the TS configuration; however, initiating AS with a putative TS
configuration will reduce the rate of rejected trajectories, and this initial
biasing was removed by excluding early trajectories that are collected
from analysis by measuring the autocorrelation of each CV and rejecting
early trajectories with statistically significant correlations in any of them
at the o = 0.05 level, as automated by ATESA**.
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For the acylation step, the putative TS configuration was used to
initialize 16 independent AS sampling schemes each in both the forward and
backward directions, and their results were combined”’. The reactant basin
was defined as: PET fragment C-Serl60 O<1.8 A, Serl160 H-Ser160
O>14A4A, Ser160 H-PET fragment O < 1.2 A, and PET fragment O-PET
fragment C > 2.4 A, while the product basin was defined as PET fragment
C-Ser160 O > 2.4 A, Ser160 H-Ser160 O < 1.2 A, Ser160 H-PET fragment
O>1.4 A, and PET fragment O-PET fragment C< 1.8 A.

For the deacylation step of the reaction, the five putative TS config-
urations underwent 5 independent AS sampling schemes, each in both the
forward and backward directions, and their results were combined"’. The
reactant basin was defined as water O-MHET C < 1.5 A, water O-water
H>12 A, MHET C-Ser160 O > 1.6 A, and water H-Ser 160 O < 1.1, and
the product basin was defined as water O-MHET C > 1.6 A, water O—water
H<1.1 A, MHET C-Ser160 O < 1.5 A, and water H-Ser 160 O > 1.2.

Likelihood maximization

Key distances, angles, dihedrals, and differences in distances between
reactive atoms, collectively known as CVs, were measured for the AS con-
figurations. Instantaneous rates of change for each CV were also recorded
for each configuration. The outcome of forward trajectories, CVs of AS
configurations, and CV rates of change were used in an iLMax routine to
obtain RCs as a linear combination of some number of CV's according to the
two_line_test functionality of the likelihood maximization script associated
with ATESA***"* This method automatically identifies the desirable
number of CVs to include in the RC and optimizes for the maximum fit to
the observed fates of the trajectories of both the CVs and their associated
rates of change in order to increase the observed transmission coefficient.
Additional details for this method are supplied in the Supplementary
Methods.

Committor probability histogram test

The pg histogram test was used to validate the quality of the RCs obtained
from iLMax*. Given a putative TS configuration, the py is a measure of the
likelihood that the TS will evolve to products when assigned random
velocities from the Maxwell-Boltzmann distribution*’. A good TS config-
uration should exhibit an equal probability of evolving to products as it does
reactants. Thus, an ideal py histogram should appear as a Gaussian dis-
tribution centered on pp = 0.5*. For the RCs obtained from iLMax, a value of
RC =0 is associated with the TS. The RC values were computed for the
ensemble of all shooting points from AS and a cutoft threshold on the
absolute distance of the RC value from zero was selected so as to include
roughly 200 configurations. Using ATESA’s committor_analysis option®,
each of these configurations was used as the starting points of 10 simulations
using random velocities to initiate each trajectory. Evaluation of trajectory
end points used the same basin definitions defined for AS. The fraction of
the 10 trajectories that evolved to products was used to construct the pg
histogram for each RC.

Potential of mean force

The potentials of mean force (free energy profiles) along the reaction
coordinate for each step and for the C-C,-Cg-C, dihedral angle of Trp185
were evaluated using umbrella sampling, also automated by ATESA*. For
sampling along the RCs, the RC was divided into evenly spaced windows of
width 0.25, in the range [—10, 10] for the acylation step and [—8, 8] for the
deacylation step. These ranges were selected arbitrarily so as to extend
somewhat past the values of the RC observed at the endpoints of simulations
committing in both directions during aimless shooting. Initial configura-
tions for simulations beginning in each window were harvested from
reactive trajectories from aimless shooting, and five independent simula-
tions in each window were run for ~20,000 steps each with harmonic
restraints of weight 50 kcal/mol-unit’, where “unit” is the dimensionless unit
of the RC. These simulations were performed using the same simulation
settings and QM regions as the aimless shooting simulations. Sampling
along the acylation RC was done with ATESA’s pathway restraints option in

use to constrain sampling to the observed ensemble of reaction pathways
from aimless shooting (see atesa.readthedocs.io for details)*. For sampling
along the dihedral angles, no QM method was used, and windows in the
range [—75, 75]° spaced 5° apart were similarly filled with five independent
simulations each. In this case, because initial coordinates in each window
were not already available, the restraints increased linearly from 0 to their
final value of 50 kcal/mol-degree® over 1000 2-fs steps to equilibrate the
coordinates in the appropriate position for the restraints and then run for an
additional ~35,000 steps each. The first 1000 steps were omitted before
analysis in this case. Potentials of mean force were constructed from
umbrella sampling data using the multistate Bennett acceptance ratio
(MBAR) as implemented in ATESA using only the subset of the sampling
data that had decorrelated from the initial configurations*'®.

Rate constant

To compute the rate constant (k) for the reaction requires the transmission
coefficient (x), the free energy of the TS (AG"), and absolute system tem-
perature, and is computed using the Eyring equation from Transition State
Theory:

k = x (kT /h)el=2G" /ksT)

where kg is the Boltzmann constant, h is the Planck constant, and T is the
absolute temperature of the system'®". x was calculated from committor
analysis simulations as the plateau value of the function:

(do *0(q(1)))

3 (ldo)
where ¢ is the timestep of the simulation, g(¢) is the value of the reaction
coordinate at timestep £, ¢, is the initial rate of change of the reaction
coordinate for a given simulation, 6() is the Heaviside step function, and

angle brackets indicate the average over each committor analysis
trajectory”.

k(t) =

Product state simulations

Ten product state configurations were taken from separate deacylation
reactive trajectories. These QM/MM systems were converted from Amber
to CHARMM via ParmEd for classical simulation. The CHARMM36
protein force field was used to describe the protein (converting the water
hydrogen on Ser160 back to its classical description), CGenFF was used to
describe MHET (with the OH from water completing the carboxylic acid),
and the TIP3P water model was used. The systems were minimized using
100 steps of ABNR minimization to fix any discrepancies between QM and
MM geometries. The systems were made NVT for use with domdec, and
briefly heated back to 310K using a 1fs timestep for simulation. The
thermostat, cutoffs, integrator, and SHAKE were used as described for the
purely classical simulations described prior. Coordinates were saved every
2 ps for analysis. Center of mass distances between the six-membered rings
of Trp185 and MHET, as well as between Tyr87 and MHET, were mea-
sured. The coordinates wrapped from PBCs were unwrapped using the
unfold option within the CHARMM merge trajectory command to measure
the distance MHET had diffused from the active site.

Reporting summary
Further information on research design is available in the Nature Portfolio
Reporting Summary linked to this article.

Data availability

ATESA configurations and other input files, Amber topology files, input
and output coordinates for various transition path sampling steps, final
aimless shooting results and output files, a text file identifying each of the
candidate CVs tracked during aimless shooting and considered during
likelihood maximization, and a README file describing all of the above is
available free of charge at https://zenodo.org/records/10854763.
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Code availability

The code used to perform all steps in transition path sampling (setup of
putative transition states, aimless shooting, inertial likelihood maximiza-
tion, committor analysis, and umbrella sampling) is available at https://
github.com/team-mayes/atesa.

Received: 26 February 2024; Accepted: 15 March 2024;
Published online: 27 March 2024

References

1.

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

Yoshida, S. et al. A bacterium that degrades and assimilates poly
(ethylene terephthalate). Science 351, 1196-1199 (2016).
Taniguchi, I. et al. Biodegradation of PET: current status and
application aspects. ACS Catal. 9, 4089-4105 (2019).

Knott, B. C. et al. Characterization and engineering of a two-enzyme
system for plastics depolymerization. Proc. Nat/ Acad. Sci. USA 117,
25476-25485 (2020).

Palm, G. J. et al. Structure of the plastic-degrading Ideonella
sakaiensis MHETase bound to a substrate. Nat. Commun. 10,
1717 (2019).

Danso, D. et al. New insights into the function and global distribution
of polyethylene terephthalate (PET)-degrading bacteria and
enzymes in marine and terrestrial metagenomes. Appl. Environ.
Microbiol. 84, e02773-02717 (2018).

Erickson, E. et al. Sourcing thermotolerant poly (ethylene
terephthalate) hydrolase scaffolds from natural diversity. Nat.
Commun. 13, 7850 (2022).

Tournier, V. et al. Enzymes’ power for plastics degradation. Chem.
Rev. 123, 5612-5701 (2023).

Kawai, F., Kawabata, T. & Oda, M. Current state and perspectives
related to the polyethylene terephthalate hydrolases available for
biorecycling. ACS Sustain. Chem. Eng. 8, 8894-8908 (2020).

Wei, R. &Zimmermann, W. Biocatalysis as a green route for recycling
the recalcitrant plastic polyethylene terephthalate. Microb.
Biotechnol. 10, 1302-1307 (2017).

Austin, H. P. et al. Characterization and engineering of a plastic-
degrading aromatic polyesterase. Proc. Nat/ Acad. Sci. USA 115,
E4350-E4357 (2018).

Bell, E. L. et al. Directed evolution of an efficient and thermostable
PET depolymerase. Nat. Catal. 5, 673-681 (2022).

Cui, Y. et al. Computational redesign of a PETase for plastic
biodegradation under ambient condition by the GRAPE strategy.
ACS Catal. 11, 1340-1350 (2021).

Lu, H. et al. Machine learning-aided engineering of hydrolases for
PET depolymerization. Nature 604, 662-667 (2022).

Son, H. F. et al. Rational protein engineering of thermo-stable
PETase from Ideonella sakaiensis for highly efficient PET
degradation. ACS Catal. 9, 3519-3526 (2019).

Tournier, V. et al. An engineered PET depolymerase to break down
and recycle plastic bottles. Nature 580, 216-219 (2020).
Zhong-Johnson, E. Z. L., Voigt, C. A. & Sinskey, A. J. An absorbance
method for analysis of enzymatic degradation kinetics of poly
(ethylene terephthalate) films. Sci. Rep. 11, 928 (2021).

Sagong, H.-Y. et al. Decomposition of the PET film by MHETase
using exo-PETase function. ACS Catal. 10, 4805-4812 (2020).
Zeng, W. et al. Substrate-binding mode of a thermophilic PET
hydrolase and engineering the enzyme to enhance the hydrolytic
efficacy. ACS Catal. 12, 3033-3040 (2022).

Hedstrom, L. Serine protease mechanism and specificity. Chem.
Rev. 102, 4501-4524 (2002).

Rauwerdink, A. & Kazlauskas, R. J. How the same core catalytic
machinery catalyzes 17 different reactions: the serine-histidine-
aspartate catalytic triad of a/p-hydrolase fold enzymes. ACS Catal.
5,6153-6176 (2015).

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

Han, X. et al. Structural insight into catalytic mechanism of PET
hydrolase. Nat. Commun. 8, 2106 (2017).

Fecker, T. et al. Active site flexibility as a hallmark for efficient PET
degradation by . sakaiensis PETase. Biophys. J. 114,

1302-1312 (2018).

Wheeler, S. E. & Bloom, J. W. G. Toward a more complete
understanding of noncovalent interactions involving aromatic rings.
J. Phys. Chem. A 118, 6133-6147 (2014).

Joo, S. et al. Structural insight into molecular mechanism of
poly(ethylene terephthalate) degradation. Nat. Commun. 9,

382 (2018).

Chen, C.-C. et al. Structural studies reveal the molecular mechanism
of PETase. FEBS J. 285, 3717-3723 (2018).

Ash, E. L. et al. Unusual "H NMR chemical shifts support (His)
G*'—H..-0==C H-bond: proposal for reaction-driven ring flip
mechanism in serine protease catalysis. Proc. Nat/ Acad. Sci. USA
97, 10371-10376 (2000).

Bachovchin, W. W. Review: contributions of NMR spectroscopy to
the study of hydrogen bonds in serine protease active sites. Magn.
Reson. Chem. 39, S199-S213 (2001).

Topf, M., Véarnai, P. & Richards, W. G. Ab Initio QM/MM dynamics
simulation of the tetrahedral intermediate of serine proteases:
insights into the active site hydrogen-bonding network. J. Am.
Chem. Soc. 124, 14780-14788 (2002).

Kidd, R. D. et al. Breaking the low barrier hydrogen bond in a serine
protease. Protein Sci. 8, 410-417 (1999).

Shrimpton-Phoenix, E., Mitchell, J. B. O. & Biihl, M. Computational
insights into the catalytic mechanism of /s-PETase: an enzyme
capable of degrading poly(ethylene) terephthalate. Chem. Eur. J. 28,
202201728 (2022).

Magalhaes, R. P., Fernandes, H. S. & Sousa, S. F. The critical role of
Asp206 stabilizing residues on the catalytic mechanism of the
Ideonella sakaiensis PETase. Catal. Sci. Technol. 12,

3474-3483 (2022).

Aboelnga, M. M. & Kalyaanamoorthy, S. QM/MM investigation to
identify the hallmarks of superior PET biodegradation activity of
PETase over cutinase. ACS Sustain. Chem. Eng. 10,

15857-15868 (2022).

Feng, S. et al. IsPETase- and IsMHETase-catalyzed cascade
degradation mechanism toward polyethylene terephthalate. ACS
Sustain. Chem. Eng. 9, 9823-9832 (2021).

Boneta, S., Arafet, K. & Moliner, V. QM/MM study of the enzymatic
biodegradation mechanism of polyethylene terephthalate. J. Chem.
Inf. Model. 61, 3041-3051 (2021).

Jerves, C. et al. Reaction mechanism of the PET degrading enzyme
PETase studied with DFT/MM molecular dynamics simulations.
ACS Catal. 11, 11626-11638 (2021).

Garcia-Meseguer, R. et al. Insights into the enhancement of the
poly(ethylene terephthalate) degradation by FAST-PETase from
computational modeling. J. Am. Chem. Soc. 145, 19243-19255 (2023).
Warshel, A. & Levitt, M. Theoretical studies of enzymic reactions:
dielectric, electrostatic and steric stabilization of the carbonium ion
in the reaction of lysozyme. J. Mol. Biol. 103, 227-249 (1976).
Peters, B. & Trout, B. L. Obtaining reaction coordinates by likelihood
maximization. J. Chem. Phys. 125, 054108 (2006).

Peters, B., Beckham, G. T. & Trout, B. L. Extensions to the likelihood
maximization approach for finding reaction coordinates. J. Chem.
Phys. 127, 034109 (2007).

Bolhuis, P. G., Chandler, D., Dellago, C. & Geissler, P. L. Transition
path sampling: throwing ropes over rough mountain passes, in the
dark. Annu. Rev. Phys. Chem. 53, 291-318 (2002).

Peters, B. Inertial likelihood maximization for reaction coordinates
with high transmission coefficients. Chem. Phys. Lett. 554,
248-253 (2012).

Communications Chemistry | (2024)7:65

11


https://github.com/team-mayes/atesa
https://github.com/team-mayes/atesa

https://doi.org/10.1038/s42004-024-01154-x

Article

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

Gaus, M., Cui, Q. & Elstner, M. DFTB3: extension of the self-
consistent-charge density-functional tight-binding method (SCC-
DFTB). J. Chem. Theory Comput. 7, 931-948 (2011).

Burgin, T., Ellis, S. & Mayes, H. B. ATESA: an automated aimless
shooting workflow. J. Chem. Theory Comput. 19, 235-244 (2023).
Peters, B. Using the histogram test to quantify reaction coordinate
error. J. Chem. Phys. 125, 241101 (2006).

Geissler, P. L., Dellago, C. & Chandler, D. Kinetic pathways of ion pair
dissociation in water. J. Phys. Chem. B 103, 3706-3710 (1999).
Chandler, D. Statistical mechanics of isomerization dynamics in
liquids and the transition state approximation. J. Chem. Phys. 68,
2959-2970 (1978).

Hummer, G. From transition paths to transition states and rate
coefficients. J. Chem. Phys. 120, 516-523 (2004).

Brylinski, M. Aromatic interactions at the ligand-protein interface:
Implications for the development of docking scoring functions.
Chem. Biol. Drug Des. 91, 380-390 (2018).

Roth, C. et al. Structural and functional studies on a thermostable
polyethylene terephthalate degrading hydrolase from Thermobifida
fusca. Appl. Microbiol. Biotechnol. 98, 7815-7823 (2014).
Bharadwaj, V. S. et al. The hydrolysis mechanism of a GH45 cellulase
and its potential relation to lytic transglycosylase and expansin
function. J. Biol. Chem. 295, 4477-4487 (2020).

Knott, B. C. et al. The mechanism of cellulose hydrolysis by a two-
step, retaining cellobiohydrolase elucidated by structural and
transition path sampling studies. J. Am. Chem. Soc. 136,

321-329 (2013).

Mayes, H. B. et al. Who's on base? Revealing the catalytic
mechanism of inverting family 6 glycoside hydrolases. Chem. Sci. 7,
5955-5968 (2016).

Zhan, C.-G., Zheng, F. & Landry, D. W. Fundamental reaction
mechanism for cocaine hydrolysis in human butyrylcholinesterase.
J. Am. Chem. Soc. 125, 2462-2474 (2003).

Liu, J., Hamza, A. & Zhan, C.-G. Fundamental reaction mechanism
and free energy profile for (—)-cocaine hydrolysis catalyzed by
cocaine esterase. J. Am. Chem. Soc. 131, 11964-11975 (2009).
Yao, J., Chen, X., Zheng, F. & Zhan, C.-G. Catalytic reaction
mechanism for drug metabolism in human carboxylesterase-1:
cocaine hydrolysis pathway. Mol. Pharm. 15, 3871-3880 (2018).
Zhou, Y., Wang, S. & Zhang, Y. Catalytic reaction mechanism of
acetylcholinesterase determined by Born—Oppenheimer ab initio
QM/MM molecular dynamics simulations. J. Phys. Chem. B 114,
8817-8825 (2010).

Manojkumar, T. K., Cui, C. & Kim, K. S. Theoretical insights into the
mechanism of acetylcholinesterase-catalyzed acylation of
acetylcholine. J. Comput. Chem. 26, 606-611 (2005).

Smith, A. J. T. et al. Structural reorganization and preorganization in
enzyme active sites: comparisons of experimental and theoretically
ideal active site geometries in the multistep serine esterase reaction
cycle. J. Am. Chem. Soc. 130, 15361-15373 (2008).

Aranda, J. et al. The catalytic mechanism of carboxylesterases: a
computational study. Biochemistry 53, 5820-5829 (2014).

Xie, D., Xu, D., Zhang, L. & Guo, H. Theoretical study of general base-
catalyzed hydrolysis of aryl esters and implications for enzymatic
reactions. J. Phys. Chem. B 109, 5259-5266 (2005).

Tantillo, D. J. & Houk, K. N. Fidelity in hapten design: how analogous
are phosphonate haptens to the transition states for alkaline
hydrolyses of aryl esters? J. Org. Chem. 64, 3066-3076 (1999).
Corminboeuf, C., Hu, P., Tuckerman, M. E. & Zhang, Y. Unexpected
deacetylation mechanism suggested by a density functional theory
QM/MM study of histone-deacetylase-like protein. J. Am. Chem.
Soc. 128, 4530-4531 (2006).

Guo, H., Wiodawer, A. & Guo, H. A general acid—base mechanism
for the stabilization of a tetrahedral adduct in a serine—carboxyl

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

81.

82.

83.

84.

85.

peptidase: a computational study. J. Am. Chem. Soc. 127,
15662-15663 (2005).

Wang, Q. M. et al. Theoretical studies on the possible reaction
pathway for the deacylation of the AChE-catalyzed reaction. Int. J.
Quantum Chem. 74, 315-325 (1999).

Sant’Anna, C. M. R., dos Santos Viana, A. & do Nascimento Junior,
N. M. A semiempirical study of acetylcholine hydrolysis catalyzed by
Drosophila melanogaster acetylcholinesterase. Bioorg. Chem. 34,
77-89 (2006).

Suérez, D., Diaz, N., Fontecilla-Camps, J. & Field, M. J. A
computational study of the deacylation mechanism of human
butyrylcholinesterase. Biochemistry 45, 7529-7543 (2006).

Zhang, Y., Kua, J. & McCammon, J. A. Role of the catalytic triad and
oxyanion hole in acetylcholinesterase catalysis: an ab initio QM/MM
study. J. Am. Chem. Soc. 124, 10572-10577 (2002).

Hanggi, P., Talkner, P. & Borkovec, M. Reaction-rate theory: fifty
years after Kramers. Rev. Mod. Phys. 62, 251-341 (1990).

Peters, B. Reaction Rate Theory and Rare Events Simulations 1stedn
(Elsevier, 2017).

Erickson, E. et al. Comparative performance of PETase as a function
of reaction conditions, substrate properties, and product
accumulation. ChemSusChem 15, 202101932 (2022).

Baath, J. A. et al. Sabatier principle for rationalizing enzymatic
hydrolysis of a synthetic polyester. JACS Au 2, 1223-1231 (2022).
Baath, J. A., Borch, K. & Westh, P. A suspension-based assay and
comparative detection methods for characterization of polyethylene
terephthalate hydrolases. Anal. Biochem. 607, 113873 (2020).
Schubert, S. et al. Reaction pathways for the enzymatic degradation
of poly (ethylene terephthalate): what characterizes an efficient PET-
hydrolase? ChemBioChem 24, e202200516 (2023).

Liu, B. et al. Protein crystallography and site-direct mutagenesis
analysis of the poly(ethylene terephthalate) hydrolase PETase from
Ideonella sakaiensis. ChemBioChem 19, 1471-1475 (2018).

Liu, C. et al. Structural and functional characterization of
polyethylene terephthalate hydrolase from Ideonella sakaiensis.
Biochem. Biophys. Res. Commun. 508, 289-294 (2019).

Wei, R. et al. Conformational fitting of a flexible oligomeric substrate
does not explain the enzymatic PET degradation. Nat. Commun. 10,
5581 (2019).

Falkenstein, P. et al. UV pretreatment impairs the enzymatic
degradation of polyethylene terephthalate. Front. Microbiol. 11,
689 (2020).

Wei, R. et al. Biocatalytic degradation efficiency of postconsumer
polyethylene terephthalate packaging determined by their polymer
microstructures. Adv. Sci. 6, 1900491 (2019).

Payne, C. M., Himmel, M. E., Crowley, M. F. & Beckham, G. T.
Decrystallization of oligosaccharides from the cellulose I surface
with molecular simulation. J. Phys. Chem. Lett. 2,1546-1550 (2011).
Beckham, G. T. et al. Molecular-level origins of biomass
recalcitrance: decrystallization free energies for four common
cellulose polymorphs. J. Phys. Chem. B 115, 4118-4127 (2011).
Wei, R. et al. Mechanism-based design of efficient PET hydrolases.
ACS Catal. 12, 3382-3396 (2022).

Ronkvist, A. M., Xie, W., Lu, W. & Gross, R. A. Cutinase-catalyzed
hydrolysis of poly (ethylene terephthalate). Macromolecules 42,
5128-5138 (2009).

Zimmermann, W., & Billig, S. Enzymes for the biofunctionalization of
poly (ethylene terephthalate). In Biofunctionalization of Polymers and
their Applications (eds Nyanhongo, G., Steiner, W. & Gubitz, G.)
(Springer, 2010).

Mdller, R. J. et al. Enzymatic degradation of poly (ethylene
terephthalate): rapid hydrolyse using a hydrolase from T. fusca.
Macromol. Rapid Commun. 26, 1400-1405 (2005).

Wei, R., Oeser, T. & Zimmermann, W. Synthetic polyester-
hydrolyzing enzymes from thermophilic Actinomycetes. In

Communications Chemistry | (2024)7:65

12



https://doi.org/10.1038/s42004-024-01154-x

Article

Advances in Applied Microbiology (eds Sariaslani S., Gadd G. M.)
(Academic Press, 2014).

86. Vanommeslaeghe, K. et al. CHARMM general force field: a force field
for drug-like molecules compatible with the CHARMM all-atom
additive biological force fields. J. Comput. Chem. 31,

671-690 (2010).

87. Miller, B. T. et al. CHARMMIing: a new, flexible web portal for
CHARMM. J. Chem. Inf. Model. 48, 1920-1929 (2008).

88. Yesselman, J., Price, D., Knight, J. & Brooks, C. MATCH: an atom-
typing toolset for molecular mechanics force fields. J. Comput.
Chem. 33, 189-202 (2012).

89. Olsson,M.H. M., Sendergaard, C. R., Rostkowski, M. &Jensen, J. H.
PROPKAZ3: consistent treatment of internal and surface residues in
empirical pK, predictions. J. Chem. Theory Comput. 7,

525-537 (2011).

90. Sendergaard, C.R., Olsson, M. H. M., Rostkowski, M. &Jensen, J. H.
Improved treatment of ligands and coupling effects in empirical
calculation and rationalization of pK, values. J. Chem. Theory
Comput. 7,2284-2295 (2011).

91. Best, R. B. et al. Optimization of the additive CHARMM all-atom
protein force field targeting improved sampling of the backbone ¢, v
and side-chain x1 and %2 dihedral angles. J. Chem. Theory Comput.
8, 3257-3273 (2012).

92. Jorgensen, W. L. et al. Comparison of simple potential functions for
simulating liquid water. J. Chem. Phys. 79, 926-935 (1983).

93. Ryckaert, J.-P., Ciccotti, G. & Berendsen, H. J. C. Numerical
integration of the Cartesian equations of motion of a system with
constraints: molecular dynamics of n-alkanes. J. Comput. Phys. 23,
327-341 (1977).

94. Darden, T., York, D. & Pedersen, L. Particle mesh Ewald: an N-log(N)
method for Ewald sums in large systems. J. Chem. Phys. 98,
10089-10092 (1993).

95. Crowley, M. F., Williamson, M. J. & Walker, R. C. CHAMBER:
comprehensive support for CHARMM force fields within the AMBER
software. Int. J. Quantum Chem. 109, 3767-3772 (2009).

96. Case, D. A. et al. The Amber biomolecular simulation programs. J.
Comput. Chem. 26, 1668-1688 (2005).

97. Case, D. A. et al. Amber18 (University of California, San
Francisco, 2018).

98. Gaus, M., Goez, A. & Elstner, M. Parametrization and benchmark of
DFTBS3 for organic molecules. J. Chem. Theory Comput. 9,
338-354 (2013).

99. Mullen, R. G., Shea, J. E. & Peters, B. Easy transition path sampling

methods: flexible-length aimless shooting and permutation

shooting. J. Chem. Theory Comput. 11, 2421-2428 (2015).

Shirts, M. R. & Chodera, J. D. Statistically optimal analysis of

samples from multiple equilibrium states. J. Chem. Phys. 129,

124105 (2008).

Eyring, H. The activated complex in chemical reactions. J. Chem.

Phys. 3, 107-115 (1935).

Towns, J. et al. XSEDE: accelerating scientific discovery. Comput.

Sci. Eng. 16, 62-74 (2014).

Ribitsch, D. et al. Characterization of a new cutinase from

Thermobifida alba for PET-surface hydrolysis. Biocatal.

Biotransform. 30, 2-9 (2012).

Sulaiman, S. et al. Isolation of a novel cutinase homolog with

polyethylene terephthalate-degrading activity from leaf-branch

compost by using a metagenomic approach. Appl. Environ.

Microbiol. 78, 1556-1562 (2012).

Kitadokoro, K. et al. Crystal structure of cutinase Est119 from

Thermobifida alba AHK119 that can degrade modified polyethylene

terephthalate at 1.76 A resolution. Polym. Degrad. Stab. 97,

771-775 (2012).

Miyakawa, T. et al. Structural basis for the Ca(2+)-enhanced

thermostability and activity of PET-degrading cutinase-like enzyme

100.

101.

102.

103.

104.

105.

106.

from Saccharomonospora viridis AHK190. Appl. Microbiol.
Biotechnol. 99, 4297-4307 (2015).

Numoto, N. et al. Structural dynamics of the PET-degrading
cutinase-like enzyme from Saccharomonospora viridis AHK190 in
substrate-bound states elucidates the Ca?"-driven catalytic cycle.
Biochemistry 57, 5289-5300 (2018).

Wei, Y. et al. Structure of a microbial homologue of mammalian
platelet-activating factor acetylhydrolases: Streptomyces exfoliatus
lipase at 1.9 A resolution. Structure 6, 511-519 (1998).

Kitadokoro, K. et al. Structural insights into the unique polylactate-
degrading mechanism of Thermobifida alba cutinase. FEBS J. 286,
2087-2098 (2019).

Bollinger, A. et al. A novel polyester hydrolase from the marine
bacterium Pseudomonas aestusnigri—structural and functional
insights. Front. Microbiol. 11, 114 (2020).

107.

108.

109.

110.

Acknowledgements

This work was authored in part by Alliance for Sustainable Energy, LLC,
the manager and operator of the National Renewable Energy Laboratory
(NREL) for the U.S. Department of Energy (DOE) under Contract No. DE-
AC36-08G028308. Funding was provided by the U.S. DOE, Office of
Energy Efficiency and Renewable Energy, Advanced Materials and Man-
ufacturing Technologies Office (AMMTO), and Bioenergy Technologies
Office (BETO). This work was performed as part of the Bio-Optimized
Technologies to Keep Thermoplastics out of Landfills and the Environ-
ment (BOTTLE) Consortium and was supported by AMMTO and BETO
under contract no. DE-AC36-08G028308 with NREL, operated by Alli-
ance for Sustainable Energy, LLC. This material is also partially based
upon work supported by the U.S. Department of Energy, Office of Science,
Office of Workforce Development for Teachers and Scientists, Office of
Science Graduate Student Research (SCGSR) program. The SCGSR
program is administered by the Oak Ridge Institute for Science and
Education for the DOE under contract number DE-SC0014664. T.B. was
supported by a fellowship from The Molecular Sciences Software Institute
under NSF grant ACI-1547580. We also thank NREL Laboratory Directed
Research and Development for funding the initial efforts of this study. This
work used the Extreme Science and Engineering Discovery Environment
(XSEDE)'®?, which is supported by National Science Foundation grant
number ACI-1548562, allocations MCB090159 and MCB170097 and
resources at the San Diego Supercomputing Center and the Texas
Advanced Computing Center, and by the National Renewable Energy
Laboratory Computational Sciences Center supported by the DOE Office
of EERE under contract number DE-AC36-08G028308. H.L.W. would like
to acknowledge NIH (1R01GM129519-01) and DOE grant no. DE-
SC0011297 for partial support. The authors would like to acknowledge the
use of the services provided by Research Computing at the University of
South Florida.

Author contributions

T.B. conducted the QM/MM simulations, contributed to the data analysis,
wrote the first draft of the manuscript, and edited and approved the
manuscript. B.C.P. built the initial models, conducted the MM simulations,
contributed to the data analysis, and wrote the first draft of the manuscript.
B.C.K. contributed to the data analysis and edited and approved the
manuscript. H.B.M. contributed to the data analysis and edited and
approved the manuscript. M.F.C. edited and approved the manuscript.
J.E.M. edited and approved the manuscript. G.T.B. designed and
supervised the study with contributions from all authors, wrote the first
draft of the manuscript and edited and approved the manuscript. H.L.W.
designed and supervised the study with contributions from all authors,
wrote the first draft of the manuscript and edited and approved the
manuscript.

Competing interests
The authors declare no competing interests.

Communications Chemistry | (2024)7:65

13



https://doi.org/10.1038/s42004-024-01154-x

Article

Additional information

Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s42004-024-01154-x.

Correspondence and requests for materials should be addressed to
Gregg T. Beckham or H. Lee Woodcock.

Peer review information This manuscript has been previously reviewed in
another Nature Portfolio journal. The manuscript was considered suitable for
publication without further review at Communications Chemistry.

Reprints and permissions information is available at
http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to
jurisdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as long
as you give appropriate credit to the original author(s) and the source,
provide a link to the Creative Commons licence, and indicate if changes
were made. The images or other third party material in this article are
included in the article’s Creative Commons licence, unless indicated
otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons licence and your intended use is not permitted
by statutory regulation or exceeds the permitted use, you will need to
obtain permission directly from the copyright holder. To view a copy of this
licence, visit http://creativecommons.org/licenses/by/4.0/.

© The Author(s) 2024

Communications Chemistry | (2024)7:65

14


https://doi.org/10.1038/s42004-024-01154-x
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/



