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ABSTRACT: Despite extensive studies, many questions remain
about what structural and energetic factors give rise to the
remarkable energy transport efficiency of photosynthetic light-
harvesting protein complexes, owing largely to the inability to
synthetically control such factors in these natural systems. Herein,
we demonstrate energy transfer within a biomimetic light-
harvesting complex consisting of identical chromophores attached
in a circular array to a protein scaffold derived from the tobacco
mosaic virus coat protein. We confirm the capability of energy
transport by observing ultrafast depolarization in transient
absorption anisotropy measurements and a redshift in time-
resolved emission spectra in these complexes. Modeling the system
with kinetic Monte Carlo simulations recapitulates the observed
anisotropy decays, suggesting an inter-site hopping rate as high as 1.6 ps−1. With these simulations, we identify static disorder in
orientation, site energy, and degree of coupling as key remaining factors to control to achieve long-range energy transfer in these
systems. We thereby establish this system as a highly promising, bottom-up model for studying long-range energy transfer in light-
harvesting protein complexes.

■ INTRODUCTION
Natural light-harvesting protein complexes (LHC) in plants
and photosynthetic bacteria absorb photons from the sun and,
within a few tens of picoseconds, transport that energy across
several protein complexes to reaction centers where charge
separation and subsequent chemistry occur.1 Remarkably, this
transfer process can have near unity quantum efficiency. Thus
a detailed model of which parameters lead to this efficiency is
of great fundamental interest and is of value for developing
efficient artificial light-harvesting technologies such as sensitive
photodetectors and artificial photosynthesis.2−4 Despite
extensive studies, a full picture of the structure-function
relationships that give rise to the excellent energy transfer
capabilities of LHCs in plants and photosynthetic bacteria
remains to be described. In natural LHCs, the difficulty lies
mainly in the complexity of these multi-process systems,
compounded by their fragility in vitro, which makes systematic
investigation, for example, through targeted mutation,5−8

difficult.
Many artificial LHCs have been developed and studied, but

these typically rely on short-range energy funnels.9−13 Light
harvesting in natural LHCs often involves energy transfer
between identical chromophores. In particular, some purple
bacteria species develop extended regions of identical protein
subunits in low-light conditions, which is known to increase

efficiency.2,14 Measurement of energy transfer between
spectrally identical chromophores is difficult due to the lack
of an obvious signature of energy transfer. In some cases, time-
resolved polarization anisotropy measurements can be used to
characterize energy transfer,15−18 by measuring the loss of
preferred orientation, that is, depolarization, of the probed
transition dipole moment (TDM) following excitation.
Transient absorption anisotropy (TAA) is one technique
able to probe depolarization without relying on fluorescence.
These types of measurements are challenging due to the low
sensitivity of absorption measurements and often overlapping
spectral features with uniquely evolving anisotropies, explain-
ing the relative dearth of reports in the literature compared to
other forms of ultrafast spectroscopy.19,20 The benefit of using
TAA, however, is its general applicability to any absorbing
sample and the relative simplicity of ultrafast implementation
compared to, for example, fluorescence upconversion. In
addition, TAA as a quantitative measure of energy transfer
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relies on the ability to isolate the depolarization associated with
energy transfer from those due to other processes, such as
rotational diffusion. Through such study, we demonstrate that
the cpTMV complex is capable of energy transfer, with a very
high inter-chromophore transfer rate, and characterize its full
extent. In natural systems, the inability to modularly synthesize
control complexes, however, still makes this isolation difficult.
In this study, we demonstrate rapid energy transfer in a

modular biomimetic LHC consisting of protein-bound
identical chromophores and uncover the microscopic sources
of disorder whose future control will facilitate even longer-
range exciton migration in this system. This system is based on
a circular permutant of the tobacco mosaic virus (cpTMV)
coat protein, which self-assembles into C2-symmetric double-
disk super-complexes (PDB:3KML),21 with each disk
composed of 17 identical monomers, as seen in Figure 1a.
By preparing mutants with reactive cysteine substitutions, we
covalently attach chromophores at specific sites, as illustrated
in Figure 1b, affording great control over factors such as
chromophore identity and location22 and the rigidity of the
linking molecule.23 Utilizing this modularity, we construct a
model system amenable to study by TAA, and importantly, we
can also generate singly labeled control complexes to isolate
the signature of energy transfer in this measurement from
confounding effects of rotational diffusion. This work
represents a crucial step in constructing an artificial LHC
super-complex that can serve as a truly biomimetic model
system to study long-range energy transfer. Our measurements
demonstrate that site-to-site energy transfer occurs quickly in
these LHCs, while long-ranged transport is currently somewhat
impeded by disorder in TDM orientation, site energy, and
coupling. Fortunately, the modularity afforded by this system
affords a high degree of control appropriate for addressing
these sources of disorder.

■ MATERIALS AND METHODS
Preparation of cpTMV Artificial Light-Harvesting

Complexes. The synthesis of the biomimetic cpTMV

LHCs, including synthetic procedures, mutant generation,
protein expression, bioconjugation, and purity analyses, has
been described in detail previously.23 Detailed information on
mutant generation, characterization, and modification of the
previously unreported mutants generated for this work,
cpTMV-D18C, cpTMV-V32C, and cpTMV-S65C, can be
found in the Supporting Information. Briefly, maleimide-
functionalized sulforhodamine B chromophores with SS-
cyclohexyl linkers are synthesized from commercially available
alcoholamines. Site-directed mutagenesis is performed on a
circular permutant of the tobacco mosaic virus coat protein to
prepare D18C mutants, and the proteins are expressed in E.
coli. cpTMV fully labeled LHCs and singly labeled control
samples are prepared by maleimide bioconjugation of the
modified SRB complexes with the reactive cysteine introduced
to the mutant cpTMV surface. Fully labeled LHCs are
prepared by performing the bioconjugation with >1 equiv of
modified SRB and the mutant cpTMV monomers. For the
singly labeled controls, 0.01 equiv is used, resulting in
statistically singly labeled complexes, though the majority
have no attached chromophores. Labeling yields are verified by
electrospray ionization time-of-flight mass spectrometry
connected with high-performance liquid chromatography
(ESI-TOF LC-MS) (see Figures S1 and S2), and size-exclusion
chromatography is performed to purify the samples. Prior to
TAA measurements, all samples are diluted to an optical
density (OD) of 0.1 at the pump wavelength.
By varying the stoichiometry of the bioconjugation sample

preparation procedure, we produce both fully labeled LHCs
(Figure 1e, right), with a chromophore at every site, and singly
labeled control complexes (Figure 1e, left), which allows us to
study inter-chromophore interactions separate from protein-
chromophore interactions. Their corresponding steady-state
absorption spectra in Figure 1e both show a vibronic
progression of peaks. The higher relative amplitude of the
second vibronic peak in the fully labeled complex most likely
arises from the close proximity of the SRB molecules to one
another.24 We rely on a separation of the timescales of energy

Figure 1. Overview of the experiment. (a) Schematic representation of the cpTMV biomimetic LHC with attached SRB chromophores and (b) a
zoomed-in view on three binding sites demonstrating the high TDM orientational disorder. (c) Diagram of the TAA experimental setup, indicating
polarization of pump and probe beams and use of Wollaston prism to measure both polarization components simultaneously, yielding (d) TAA
decay curve following optical excitation as energy transfer randomizes TDM orientation. (e) Steady-state absorption spectra of the singly labeled
controls and the fully labeled LHCs.
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transfer and chromophore reorientation, using short, rigid
linking molecules and a sufficiently immobile attachment site
on the protein, in order to distinguish energy transfer from
rotational diffusion of the chromophore. For the purpose of
immobilization, we select D18C TMV mutants in which the
chromophore binding sites are 4.5 nm from the center of the
disk and separated by 1.5 nm from one another. D18C mutants
also demonstrate the greatest immobilization in control
experiments, as seen in the comparison of TAA decays of
singly labeled controls at different sites in Figure S3. With an
inter-site distance of 1.5 nm, the inter-chromophore energy
transfer is in the regime of Förster resonance energy transfer
(FRET).25−27 Besides proximity, efficient FRET requires good
spectral overlap between the donor fluorescence and acceptor
absorption, as well as favorable TDM orientation. In the
absence of energy transfer, TAA measurements on the SL
control complexes report solely on the motion of the
chromophore and how it is impacted by interaction with the
protein. While this does not account for the effects that
chromophore−chromophore interactions may have on reor-
ientation in the fully labeled LHCs, it is unlikely that the
increased concentration of chromophores would lead to
significantly faster reorientation dynamics.

Ultrafast Transient Absorption Anisotropy. We meas-
ure the ultrafast optical TAA of our biomimetic LHCs to
characterize the ultrafast depolarization associated with energy
transfer following optical excitation by a linearly polarized 100
fs laser pulse. TAA is a variation of transient absorption (TA),
a pump-probe technique, in which a pump light pulse (Figure
1c, yellow) first excites the sample (Figure 1c, pink), and a
probe light pulse (Figure 1c, rainbow-colored) is used to
observe changes of the excited state population at progressively
longer time delays in successive experiments.28 Experimentally,
the anisotropy r(t) obtained from a TAA measurement is given

by = +r t( )
OD OD

OD 2 OD
where ΔOD∥ and ΔOD⊥ are the

transient changes in optical absorption with the probe

polarization oriented parallel and perpendicular to the pump,
respectively,28 as denoted with double-headed arrows in Figure
1c. Energy transfer between two differently oriented
chromophores changes the orientation of the probed TDM,
leading to orientational decorrelation and thus a measurable
depolarization of the transient absorption signal, as demon-
strated schematically in Figure 1d as the red decaying curve
and corresponding scrambling of the red TDM double-headed
arrows at later time delay. In the simplest case, TAA is related
to the orientation of the probed TDMs of the population of

chromophores by = ·r t r( ) t
0

3 cos ( ) 1
2

2

, where θ is the angle
between the probed TDM and the excitation polarization, and
r0 is the initial anisotropy, which, due to photoselection with
linearly polarized light, cannot exceed 0.4.29

We perform ultrafast TAA measurements using a Ti:sap-
phire Coherent Legend regenerative amplifier that outputs 800
nm, 80 fs pulses at a repetition rate of 5 kHz, and a total power
of 5 W. The fundamental beam is split, and in one path, we
generate 570 nm, 100 fs pump pulses in a home-built
noncollinear optical parametric amplifier, followed by a dual
prism compressor and a chopper set to 1/8 the fundamental
frequency, that is, 625 Hz. On the other path, we generate the
white-light probe by focusing the 800 nm fundamental into a
CaF2 crystal that is continuously rastered back and forth to
avoid burning. The polarization of the pump and probe are set
at 45° relative to one another with a Glan−Thompson prism
polarizer and a linear film polarizer, respectively, placed
immediately before the sample to avoid any depolarizing
effects of reflection. We note that thermal drift in the polarizing
optics can cause slight misalignment, which may cause slight
error in the measurement. One example of this is the free SRB
TAA decay shown in Figure 2a, which appears to fall slightly
below 0. This feature does not appear to impact the analysis.
See Supporting Information for additional details. Following
the sample, a series of irises removes as much scattered light as
possible, and a 580 ± 5 nm bandpass filter selects the

Figure 2. Spectroscopically resolving energy transfer in the LHC. (a) Experimental TAA data (dots) at 580 nm of free SRB chromophore in
solution (gray), singly labeled control (orange outlined) and fully labeled LHC (solid orange), with error bars representing standard error relative
to the mean of 10 consecutive measurements. Note the log scale in time, causing exponential decays to appear as sigmoids. Overlaid are the
biexponential fit to the singly labeled decay (dashed line), anisotropy computed from the simulation (solid curve), and an exponential fit to the free
SRB decay (dotted curve). (b) Early-time emission spectrum of fully labeled LHC, overlaid with predicted spectrum from simulation (dotted red),
and (c) late-time emission spectrum of fully labeled LHC overlaid with late-time emission spectrum of singly labeled controls (dashed gray), with
drop lines to indicate spectral shift.

The Journal of Physical Chemistry B pubs.acs.org/JPCB Article

https://doi.org/10.1021/acs.jpcb.2c06614
J. Phys. Chem. B 2022, 126, 7981−7991

7983

https://pubs.acs.org/doi/suppl/10.1021/acs.jpcb.2c06614/suppl_file/jp2c06614_si_001.pdf
https://pubs.acs.org/doi/suppl/10.1021/acs.jpcb.2c06614/suppl_file/jp2c06614_si_001.pdf
https://pubs.acs.org/doi/10.1021/acs.jpcb.2c06614?fig=fig2&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.jpcb.2c06614?fig=fig2&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.jpcb.2c06614?fig=fig2&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.jpcb.2c06614?fig=fig2&ref=pdf
pubs.acs.org/JPCB?ref=pdf
https://doi.org/10.1021/acs.jpcb.2c06614?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


measurement wavelength on the red side of the ground state
bleach (GSB) peak of sulforhodamine B (SRB), the labeling
chromophore. The GSB, which results from the absence of
ground-state absorption in the excited chromophores, is the
strongest feature in the TA spectrum of the SRB molecule. In
addition, because the pumped and probed transitions are the
same in the GSB, this transition is expected to have the
maximum initial anisotropy of 0.4.28 The sample is rastered
back and forth during the experiment to prevent sample
damage, and steady-state UV/vis measurements are taken
before and after each measurement to ensure no sample
degradation has occurred. Following the bandpass filter, a
Wollaston prism rotated 45° relative to the probe polarization
splits the probe beam into its two polarization components,
which are incident on the two photodiodes of a Thorlabs
PDB210 balanced photodetector (BPD). The BPD outputs
three voltage signals P+, P−, and D, respectively, proportional
to the intensities of the parallel and perpendicular probe
components and their difference. We measure these values by
lock-in amplification referenced to the frequency of the
chopper, yielding differential (pump-on minus pump-off)
values ΔP+, ΔP−, and ΔD, which provides excellent signal-
to-noise ratio. The anisotropy is then calculated with the

expression = ++
r

G
D

P P
1

2
, where G is the gain factor

+

D
P P

accounting for an additional amplification in the difference
signal. A derivation of this expression is provided in the
Supporting Information.

Time-Resolved Emission Spectroscopy. To characterize
the evolution of the average site energy following excitation, we
also collect time-resolved emission spectra (TRES) of the fully
labeled LHCs and singly labeled controls. We make these
measurements on a PicoQuant FluoTime FT-300 fluorometer.
The samples are resonantly excited at 565 nm by a 100 ps laser
pulse from a PicoQuant D-TA-560B diode source, and an
emission decay is collected via time-correlated single photon
counting at wavelengths from 570 to 750 nm, producing a set
of time-resolved spectra with hundreds of picoseconds
resolution.

Kinetic Monte Carlo Simulations. To relate the observed
TAA and TRES data to a microscopic picture of energy
transfer within the TMV complexes, we use a kinetic Monte
Carlo simulation based on FRET-like incoherent hopping of
excitations among static TDMs on a ring. The kinetic Monte
Carlo simulations are described in detail in Figure S4, and the
accompanying text is given in the Supporting Information. Our
approach incorporates methods developed by Bradforth et al.15

Figure 3. Overview of simulation setup and results. (a) Representative ring of TDM orientation vectors, with site energy color scale normalized to
entire population and uncoupled chromophores shown with reduced opacity; zoom-in shows a schematic representation of the chromophore
corresponding to a given TDM vector in the site-local coordinate frame. (b) Two such rings with excitation trajectories shown, with time increasing
vertically upward. (c) The simulation fit with and without disorder included, overlaid with experimental TAA data, and (d) corresponding mean
squared expansion of excitation population, with a dotted line indicating the boundary of the equilibrium regime. (e) Similar such MSD curves
(solid) shown for simulations with varying numbers of sites, including N = 9 corresponding to LH2 (shown inset, PDB:1NKZ),44 demonstrating
size-dependent final diffusivity when compared to simulations without disorder (dashed), the latter of which appear identically as shown for all
values of N.
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and Bardeen.30,31 We represent an artificial LHC as a ring of
unit vectors, each representing the orientation of the TDM of a
chromophore bound to the protein surface. A representation of
one such ring is shown in Figure 3a, with the TDMs
represented by rods originating at the chromophore binding
sites. The TDM orientation local coordinate system is shown
in the inset. The vectors are represented in a lab frame with the
z-axis parallel to the implied polarization of the excitation. The
TDM orientations are sampled according to the probability
distribution obtained from molecular dynamics simulations of
a single chromophore attached to three surface α-helices of the
cpTMV complex reported previously.23 We use the lateral
orientation of the xanthene core as a proxy for the orientation
of the TDM.32 Each site is assigned an energy drawn from a
Gaussian distribution with a width σih, and intrinsic site
absorption and emission spectra are constructed using
Gaussian fits of the experimental steady-state absorption and
emission spectra. The rate of energy transfer between each site
is then calculated using Förster theory. A subset is randomly
selected as uncoupled chromophores by reducing the rates of
transfer to and from these sites by 0.001. 10,000 such rings,
shown in Figure S5 to be sufficient to reach convergence, are
generated and randomly rotated to simulate the random
orientation of cpTMV complexes in solution, and an excitation
is placed on one site on each chromophore, with site selection
weighted by its TDM’s alignment with the z-axis aligned
electric field. The excitations are then allowed to hop around
each ring according to the relative probabilities of pairwise
computed hopping probabilities, using an implementation of
the Gillespie algorithm.33−35 From these trajectories, we
compute the anisotropy, mean squared displacement (MSD),
and the ensemble spectrum as a function of time after
excitation.

■ RESULTS AND DISCUSSION
As shown in Figure 2a on a logarithmic time scale, TAA
measurements of the GSB of the cpTMV LHCs (solid yellow
circles) demonstrate decay, while uncoupled singly labeled
control complexes (open yellow circles) exhibit almost none.
The TA anisotropy decay of the cpTMV LHCs extends over
several decades in time, from hundreds of femtoseconds to
hundreds of picoseconds, with super-exponential decay at early
times and then stretched, sub-exponential decay at late times.
In the singly labeled control complexes, where energy transfer
is not possible, the TA anisotropy remains almost constant
over the course of the measurement, falling only slightly from
0.37 immediately after excitation to 0.33 at 1.5 ns. In a free dye
control sample (Figure 2a, grey circles), we observe an
exponential decay from 0.38 to 0 (a characteristic sigmoid
shape when plotted on a logarithmic time axis) with a time
constant of 260 ps, which matches well to literature values.36,37

We generate the magic-angle TA decays ΔODMA =
ΔOD∥+2·ΔOD⊥ for the denominator of the anisotropy
expression. As shown in Figure S6, the magic-angle TA decays
for the free dye and singly labeled complexes are well-fit by a
biexponential decay, which we previously attributed to
vibrational relaxation and radiative decay processes.23 Mean-
while, the LHCs show a more extended TA decay profile over
several decades that decays faster than their singly labeled
counterparts. Table S1 lists the parameters for multi-
exponential fits of these data.
The TRES data demonstrate the emergence of a red-shifted

component in the fully labeled LHCs that is absent in the

singly labeled controls. The fully labeled LHC TRES data are
fit by three exponentially decaying components, which are
shown in Figure S7: one short-lived ∼310 ps component that
is redshifted by 0.04 eV relative to the singly labeled control
spectrum, one long-lived component resembling that of the SL
controls (2.85 ns), and one intermediate component (1.27 ns)
that appears to be a mixture of the two with an intermediate
lifetime. Thus, the spectrum appears red-shifted relative to the
singly labeled controls at early times, as seen in Figure 2b,
while at late times the spectrum, as shown in Figure 2c, appears
very similar to that of the singly labeled control, which does
not demonstrate any appreciable shift in energy over time. We
assign the red-shifted components to the excitations that
undergo rapid energy transfer and the SL-like component to
excitations on uncoupled chromophores that are unable to
participate in energy transfer.
For the simulation, to account for contributions to the

anisotropy decay in the model that are not due to inter-
chromophore energy transfer, we incorporate the effects
observed in the singly labeled control complexes. Doing so
involved fitting the experimental singly labeled control TAA
data, as described in the following process. We fit the slight
TAA decay of the singly labeled control complexes with a
biexponential decay, following the model of segmental motion
of a protein-bound chromophore.38 The expression used is

= · + ·r t r e e( ) ( (1 ))t t
SL 0

/ /F P where τF and τP are the
timescales of the fast chromophore motion and slow protein
motion, respectively, r0 is the initial anisotropy, and 0 ≤ α ≤ 1
parameterized the chromophore’s freedom of motion relative
to the protein, with 0 being fully immobilized and 1 being fully
unconstrained. Through least-squares fitting, we arrive at
parameters of r0 = 0.36, τF = 130 ps, τP = 14 ns, and α = 0.09,
producing the dashed red “baseline” fit shown in Figure 2a.
The combination of the two exponential decay components
results in an apparent plateau in the singly labeled TAA decay.
The initial anisotropy value r0 of the singly labeled complexes
is lower than the theoretical maximum of 0.4; this is true not
only in the SL control complexes but also in the free
chromophore controls. This lowered anisotropy is likely
because of a small (<10%) contribution from the stimulated
emission signal at this wavelength, which is not guaranteed to
have maximum intrinsic anisotropy as the GSB is. In addition,
scattering of the pump or the probe beam can spuriously
increase or decrease the measured anisotropy. While we took
steps to mitigate this, we note that the initial anisotropy can
vary between ∼0.36 and 0.39 between different measurements
but without an appreciable impact on the rest of the analysis.
See the Methods section for further discussion.
We take the anisotropy decay of the SL controls to represent

the contribution to the decay in the fully labeled LHCs coming
from chromophore and protein fluctuations, occurring
independent of any energy transfer. When two processes act
independently to rotate the observed TDM, the effects of the
two processes on the anisotropy decay combine multi-
plicatively. Thus, the anisotropy decay from the simulation
rsim(t) and the decay from the SL control data rSL(t) are
combined to yield a fit to the fully labeled TAA decay

= ·r t r t( ) ( )r t
FL

( )
0.4 SL

sim . The factor of 0.4 is necessary to avoid
doubly applying the effect of photoselection, which is present
in both rsim(t) and rSL(t). This final expression combining the
raw simulation results and the singly labeled control fit is
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shown in Figure 2a as the solid red curve, demonstrating
excellent agreement with the experimental data.
The key simulation parameters required to recapitulate the

experimental anisotropy decay are those that affect the sites
differently on each ring, that is, those that introduce disorder:
the static TDM orientation distribution, the site energy, and
the uncoupled chromophores. Together, these three sources of
disorder cause the anisotropy decay to be stretched from the
exponential decay expected in the absence of disorder, as seen
in Figure 3b. Each type of disorder has a distinct effect on the
anisotropy and spectral properties of the population, but we
observe a common signature when we track the MSD of the
excitation in hops2 over time. Specifically, we compute the
MSD by tracking the number of sites hopped clockwise (the
negative direction) and counterclockwise (the positive
direction), effectively unraveling the excitation trajectories
around the rings. The introduction of each type of disorder
generates two different regimes in the MSD versus time.
Diffusive transport is always arrived at at later times; the
apparent subdiffusive behavior in the exciton migration that
precedes it corresponds, however, to a non-equilibrium regime
in which the initial condition relaxes to a more stable state
through migration-based exploration of the chromophore
disorder. This effect manifests as a distinct “s-curve” shape in
the solid red plot of MSD versus time in Figure 3d. In the non-
equilibrium regime, the mean squared expansion slows over
time, seen as the slope of the curve temporarily decreasing over
the first few hundred ps. In the diffusive transport regime, the
curve adopts a linear form with a unity slope, also
benchmarked with the dashed line in Figure 3d, as the

diffusivity D on this periodic one-dimensional lattice is
governed by the relationship MSD(t) = 2Dt. Although each
type of disorder qualitatively manifests similarly in the average
observed MSD versus time, we next review their individual
contributions to the anisotropy and transport dynamics and
explore their impact as a function of the extent of each type of
disorder.
TDM orientational disorder causes the anisotropy to decay

more slowly at late time delays as more relative TDM
orientations are sampled. To explore this further, we
additionally run simulations in which each TDM orientation
is sampled from a Gaussian probability distribution centered
on the orientation 0 with width σα, as shown in Figure 4a,b.
Except in cases of particularly poor dipole−dipole coupling,
such as when adjacent TDMs are orthogonal, increased TDM
orientational disorder reduces exciton mobility over time. In
Figure 4b, we see that from the case with no disorder (σα = 0°)
to the highly disordered limit (σα = 90°), the equilibrium
excitation diffusivity decreases from 1.9 hops2/ps (blue curve)
to 0.44 hops2/ps (yellow curve). On the log−log scale of
Figure 4b, the difference in diffusivity manifests as an offset
between two linear curves with unity slope in the diffusive
regime, that is, at time delays when the curves have exceeded
the indicated MSD=(17 hops)2 dotted line. A unique effect of
TDM orientational disorder, however, is an increased
anisotropy decay at early times, as seen in the σα = 90° case
(yellow curve) in Figure 4a, where the anisotropy is lesser than
in the perfectly ordered case (dark blue) until approximately 4
ps. This effect is not related to a change in the exciton mobility
but is due to the greater depolarization associated with each

Figure 4. Simulated energy transfer observables in the LHC. Simulated TAA (a,c,e) and MSD (b,d,f) on populations including disorder in only one
parameter: (a,b) TDM orientation, using a Gaussian orientation distribution with width σα, (c,d) site energy, and (e,f) coupling. Normalized color
scale is from complete absence of disorder increasing to equivalent value as included in reported simulation fit. TDM orientational plots (a,b) also
include the results using molecular dynamics distribution (black dashed curves).
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hop between sites. To most faithfully reconstruct the
experimental data, we use a TDM orientation probability
distribution constructed from molecular dynamics simulations
of an SRB-like dye interacting with key protein α-helices of the
LHC construct23 (see Supporting Information). This simu-
lation-derived distribution generates the anisotropy and MSD
versus time delay shown in the black dashed curves in Figure
4a,b, respectively. We find, however, that any sufficiently broad
distribution produces similar kinetics, as the results using the
σα = 90° Gaussian distribution (yellow curve) match almost
identically the results using the molecular dynamics
simulations. A slight offset in the anisotropy of these curves
in Figure 4a evidences a very slight difference in the intrinsic
anisotropy of these populations. Thus, the orientation
distribution used is not a unique solution to fit the
experimental data, but rather a limit in which the orientations
are distributed broadly, and our model is thereby constrained
to this limit by the prediction of molecular simulation.
Site energetic disorder similarly slows the exciton mobility

over time, as excitons accumulate in the lowest-energy sites,
often separated spatially from one another, similar to effects
reported previously in other site-energetically disordered
systems.39,40 From the simulation, we also predict a spectral
red shift as the excitations “cool” while exploring the energetic
landscape. In the simulation, we parameterized the site energy
disorder as the ratio of the (inhomogeneous) width of the
ensemble’s energy distribution to the intrinsic width of each
individual site, σih/σint, where the values are constrained by the
width of the measured absorption peak. A modest amount of
site energy disorder, σih/σint = 0.9, produces a redshift of 0.04
eV that agrees with that seen in the TRES data, as shown by
the overlap of the simulated spectrum (dotted red curve) and
the early-time fluorescence of the biomimetic LHC (solid blue
curve) in Figure 2b. In Figure 4d, the equilibrium exciton
diffusivity decreases from 1.9 hops2/ps with no site energetic
disorder (blue curve) to 0.35 hops2/ps (yellow curve/faint
dotted line) when σih/σint is increased to 0.9�the ratio
ultimately deduced to best match the experimental data. This
effect is primarily evidenced in the later decades of the
anisotropy decay in Figure 4c, causing a progressively longer
tail to appear as site energy disorder is increased relative to the
exponential decay expected in the absence of disorder. If,
however, the only contributions to disorder were orientational
and this modest contribution from site energies, the model
could not mimic the long tail of the experimental anisotropy
decay. In fact, to fit these data by increasing the site energy
disorder alone would require σih/σint = 4. In order to
simultaneously model the TAA decay and the TRES data,
another source of disorder is required�hence the addition of
randomly uncoupled chromophores.
The introduction of uncoupled chromophores slows the

overall exciton mobility considerably and greatly stretches the
late-time anisotropy decay. Uncoupled chromophores, that is,
sites to and from which the rate of energy transfer is greatly
diminished, are introduced to the simulation phenomenolog-
ically to account for the singly labeled-like fluorescence and
long-time anisotropy observed in the experimental data. With
the abovementioned orientational disorder constrained to the
highly random limit and site energy disorder constrained by
the magnitude of the redshift observed in TRES, we find that
uncoupling 15% of the chromophores results in an excellent fit
to the TAA data. As seen in Figure 4f, when increasing this
coupling disorder from 0 to the 15% used in the best fit to the

experimental data, the equilibrium excitation diffusivity
decreases from 1.9 hops2/ps to 0.31 hops2/ps. The exciton
mobility is reduced due to the barrier-like nature of these
uncoupled chromophores, which effectively introduce gaps in
the ring of sites. In addition, the subpopulation of excitations
that are initialized on one of these isolated chromophores
remains locked in said state, meaning this subpopulation
remains highly polarized for much longer, which greatly slows
the late time anisotropy decay. This is best demonstrated by
comparing the coupling and site energy disorder. Despite a
similar impact on exciton mobility, that is, the vertical offset in
the diffusion regime for the highest amounts of disorder
(yellow curves) in Figure 4d,f, the effect of coupling disorder
seen in Figure 4e on the anisotropy is highly substantial, with
an elevated tail stretching into the 100s of picoseconds,
compared to the modest impact of site energetic disorder on
anisotropy in Figure 4c.

■ DISCUSSION
Natural LHCs achieve exquisite control over factors such as
chromophore energy and orientation, and yet disorder remains
present in natural LHCs despite their capacity for long-range
energy transfer.41 The impact of this disorder on long-range
energy transfer, whether positive or negative,10,39−43 is critical
to elucidate. Overall, we find from our model that static
disorder has the effect of “stretching” out the relaxation of the
biomimetic LHC system (and the associated anisotropy decay)
across several decades in time from an exponential form, in the
case of no disorder, to that which is observed in the TAA data.
Our simulations allow us to study this effect in detail in silico.
They show that in the presence of all types of disorder, the
electronically excited state reaches thermal equilibrium after a
period of a few hundred picoseconds, as evidenced by the
MSD adopting a linear dependence on time, albeit with a lower
diffusion constant than the perfectly ordered case. As
demonstrated in Figure 3d, the time at which this equilibrium
diffusion is first observed corresponds to the time at which, on
average, all excitations have explored their entire ring, that is,
MSD=(17 hops)2 (dotted horizontal line). Thus, this behavior
is associated with an equilibration as excitons explore the
entirety of the system and its associated disorder, a
phenomenon also observed in a linear system by Ahn et al.30

This slowing of exciton mobility following excitation manifests
in the anisotropy as an elongation of the model’s decay (solid
curve) in later decades (Figure 3c) as average exciton
migration in the equilibrium state is strictly slower than the
initial condition. Effectively, long-range migration is dominated
by the slowest transfer steps, whether resulting from a pair of
poorly aligned TDMs, a site that is low in energy relative to its
neighbors, or an uncoupled chromophore. This effect is well
illustrated in the rightmost simulation trajectory in Figure 3b,
where despite fast inter-site hopping, the trajectory shows the
excitation remaining in limited subsections of the ring for long
periods of time, only rarely hopping between these subsections,
such as near 100, 500, and 900 ps. Closer inspection reveals
the barriers between wells in this case to be both high-energy
sites (colored yellow) and uncoupled chromophores (trans-
lucent spires). In contrast, the leftmost example in Figure 3b
shows a trajectory on a ring in which site energy disorder is low
(all site energies are close to the mean energy, indicated by a
common plum color of the trajectory trace) and there is only
one uncoupled chromophore. Indeed, on this ring, the
excitation travels more freely, with only two noticeable
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exceptions: one clearly due to the uncoupled chromophore,
and also a second, more subtle orientational barrier due to the
TDM seven sites counterclockwise to the first, which is nearly
orthogonal to both its neighbors, corresponding to κ2 values
near 0. Simulations of rings of chromophores with fewer sites,
with all else being equal, illustrate that this effect is dependent
on the number of sites in a ring. A system with fewer sites
recovers diffusive behavior earlier and at a higher final
equilibrium diffusivity, as seen by comparing the late-time
diffusivities between a 9-membered ring (blue) and a 17-
membered ring (magenta) in the MSD versus time plots in
Figure 3e. Because of the finite number of sites on the rings in
question, the excitations on any given ring each only sample
that particular ring’s realization of disorder, which cannot
represent the entirety of the disorder in the continuous
distribution from which it is generated. In the simulation, once
all sites on all ring realizations of a given size have been fully
explored by the excitation population, the population cannot
relax any further and thus adopts a higher diffusivity than
would be observed on an infinite 1D lattice with equivalent
disorder. This effect is more pronounced for fewer-membered
rings simply due to the more limited sampling of disorder for
any given realization. In comparison, in the absence of
disorder, the diffusivity does not change between rings of
different sizes, as we would expect. Based on this observation,
we hypothesize that incoherent intra-complex energy transfer
in circular light-harvesting complexes with fewer sites is more
robust to disorder in general, compared to larger complexes.
This principle could help to explain the design of the bacterial
antenna complexes, as LH2 displays only nine-fold rotational
symmetry,44 and in low-light or low-temperature conditions,
some purple bacteria instead produce LH4, an eightfold-
symmetric structure. Excitonic coupling and coherent transport
do occur in these complexes, but nevertheless, this principle
could apply to any steps involving incoherent transport.
Including inter-complex energy transfer would diminish this
effect, as it opens the collection of accessible sites beyond the
closed periodic system of our model. Nevertheless, when
complex-to-complex transfer is rate-limiting, efficient diffusion
around a closed ring would be important for encountering exit
sites.
The most straightforward demonstration of the slowing

mobility occurs due to static site energy disorder, as the site
energy is not directly correlated with the TDM orientation
distribution as compared to the other two sources of disorder.
A disordered energy environment intuitively results in the
emergence of energy “wells,” that is, low-energy sites, out of
which energy transfer is slower because it is more likely to be
uphill. The population begins with the same average spectral
overlap as a system with no site energetic disorder and thus
similar exciton mobility. As the excitons explore their
chromophore rings, however, they tend to become trapped
in these low-energy sites, adopting an equilibrium Boltzmann
distribution and decreasing the spectral overlap and,
correspondingly, the mobility, until equilibrium is reached.
Thus, increasing site energetic disorder does not affect the
early-time anisotropy decay, but does stretch the late-time
decay. Site energetic disorder can additionally be revealed
spectrally from the red-shifted component in the TRES
measurements. Since the magnitude of the TRES redshift is
determined by the extent of energy disorder, we constrain the
latter to a value of 0.04 eV, corresponding to σih/σint = 0.9, to
recapitulate the experimental redshift. A limitation of our

model, however, is the assumption that site energy is
independent of chromophore orientation. Since interaction
with the protein surface can certainly impact electronic
configuration, this is an approximation. In the case of strong
interaction between chromophore and protein,45 this assump-
tion would likely not hold and would require more detailed
rate calculations, which would greatly increase the complexity.
Yet, this zeroth-order approximation appears valid in our case,
as evidenced by the very modest differences between the
steady-state spectra of free chromophores and singly labeled
control complexes.
We demonstrate that more care must be taken when

associating TAA data with energy transfer when there is high
static TDM orientational disorder in the experimental system,
as the TDM orientation is itself associated with the anisotropy
signal. We find that a high degree of static orientational
disorder exists in the surface-bound chromophores, as
predicted by molecular dynamics simulations. Despite the
rigidity of the linker holding the chromophores steady on
nanosecond timescales, which we have shown previously to be
important for extending the chromophore’s initially hot
vibrational excited state,23 there is a high degree of
orientational disorder that is static on the time scale of the
electronic dynamics. This disorder is necessary in the
simulations to recapitulate the early-time anisotropy decay,
which, as seen in the highly disordered case (yellow curve) of
Figure 4a, occurs super-exponentially, that is, faster than the
exponential decay of the perfectly ordered case (blue curve),
due to the high degree of depolarization associated with a
single hop In particular, in this case of high static orientational
disorder, there is an increase in the rate of early-time
anisotropy decay relative to a perfectly ordered system, due
to increased depolarization with each site-to-site hop. Never-
theless, static orientational disorder leads to a similar decrease
in exciton diffusivity over time as is observed with energetic
disorder. This relationship may be less intuitive for orientation
disorder than for energetic disorder, as the symmetry of the κ2
term in the FRET rate between two chromophores implies that
it is symmetric in the forward and reverse directions,
precluding “trapping” on an individual site. As a result of the
orientational disorder, however, there emerge groups of
consecutive sites with favorable dipole orientation, and the
(relatively) low κ2 at the boundaries of these groups has a
trapping effect on excitations that enter these “wells.” Indeed,
over a population with a highly disordered Gaussian TDM
orientational probability distribution of width σα = 90°, the
average of the minimum κ2 between neighbors on each ring is
2% of the average of all such κ2 values. So, as excitations
migrate and explore the orientational space, over time they
tend to spend more time trapped in these subsections of the
ring rather than freely diffusing, which limits the long-range
mobility of excitations. Once the excitations have fully explored
the space, however, we recover diffusive transport limited by
the relatively slow well-to-well hopping rather than the faster
site-to-site transfer. Again in the σα = 90° case, the final
diffusivity is 23% that of the long-time diffusivity obtained for
σα = 0°. In comparison, natural LHCs precisely control the
orientations of their chromophores through steric effects and
hydrogen bonding with specifically placed residues; we believe
that this fine control over orientation is necessary for efficient
long-range energy transfer. This reflects what Sarovar and
Whaley have studied in detail�that control over orientation is
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essential to optimize energy transfer in the presence of disorder
in such LHCs.46

The lack of configurational control of the chromophores,
that is, their physical configuration relative to the protein, in
this system is what we hypothesize to be the source of disorder
in the degree of coupling between chromophores, which
similarly impacts long-range energy transport by producing
barriers to transport. The introduction of this disorder to our
model is justified phenomenologically. First, it captures the
singly labeled-like fluorescence component observed in the
fully labeled LHCs. Second, the long-lived anisotropy cannot
be accounted for by orientational and energetic disorder alone.
The subpopulation of initially excited chromophores that are
poorly coupled to the majority of others would fluoresce
identically to the singly labeled controls and would remain
highly anisotropic over the course of the TAA measurement. A
lack of control over the position of the chromophore could
manifest this disorder, leading some chromophores to adopt
positions sufficiently far from the others to greatly reduce
FRET coupling due to the 1/R6 dependence. As an illustrative
example, Figure 1a shows two chromophores which are
anomalously configured to reside near the pore of the protein
ring, which would place them approximately 1.5x the distance
from their neighbors as those residing far from the pore.
Adopting a configuration that places more protein between the
chromophores would further reduce the FRET coupling due to
protein’s typically higher index of refraction compared to water
(1.66 vs 1.33) and the 1/η4 dependence of the FRET rate.
Empty sites on the complexes could serve a similar purpose as
uncoupled chromophores by presenting a barrier to energy
transfer but would not produce the observed singly labeled-like
fluorescence signal at long time delays. In terms of energy
transfer, the effect of these uncoupled chromophores is similar
to that of orientational disorder, effectively dividing the ring
into wells. Escaping such a well requires bypassing an
uncoupled chromophore via next-nearest-neighbor hopping.
Thus far, our model suggests an encouraging capacity for

remarkably fast site-to-site energy transfer in the synthetic
LHC, but that it is limited in range due to ensemble disorder.
This fast hopping rate, averaging 1.6 ps−1, is due to the 1.5 nm
site-to-site separation, which places the chromophores (with an
average R0 of 6.5 nm) close enough together to allow FRET
efficiencies in excess of 99%. Viewed in isolation, this site-to-
site rate is in fact faster than the incoherent hopping rate of
0.67 ps−1 reported between B800 molecules in antenna
complexes of Rhodobacter acidophila,17 demonstrating the
strong potential of the synthetic LHC (though slower than
the coherent energy transfer rate of >13 ps−1 in the B850
aggregate). As counterpoints, as can be seen in Figure 3c, these
hops occur on limited subsets of the ring due to barriers
presented by static disorder, and a well-known side effect of
placing chromophores close together without the benefit of
photosynthesis’ billions of years of pigment-protein complex
evolution is nonradiative contact quenching. Indeed, we
observe signatures attributable to moderate quenching in
both transient absorption and fluorescence, seen as an increase
in the rate of signal decay relative to the singly labeled controls.
In singly labeled controls, the TA signal decays with a slow
component of 1.8 ns, while in the fully labeled LHCs we
observe a multiexponential decay with two slow components of
97 and 870 ps, as listed in Table S1. In natural light-harvesting
systems, it is not fully understood how such quenching is
avoided. In such systems, however, chromophores are most

commonly found in pockets within the protein, not covalently
linked to the surface. In our biomimetic LHCs, then, it appears
the same lesser control over chromophore orientation and
position that impacts long-range exciton migration could also
play a role in allowing this aggregation and subsequent
quenching to occur.

■ CONCLUSIONS
Regardless, our findings suggest that protein scaffolds such as
cpTMV, combined with judicious chromophore conjugation,
are promising systems for both studying and imitating the
efficiency of energy transfer in LHCs. In this study, we have
demonstrated energy transfer in a modular biomimetic LHC
with inter-chromophore energy transfer rates slower than but
comparable to natural systems and used kinetic Monte Carlo
simulations to describe the key sources of disorder affecting
energy transfer in this system. Through the modularity of the
system, these key sources of disorder that must be controlled
to optimize energy transfer in biomimetic LHCs are site
energy, chromophore orientation, and chromophore coupling.
While we showed previously that rigid linkers are capable of
slowing vibrational relaxation, which can contribute to
improved energy transfer, this study demonstrates that control
over the specific chromophore orientation and configuration
relative to the protein and to other chromophores remains
critical to optimize exciton migration. In particular, fine control
over the configuration of chromophores, as occurs in natural
systems, will be necessary to prevent the poorly coupled
chromophores that we identified have to hinder exciton
migration. Furthermore, we uncovered a potential design
principle to ensure robustness to disorder in systems relying on
exciton diffusion on a discrete periodic lattice, as in purple
bacteria. We find that a smaller period (number of sites on a
ring) allows the photoexcitation to equilibrate more rapidly in
the presence of disorder, reducing the impact of disorder on
long-range energy transfer.
Based on the abovementioned findings, one could evaluate

and improve the energy transfer performance of model light-
harvesting complexes. First, the significant role of static
disorder in affecting long-range energy transport points to
the need to develop biomimetic LHC strategies beyond
restricting chromophore motion and focused on specifically
and repeatedly orienting chromophores in the biomimetic
LHC structure. For instance, placing chromophores inside a
protein cavity might soon become possible by breaking the C2
symmetry of a disk-like structure like the one employed here.
This type of advance would enable investigation of systems
more closely resembling natural LHCs. Second, the extensi-
bility of biomimetic LHCs across many scales of organization,
from individual chromophore-protein systems, to fully labeled
isolated LHCs, to supercomplexes of LHCs arrayed in films or
rod geometries, will continue to enable the study of
interactions involved in long-ranged light harvesting through
a bottom-up approach. For example, coupling biomimetic
LHCs together asymmetrically, allowing for the creation of
supercomplexes of different types of disks (e.g., “donor” and
“acceptor” disks), might further mirror the membrane-bound
systems found in light-harvesting bacteria. Furthermore,
combining TAA and TRES with new techniques, such as
transient microscopy, should allow for energy transfer in such
super-complexes to be tracked directly in space, building a
ground-up picture of efficient energy transfer in LHCs and
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heterogeneous systems more broadly and over more scales
than is possible with time-resolved spectroscopy alone.

■ ASSOCIATED CONTENT
*sı Supporting Information
The Supporting Information is available free of charge at
https://pubs.acs.org/doi/10.1021/acs.jpcb.2c06614.

Detailed description of the sample preparation and
characterization; more details on the TAA measurement
and kinetic Monte Carlo simulations; TAA data on
singly labeled controls at the site used and at other sites;
and magic-angle TA kinetics of D18C cpTMV
complexes (PDF)

■ AUTHOR INFORMATION
Corresponding Author
Naomi S. Ginsberg − Department of Chemistry, University of
California Berkeley, Berkeley, California 94720, United
States; Department of Physics, University of California
Berkeley, Berkeley, California 94720, United States; Kavli
Energy NanoSciences Institute, Berkeley, California 94720,
United States; Materials Sciences Division and Molecular
Biophysics and Integrated Bioimaging Division, Lawrence
Berkeley National Laboratory, Berkeley, California 94720,
United States; orcid.org/0000-0002-5660-3586;
Email: nsginsberg@berkeley.edu

Authors
Leo M. Hamerlynck − Department of Chemistry, University of
California Berkeley, Berkeley, California 94720, United
States; Molecular Biophysics and Integrated Bioimaging
Division, Lawrence Berkeley National Laboratory, Berkeley,
California 94720, United States

Amanda J. Bischoff − Department of Chemistry, University of
California Berkeley, Berkeley, California 94720, United
States; Molecular Biophysics and Integrated Bioimaging
Division, Lawrence Berkeley National Laboratory, Berkeley,
California 94720, United States; orcid.org/0000-0003-
0802-275X

Julia R. Rogers − Department of Chemistry, University of
California Berkeley, Berkeley, California 94720, United
States; Present Address: Department of Systems Biology,
Columbia University, New York, New York, 10032,
United States; orcid.org/0000-0003-3269-6375

Trevor D. Roberts − Department of Chemistry, University of
California Berkeley, Berkeley, California 94720, United
States

Jing Dai − Department of Chemistry, University of California
Berkeley, Berkeley, California 94720, United States; Present
Address: Antibody Engineering, Genentech, Inc, 1 DNA
Way, South San Francisco, CA 94080, United States.;
orcid.org/0000-0002-9819-0206

Phillip L. Geissler − Department of Chemistry, University of
California Berkeley, Berkeley, California 94720, United
States; Chemical Sciences Division, Lawrence Berkeley
National Laboratory, Berkeley, California 94720, United
States; orcid.org/0000-0003-0268-6547

Matthew B. Francis − Department of Chemistry, University of
California Berkeley, Berkeley, California 94720, United
States; Materials Sciences Division and Molecular Biophysics
and Integrated Bioimaging Division, Lawrence Berkeley

National Laboratory, Berkeley, California 94720, United
States; orcid.org/0000-0003-2837-2538

Complete contact information is available at:
https://pubs.acs.org/10.1021/acs.jpcb.2c06614

Notes
The authors declare no competing financial interest.

■ ACKNOWLEDGMENTS
This work is dedicated to the memory of the late Professor
Phillip Geissler, who meant so much to so many in the
scientific community and to our long-standing collaboration.
This work has been supported by the Director, Office of
Science, Chemical Sciences, Geosciences, and Biosciences
Division, of the U.S. Department of Energy under contract no.
DEAC02-05CH11231. MD simulations were performed using
resources of the National Energy Research Scientific
Computing Center (NERSC), a DOE Office of Science User
Facility. L.M.H. acknowledges a National Defense Science and
Engineering Graduate Fellowship. A.J.B., T.D.R., and J.R.
acknowledge the National Science Foundation Graduate
Research Fellowships (DGE 1752814). A.J.B. acknowledges a
Chemical Biology Training Grant from the NIH (T32
GM066698). N.S.G. acknowledges an Alfred P. Sloan Research
Fellowship, a David and Lucile Packard Foundation Fellowship
for Science and Engineering, and a Camille and Henry Dreyfus
Teacher-Scholar Award.

■ REFERENCES
(1) Cheng, Y.-C.; Fleming, G. R. Dynamics of Light Harvesting in
Photosynthesis. Annu. Rev. Phys. Chem. 2009, 60, 241−262.
(2) Scholes, G. D.; Fleming, G. R.; Olaya-Castro, A.; van Grondelle,
R. Lessons from Nature about Solar Light Harvesting. Nat. Chem.
2011, 3, 763−774.
(3) Proppe, A. H.; Li, Y. C.; Aspuru-Guzik, A.; Berlinguette, C. P.;
Chang, C. J.; Cogdell, R.; Doyle, A. G.; Flick, J.; Gabor, N. M.; van
Grondelle, R.; Hammes-Schiffer, S.; Jaffer, S. A.; Kelley, S. O.; Leclerc,
M.; Leo, K.; Mallouk, T. E.; Narang, P.; Schlau-Cohen, G. S.; Scholes,
G. D.; Vojvodic, A.; Yam, V. W.-W.; Yang, J. Y.; Sargent, E. H.
Bioinspiration in Light Harvesting and Catalysis. Nat. Rev. Mater.
2020, 5, 828−846.
(4) Schlau-Cohen, G. S. Principles of Light Harvesting from Single
Photosynthetic Complexes. Interface Focus 2015, 5, 20140088.
(5) Steen, C. J.; Morris, J. M.; Short, A. H.; Niyogi, K. K.; Fleming,
G. R. Complex Roles of PsbS and Xanthophylls in the Regulation of
Nonphotochemical Quenching in Arabidopsis Thaliana under
Fluctuating Light. J. Phys. Chem. B 2020, 124, 10311−10325.
(6) Remelli, R.; Varotto, C.; Sandona,̀ D.; Croce, R.; Bassi, R.
Chlorophyll Binding to Monomeric Light-Harvesting Complex: A
Mutation Analysis of Chromophore-Binding Residues. J. Biol. Chem.
1999, 274, 33510−33521.
(7) Sandona,̀ D.; Croce, R.; Pagano, A.; Crimi, M.; Bassi, R. Higher
Plants Light Harvesting Proteins. Structure and Function as Revealed
by Mutation Analysis of Either Protein or Chromophore Moieties.
Biochim. Biophys. Acta, Bioenerg. 1998, 1365, 207−214.
(8) Sturgis, J. N.; Olsen, J. D.; Robert, B.; Hunter, C. N. Functions
of Conserved Tryptophan Residues of the Core Light-Harvesting
Complex of Rhodobacter Sphaeroides. Biochemistry 1997, 36, 2772−
2778.
(9) Kundu, S.; Patra, A. Nanoscale Strategies for Light Harvesting.

Chem. Rev. 2017, 117, 712−757.
(10) Hart, S. M.; Chen, W. J.; Banal, J. L.; Bricker, W. P.; Dodin, A.;
Markova, L.; Vyborna, Y.; Willard, A. P.; Häner, R.; Bathe, M.;
Schlau-Cohen, G. S. Engineering Couplings for Exciton Transport
Using Synthetic DNA Scaffolds. Chem 2021, 7, 752−773.

The Journal of Physical Chemistry B pubs.acs.org/JPCB Article

https://doi.org/10.1021/acs.jpcb.2c06614
J. Phys. Chem. B 2022, 126, 7981−7991

7990

https://pubs.acs.org/doi/10.1021/acs.jpcb.2c06614?goto=supporting-info
https://pubs.acs.org/doi/suppl/10.1021/acs.jpcb.2c06614/suppl_file/jp2c06614_si_001.pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Naomi+S.+Ginsberg"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0002-5660-3586
mailto:nsginsberg@berkeley.edu
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Leo+M.+Hamerlynck"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Amanda+J.+Bischoff"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0003-0802-275X
https://orcid.org/0000-0003-0802-275X
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Julia+R.+Rogers"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0003-3269-6375
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Trevor+D.+Roberts"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Jing+Dai"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0002-9819-0206
https://orcid.org/0000-0002-9819-0206
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Phillip+L.+Geissler"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0003-0268-6547
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Matthew+B.+Francis"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0003-2837-2538
https://pubs.acs.org/doi/10.1021/acs.jpcb.2c06614?ref=pdf
https://doi.org/10.1146/annurev.physchem.040808.090259
https://doi.org/10.1146/annurev.physchem.040808.090259
https://doi.org/10.1038/nchem.1145
https://doi.org/10.1038/s41578-020-0222-0
https://doi.org/10.1098/rsfs.2014.0088
https://doi.org/10.1098/rsfs.2014.0088
https://doi.org/10.1021/acs.jpcb.0c06265?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jpcb.0c06265?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jpcb.0c06265?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1074/jbc.274.47.33510
https://doi.org/10.1074/jbc.274.47.33510
https://doi.org/10.1016/S0005-2728(98)00068-1
https://doi.org/10.1016/S0005-2728(98)00068-1
https://doi.org/10.1016/S0005-2728(98)00068-1
https://doi.org/10.1021/bi962524a?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/bi962524a?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/bi962524a?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.chemrev.6b00036?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.chempr.2020.12.020
https://doi.org/10.1016/j.chempr.2020.12.020
pubs.acs.org/JPCB?ref=pdf
https://doi.org/10.1021/acs.jpcb.2c06614?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


(11) Song, Q.; Goia, S.; Yang, J.; Hall, S. C. L.; Staniforth, M.;
Stavros, V. G.; Perrier, S. Efficient Artificial Light-Harvesting System
Based on Supramolecular Peptide Nanotubes in Water. J. Am. Chem.
Soc. 2021, 143, 382−389.
(12) Ziessel, R.; Harriman, A. Artificial Light-Harvesting Antennae:
Electronic Energy Transfer by Way of Molecular Funnels. Chem.
Commun. 2010, 47, 611−631.
(13) Kumar, C. V.; Duff, M. R. DNA-Based Supramolecular Artificial
Light Harvesting Complexes. J. Am. Chem. Soc. 2009, 131, 16024−
16026.
(14) Fassioli, F.; Olaya-Castro, A.; Scheuring, S.; Sturgis, J. N.;
Johnson, N. F. Energy Transfer in Light-Adapted Photosynthetic
Membranes: From Active to Saturated Photosynthesis. Biophys. J.
2009, 97, 2464−2473.
(15) Bradforth, S. E.; Jimenez, R.; van Mourik, F.; van Grondelle, R.;
Fleming, G. R. Excitation Transfer in the Core Light-Harvesting
Complex (LH-1) of Rhodobacter Sphaeroides: An Ultrafast
Fluorescence Depolarization and Annihilation Study. J. Phys. Chem.
1995, 99, 16179−16191.
(16) Herz, L. M.; Daniel, C.; Silva, C.; Hoeben, F. J. M.; Schenning,
A. P. H. J.; Meijer, E. W.; Friend, R. H.; Phillips, R. T. Fast Exciton
Diffusion in Chiral Stacks of Conjugated p -Phenylene Vinylene
Oligomers. Phys. Rev. B: Condens. Matter Mater. Phys. 2003, 68,
045203.
(17) Kennis, J. T. M.; Streltsov, A. M.; Vulto, S. I. E.; Aartsma, T. J.;
Nozawa, T.; Amesz, J. Femtosecond Dynamics in Isolated LH2
Complexes of Various Species of Purple Bacteria. J. Phys. Chem. B
1997, 101, 7827−7834.
(18) Marcus, A. H.; Diachun, N. A.; Fayer, M. D. Electronic
Excitation Transfer in Concentrated Micelle Solutions. J. Phys. Chem.
1992, 96, 8930−8937.
(19) Jonas, D. M.; Lang, M. J.; Nagasawa, Y.; Joo, T.; Fleming, G. R.
Pump−Probe Polarization Anisotropy Study of Femtosecond Energy
Transfer within the Photosynthetic Reaction Center of Rhodobacter
Sphaeroides R26. J. Phys. Chem. 1996, 100, 12660−12673.
(20) Min, C.-K.; Joo, T.; Yoon, M.-C.; Kim, C. M.; Hwang, Y. N.;
Kim, D.; Aratani, N.; Yoshida, N.; Osuka, A. Transient Absorption
Anisotropy Study of Ultrafast Energy Transfer in Porphyrin
Monomer, Its Direct Meso−Meso Coupled Dimer and Trimer. J.
Chem. Phys. 2001, 114, 6750−6758.
(21) Miller, R. A.; Presley, A. D.; Francis, M. B. Self-Assembling
Light-Harvesting Systems from Synthetically Modified Tobacco
Mosaic Virus Coat Proteins. J. Am. Chem. Soc. 2007, 129, 3104−3109.
(22) Noriega, R.; Finley, D. T.; Haberstroh, J.; Geissler, P. L.;
Francis, M. B.; Ginsberg, N. S. Manipulating Excited-State Dynamics
of Individual Light-Harvesting Chromophores through Restricted
Motions in a Hydrated Nanoscale Protein Cavity. J. Phys. Chem. B
2015, 119, 6963−6973.
(23) Delor, M.; Dai, J.; Roberts, T. D.; Rogers, J. R.; Hamed, S. M.;
Neaton, J. B.; Geissler, P. L.; Francis, M. B.; Ginsberg, N. S. Exploiting
Chromophore−Protein Interactions through Linker Engineering To
Tune Photoinduced Dynamics in a Biomimetic Light-Harvesting
Platform. J. Am. Chem. Soc. 2018, 140, 6278−6287.
(24) On, C.; Tanyi, E. K.; Harrison, E.; Noginov, M. A. Effect of
Molecular Concentration on Spectroscopic Properties of Poly(Methyl
Methacrylate) Thin Films Doped with Rhodamine 6G Dye. Opt.
Mater. Express 2017, 7, 4286−4295.
(25) Förster, Th. Zwischenmolekulare Energiewanderung und
Fluoreszenz. Ann. Phys. 1948, 437, 55−75.
(26) Blankenship, R. E.Antenna Complexes and Energy Transfer
Processes. Molecular Mechanisms of Photosynthesis; Blackwell Science
Ltd, 2002; pp 61−94.
(27) Scholes, G. D. Long-Range Resonance Energy Transfer in
Molecular Systems. Annu. Rev. Phys. Chem. 2003, 54, 57−87.
(28) Berera, R.; van Grondelle, R.; Kennis, J. T. M. Ultrafast
Transient Absorption Spectroscopy: Principles and Application to
Photosynthetic Systems. Photosynth. Res. 2009, 101, 105−118.
(29) Lakowicz, J.Fluorescence Anisotropy. Principles of Fluorescence

Spectroscopy; Springer, 2006; pp 353−382.

(30) Ahn, T.-S.; Wright, N.; Bardeen, C. J. The Effects of
Orientational and Energetic Disorder on Forster Energy Migration
along a One-Dimensional Lattice. Chem. Phys. Lett. 2007, 446, 43−48.
(31) Gaab, K. M.; Bardeen, C. J. Wavelength and Temperature
Dependence of the Femtosecond Pump−Probe Anisotropies in the
Conjugated Polymer MEH-PPV: Implications for Energy-Transfer
Dynamics. J. Phys. Chem. B 2004, 108, 4619−4626.
(32) Penzkofer, A.; Wiedmann, J. Orientation of Transition Dipole
Moments of Rhodamine 6G Determined by Excited State Absorption.
Opt. Commun. 1980, 35, 81−86.
(33) Gillespie, D. T. Exact Stochastic Simulation of Coupled
Chemical Reactions. J. Phys. Chem. 1977, 81, 2340−2361.
(34) Gillespie, D. T. A General Method for Numerically Simulating
the Stochastic Time Evolution of Coupled Chemical Reactions. J.
Comput. Phys. 1976, 22, 403−434.
(35) Gillespie, D. T. Stochastic Simulation of Chemical Kinetics.

Annu. Rev. Phys. Chem. 2007, 58, 35−55.
(36) Burghardt, T. P.; Lyke, J. E.; Ajtai, K. Fluorescence Emission
and Anisotropy from Rhodamine Dimers. Biophys. Chem. 1996, 59,
119−131.
(37) Smith, T. A.; Irwanto, M.; Haines, D. J.; Ghiggino, K. P.; Millar,
D. P. Time-Resolved Fluorescence Anisotropy Measurements of the
Adsorption of Rhodamine-B and a Labelled Polyelectrolyte onto
Colloidal Silica. Colloid Polym. Sci. 1998, 276, 1032−1037.
(38) Advanced Anisotropy Concepts. In Principles of Fluorescence

Spectroscopy; Lakowicz, J. R., Ed.; Springer US: Boston, MA, 2006; pp
413−441.
(39) Lee, E. M. Y.; Tisdale, W. A.; Willard, A. P. Can Disorder
Enhance Incoherent Exciton Diffusion? J. Phys. Chem. B 2015, 119,
9501−9509.
(40) Akselrod, G. M.; Prins, F.; Poulikakos, L. V.; Lee, E. M. Y.;
Weidman, M. C.; Mork, A. J.; Willard, A. P.; Bulovic,́ V.; Tisdale, W.
A. Subdiffusive Exciton Transport in Quantum Dot Solids. Nano Lett.
2014, 14, 3556−3562.
(41) Li, X.; Buda, F.; de Groot, H. J. M.; Sevink, G. J. A. Dynamic
Disorder Drives Exciton Transfer in Tubular Chlorosomal Assem-
blies. J. Phys. Chem. B 2020, 124, 4026−4035.
(42) Taylor, E. L.; Metcalf, K. J.; Carlotti, B.; Lai, C.-T.; Modica, J.
A.; Schatz, G. C.; Mrksich, M.; Goodson, T. Long-Range Energy
Transfer in Protein Megamolecules. J. Am. Chem. Soc. 2018, 140,
15731−15743.
(43) Chávez, N. C.; Mattiotti, F.; Méndez-Bermu ́dez, J. A.;
Borgonovi, F.; Celardo, G. L. Disorder-Enhanced and Disorder-
Independent Transport with Long-Range Hopping: Application to
Molecular Chains in Optical Cavities. Phys. Rev. Lett. 2021, 126,
153201.
(44) Papiz, M. Z.; Prince, S. M.; Howard, T.; Cogdell, R. J.; Isaacs,
N. W. The Structure and Thermal Motion of the B800−850 LH2
Complex from Rps.Acidophila at 2.0Å Resolution and 100K: New
Structural Features and Functionally Relevant Motions. J. Mol. Biol.
2003, 326, 1523−1538.
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