
1 of 14Journal of Computational Chemistry, 2025; 46:e70096
https://doi.org/10.1002/jcc.70096

Journal of Computational Chemistry

RESEARCH ARTICLE OPEN ACCESS

UV Absorption Spectra of TAMRA and TAMRA Labeled 
Peptides: A Combined Density Functional Theory 
and Classical Molecular Dynamics Study
Mercedes Kukulka1 |  Barbara Pem2 |  Katarina Vazdar3 |  Lukasz Cwiklik3 |  Mario Vazdar4

1Faculty of Chemistry, Jagiellonian University, Krakow, Poland | 2Division for Organic Chemistry and Biochemistry, Ruđer Bošković Institute, Zagreb, 
Croatia | 3J. Heyrovský Institute of Physical Chemistry of the Czech Academy of Sciences, Prague, Czech Republic | 4Department of Mathematics, 
Informatics and Cybernetics, University of Chemistry and Technology, Prague, Czech Republic

Correspondence: Mario Vazdar (mario.vazdar@vscht.cz)

Received: 3 November 2024 | Revised: 28 February 2025 | Accepted: 18 March 2025

Funding: This work was supported by COST (European Cooperation in Science and Technology) (CA21169), Ministerstvo Školství, Mládeže a Tělovýchovy, 
e- INFRA CZ (ID: 90254), Project OPEN- 28- 18, Grantová Agentura České Republiky (22- 27317K), Hrvatska Zaklada za Znanost (UIP- 2020- 02- 7669), and 
Infrastruktura PL- Grid (PLG/2024/016941).

Keywords: fluorescent probes | molecular dynamics simulations | time- dependent density functional theory | UV absorption spectra

ABSTRACT
This study explores the structural and electronic factors affecting the absorption spectra of 5- carboxy- tetramethylrhodamine 
(TAMRA) in water, a widely used fluorophore in imaging and molecular labeling in biophysical studies. Through molecular 
dynamics (MD) simulations and density functional theory (DFT) calculations, we examine TAMRA UV absorption spec-
tra together with TAMRA- labeled peptides (Arg9, Arg4, Lys9). We found that DFT calculations with different functionals 
underestimate TAMRA maximum UV absorption peak by ~100 nm, resulting in the maximum at ca. 450 nm instead of the 
experimental value of ca. 550 nm. However, incorporating MD simulation snapshots of TAMRA in water, the UV maximum 
peak shifts and is in close agreement with the experimental results due to the rotation of TAMRA N(CH3)2 groups, effectively 
captured in MD simulations. The method is used to estimate the UV absorption spectra of TAMRA- labeled peptides, matching 
experimental values.

1   |   Introduction

Understanding the behavior of fluorescent probes at the molec-
ular level is crucial for their effective application in biophysi-
cal research on model biological systems and living cells [1, 2]. 
5- Carboxytetramethylrhodamine (TAMRA), a widely used flu-
orophore, plays a significant role in fluorescence imaging, mo-
lecular labeling, and biophysical assays due to its strong UV 
absorption and bright fluorescence emission [3]. To maximize 
the utility of TAMRA in model biological systems, it is useful 
to explore the structural and electronic properties that govern 
its absorption spectra. Molecular dynamics (MD) simulations, 
combined with density functional theory (DFT) calculations, 

provide a powerful approach for investigating these properties at 
an atomic level, enabling insights into the relationship between 
TAMRA structure and its UV absorption behavior. So far, a de-
tailed structural and computational analysis of TAMRA in cor-
relation with its UV absorption spectra has not been published, 
although other probes, such as PRODAN [4] and BODIPY [5], 
have been studied in the literature.

TAMRA and TAMRA- labeled molecule UV absorption spectra 
are primarily determined by their electronic transitions, which 
are influenced by the fluorophore conformation and interac-
tions with its environment. TAMRA is often conjugated in 
biological systems to biomolecules such as proteins or nucleic 
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acids [6, 7], where solvent effects, binding interactions, and 
local molecular conformations may alter its structural dynam-
ics. MD simulations allow for detailed modeling of TAMRA 
structural flexibility in different environments, while compu-
tational methods such as time- dependent density functional 
theory (TD- DFT) can predict the absorption spectra based on 
these structures. Such insights are essential for optimizing 
TAMRA use as a probe in various biological contexts, from 
fluorescence resonance energy transfer (FRET) [8] to live- cell 
imaging [9]. Moreover, understanding how TAMRA absorp-
tion spectrum shifts under different conditions can aid in de-
signing improved fluorophores with enhanced performance in 
complex biological systems.

This study combines DFT calculations and MD simulations, 
comparing them with experimental UV–vis spectral analy-
sis to elucidate the structural factors that affect TAMRA and 
TAMRA- labeled peptides (Arg9, Arg4, and Lys9) UV absorption 
characteristics. First, we use TD- DFT calculations of TAMRA 
in the PCM continuum water model [10, 11] to establish the op-
timal DFT functional for calculating absorption spectra. In the 
next step, instead of PCM geometries, we use snapshots from 
MD simulations to compare the results with the experimental 
UV–vis spectra and examine in detail the differences between 
the two approaches.

2   |   Methods

2.1   |   Density Functional Theory Calculations

(TD- )DFT calculations of TAMRA and TAMRA- labeled pep-
tides were performed using the Gaussian 16 package, revi-
sion A.03 [12]. The optimized geometries in the ground state 
were obtained using a gradient (BP86 [13, 14], BLYP [13, 15]), 
meta- gradient (TPSS [16]), meta- hybrid (M06- 2X [17], TPSSh 
[16, 18]), and hybrid (PBE0 [19], B3LYP [20], CAM- B3LYP 
[21], wB97XD [22]) functionals. The DFT approach with 
Grimme's D3 dispersion scheme and Becke- Johnson BJ damp-
ing (referred to as DFT- D3BJ; D3 for the M06- 2X functional 
as empirical parameters for a BJ- damped D3 correction are 
not available) was also employed [23, 24]. The split- valence 
double- ζ and triple- ζ basis sets, including one set of polariza-
tion functions for all atoms or only for non- hydrogen atoms as 
well as diffuse functions, were used: 6- 31+G(d), 6- 311+G(d,p), 
6- 311G(d,p) [25, 26], and aug- cc- pVDZ [27–29]. Subsequent 
TD- DFT calculations of UV–vis absorption spectra were per-
formed at the same level of theory. The absorption calcula-
tions covered 3, 5, and 20 (for confirmation) lowest- energy 
singlet excited states, and the corresponding UV–vis spectra 
were simulated as the sums of Gaussian functions centered 
at the vertical excitation energies and scaled using the com-
puted oscillator strengths with the half- width at half- height 
factor set to 0.1 eV. Solvent effects were included in all cal-
culations using the polarizable continuum model (PCM) for 
water (ε = 78.3553) [11, 30]. To better assess the accuracy of 
the DFT results regarding conformational preferences of 
TAMRA, geometry optimization calculations were carried out 
at the Møller–Plesset second- order perturbation theory (MP2) 
level [31], employing the resolution- of- identity (RI) approxi-
mation for MP2 integrals. The cc- pVTZ basis set [27] and the 

corresponding cc- pVTZ/C RI- C auxiliary basis set [32] were 
used alongside the conductor- like PCM model (CPCM) for 
water [11]. MP2 calculations were performed using the ORCA 
software (version 5.0.4) [33].

2.2   |   Molecular Dynamics Simulations

Simulations of TAMRA and TAMRA- labeled peptides in water 
were conducted using classical MD simulations. The param-
eters for the TAMRA residue were obtained from CGenFF 
[34]. The charges were adjusted to ensure the symmetric dis-
tribution throughout the tricyclic segment due to its resonant 
properties, as seen in Refs [35, 36] and the total charge of 
TAMRA was −1. The amino acid parameters were taken from 
the CHARMM36m force field [37], and the TIP3P model was 
used for water [38]. The simulation boxes contained one mol-
ecule of either TAMRA- Arg4, TAMRA- Arg9, TAMRA- Lys9, or 
TAMRA alone, solvated with 4105, 9668, 9855, or 1925 waters, 
respectively. Na+ or Cl− ions were added to ensure neutrality. 
Following minimization, the systems were heated to 298 K 
for 200 ps in the NVT ensemble. The production was run for 
20 ns in the NpT ensemble with the Nosé–Hoover thermostat 
(coupling constant of 1 ps), and the pressure was kept at 1 bar 
with the Parrinello–Rahman barostat (coupling constant of 
2 ps). Long- range electrostatic interactions were handled by 
the particle mesh Ewald (PME) method. The interaction cutoff 
was 1.2 nm, with the switching function employed after 1 nm. 
LINCS was used to constrain the bonds involving hydrogen, 
allowing for the 2 fs time step. 3D periodic boundary condi-
tions were used throughout. All simulations were conducted in 
GROMACS 2020 [39].

20 ps of MD simulations of a simplified TAMRA model, 
3- (dimethylamino)phenolate with charge −1, and solvated with 
50 water molecules were performed using Born–Oppenheimer 
molecular dynamics (BOMD) at the B3LYP/6- 31G(d) level of 
theory and a 1 fs time step. Spherical boundary conditions were 
applied, keeping constant density in the system of 1 kg dm−3 and 
a force constant of 1.0 kcal mol−1 Å−2 needed to prevent water 
evaporation. The temperature was maintained at 300 K using 
a velocity- rescale thermostat [40] with a rescaling frequency 
of every 10 fs. The BOMD simulations were performed using 
Terachem 1.9.3 software [41, 42].

2.3   |   Experiments

TAMRA was purchased from Sigma- Aldrich. 5(6)- Carboxytetr
amethylrhodamine- (Lys)9- OH (or TAMRA- Lys9), 5(6)- carboxyt
etramethylrhodamine (Arg)4- OH (or TAMRA- Arg4) and 5(6)- c
arboxytetramethylrhodamine- (Arg)9- OH (TAMRA- Arg9) were 
synthesized according to the published protocol.

Absorption spectra were recorded on a Shimadzu UV2600 
spectrometer at room temperature. The selected compounds 
were prepared as 5 μM solutions in phosphate- buffered saline 
(PBS). PBS was prepared by dissolving 1x PBS tablets (Merck, 
Darmstadt, Germany) in Milli- Q (MQ) water, filtered, at pH 7.4. 
All the spectra were measured in 1 mL quartz cuvettes (path 
length 10 mm) and collected in 1 nm steps.
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3   |   Results and Discussion

3.1   |   Optimized Geometry in the Ground State

To establish a computationally efficient yet reliable protocol for 
describing the absorption properties of TAMRA- labeled pep-
tides, initial test calculations were performed on the TAMRA 
dye. The key aspects addressed include (i) the choice of DFT 
functional, (ii) the size of the basis set and the necessity of dif-
fuse functions, (iii) the need for dispersion correction, and (iv) 
the number of excited states considered.

The DFT geometry optimization calculations for TAMRA in 
the ground state, considering different orientations of the di-
carboxyphenyl and dimethylamine groups with respect to the 
xanthene fragment, resulted in a similar structure, regardless of 
the computational details used (DFT functional, basis set, dis-
persion correction), where the planar dicarboxyphenyl unit is 
nearly perpendicular to the planar 3- N,3- N,6- N,6- N- tetrameth
yl- 9H- xanthene- 3,6- diamine moiety (Figure 1). The correspond-
ing dihedral angle value varies from 91° to 99°. An exception 
is observed with the M06- 2X functional, where it is somewhat 
lower: 73° with D3 correction and 82° without. MP2 calculations 
confirmed conformational preferences. See Table 1 for the full 
set of data.

3.2   |   UV–Vis Spectra

As shown in Figure  2, in the low energy range, the experi-
mental spectrum of the TAMRA dye exhibits a strong absorp-
tion band centered at 550 nm, followed by a less intense band 
around 510 nm, with non- zero absorption intensity extending up 
to approximately 400 nm. The best reproduction of the spectral 
features in the low- energy range was achieved with B3LYP, de-
spite a 90 nm blue shift compared to the experimental spectrum 
(Figure 2). However, a hypsochromic shift of the lowest- energy 
band is observed for all tested functionals, the most significant 

for the long- range corrected functionals due to their range- 
separated exact- exchange contribution. Among the GGA and 
meta- GGA functionals, the intense absorption band is closest to 
the experimental results; however, the first excitation with low 
oscillator strength occurs beyond 600 nm or even 700 nm in the 
case of GGA functionals (see Table 2).

Table  2 indicates that, for B3LYP calculations, the lowest- 
energy band in the absorption spectrum originates from 
Excitation 1, which can be assigned to a π–π* transition 
from  the highest- occupied molecular orbital (HOMO) to 
the lowest- unoccupied molecular orbital (LUMO), localized 
within the 3- N,3- N,6- N,6- N- tetramethyl- 9H- xanthene- 3,6- dia
mine fragment (see Figure 3). The second band is dominated 
by Excitation 2, which can be described as a HOMO- 1- to- 
LUMO transition, involving charge transfer (CT) from the car-
boxylate group to the xanthene moiety. The assignments are 
consistent for the other DFT functionals (Figure S1); namely, 
the most intense excitation exhibits a pure π–π* character, 

FIGURE 1    |    Optimized ground- state structure of TAMRA (B3LYP/6- 
31+G(d)/PCM(H2O)) with the relevant dihedral angles marked (see 
Table 1 for the values).

TABLE 1    |    Selected dihedral angle values (in °) for optimized 
structures of TAMRA using different DFT functionals.

Functional dPh dCOO dCOO′ dNMe2 dNMe2′

6- 31+G(d)/PCM(H2O)

BP86 96.9 −0.3 −1.8 −0.1 −0.1

BLYP 96.2 −0.7 −2.4 0.5 −0.2

TPSS 96.7 −0.3 −1.7 −0.0 −0.1

B3LYP 91.5 3.6 −0.7 0.1 −0.3

PBE0 98.4 −2.6 1.6 0.0 −0.2

TPSSh 96.5 −0.8 −1.6 0.0 −0.2

M06- 2X 82.1 11.7 0.6 0.2 −0.3

CAM- 
B3LYP

95.5 −1.7 −1.6 0.1 −0.3

wB97XD 91.2 3.9 −0.8 0.1 −0.2

D3(BJ)/6- 311+G(d,p)/PCM(H2O)

BP86 97.6 −0.6 −2.0 0.1 −0.2

BLYP 97.9 −2.5 −3.1 0.3 −0.4

TPSS 97.2 −0.5 −1.7 0.1 −0.2

B3LYP 98.5 −3.5 1.6 0.2 −0.4

PBE0 98.7 −2.8 1.5 0.1 −0.2

TPSSh 99.3 −2.4 1.7 0.1 −0.2

M06- 2X 72.7 23.2 1.2 0.3 −0.4

CAM- 
B3LYP

97.5 −3.2 1.6 0.2 −0.3

MP2/cc- pVTZ/CPCM(H2O)

97.5 −3.2 1.6 0.2 −0.3

Note: For clarity, only results with the 6- 31+G(d) basis set (without dispersion 
correction) and for 6- 311+G(d,p) (with D3BJ correction, D3 for M06- 2X) are 
shown. For comparison, the results from MP2 are presented. See Figure 1 for the 
dihedral angle designation.
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while the remaining excitations are characterized as either CT 
or partial CT (pCT).

To investigate the sensitivity of the calculated absorption 
spectrum of the dye to the size of the basis set and the in-
troduction of dispersion correction, additional test compu-
tations were performed using B3LYP with various basis sets 
and with/without dispersion correction. The spectra obtained 
with the split- valence double- ζ basis set, 6- 31+G(d), are nearly 
indistinguishable from those based on calculations using 
the larger triple- ζ 6- 311+G(d,p) basis set as well as Dunning 
aug- cc- pVDZ (Figure  4). Similarly, applying the D3BJ dis-
persion correction during geometry optimization has only 
a minor impact on the spectrum, resulting in a blue shift of 
the lowest- energy band by approximately 5 nm. As expected, 
diffuse functions are necessary, as simulations without them 
result in the two excitations being too close in energy, with the 
higher- energy excitation having too low oscillator strength to 
be distinguished as separate bands in the spectrum (Figure 4, 
Table 3).

Since the two lowest- energy excited states account for the 
longest- wavelength part of the spectrum in the case of B3LYP, 
we investigated whether higher- energy states influence this 
spectral range. To test this, calculations involving 3 and 20 ex-
citations were performed. The results are presented in Figure 5. 
We show that reproducing the spectral features above 450 nm 
requires including only the three lowest- lying excited states, 

which should significantly reduce the computational cost for 
TAMRA- labeled peptides.

Based on the series of tests, B3LYP with the 6- 31+G(d) basis 
set, without dispersion correction, and involving only the three 
lowest- lying excited states, provides an optimal balance of com-
putational efficiency and accuracy in reproducing the spectral 
characteristics of TAMRA. Larger basis sets and dispersion cor-
rections, as well as including more excited states, did not im-
prove the results. Therefore, this computational protocol will be 
used in further studies.

Given that the experimental spectra were measured in water, 
the impact of explicit solvent molecules on the UV–vis spec-
trum was investigated. To this end, 10 clusters consisting of 
the fluorophore and four water molecules each were prepared. 
These clusters were selected from snapshots of MD simula-
tions where the water molecules were in close proximity to 
the amine groups of TAMRA. Geometry optimizations of 
each cluster resulted in structures consistent with those ob-
tained from continuum solvent calculations, specifically fea-
turing a planar 3- N,3- N,6- N,6- N- tetramethyl- 9H- xanthene- 3,
6- diamine moiety. In the studied clusters, although the water 
molecules engage in hydrogen bonding with the carboxylate 
groups and form weak contacts with the aromatic xanthene 
rings (Figure  S2), these interactions do not influence the 
lowest- energy band of the UV–vis spectrum or the frontier 
MOs (Figure S3).

3.3   |   UV–Vis Spectra Averaged for Selected MD 
Snapshots

In Figure  6, the simulated UV–vis absorption spectra for 
TAMRA averaged over 10, 20, and 100 randomly selected snap-
shots from MD simulation are shown. As expected, the lowest- 
energy band broadens compared to the spectrum obtained for 
the DFT- optimized structure, and the two bands are not dis-
tinctly separated. Additionally, there is some absorption in-
tensity at longer wavelengths than the main absorption peak, 
indicating that certain conformations exhibit lower- lying exci-
tations with non- negligible oscillator strengths. However, the 
position of the maximum shifts for the spectrum averaged over 
10 snapshots is closer to the experimental data and even more so 
for 20 snapshots. Notably, neither selection of a different set of 
snapshots nor increasing their number to 100 results in further 
improvement (Figures 6 and S4).

To elucidate the origins of the absorption response, we an-
alyzed the deviations in dihedral angles between the dicar-
boxylate phenyl moiety and xanthene, dimethylamine and 
xanthene, as well as between the carboxylate group and phenyl 
(see Figure 1 for the definition of dihedral angles) across 100 
MD snapshots, comparing them to the values obtained from 
the optimized B3LYP structure. The results are presented in 
Figure 7. As shown in Figure 7, for the phenyl group, the ma-
jority of conformations are nearly perpendicular to xanthene, 
similar to the DFT- optimized structure, with deviations of up 
to 20°. In the case of the carboxylate group, most conforma-
tions exhibit a twist of approximately 10°–15° relative to the 
phenyl ring. For the dimethylamine moiety, a wider variety 

FIGURE 2    |    TD- DFT simulated UV–vis spectra for TAMRA calcu-
lated at different functionals (6- 31+G(d)/PCM(H2O); five excited states) 
along with the experimental spectrum in PBS. Calculated excitation en-
ergies and oscillator strengths are represented as stick spectra.
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of conformations is observed, with deviations from the opti-
mized structure of up to 100°, with a density peak around 40° 
(see Figure S5 for rotamer populations).

3.4   |   UV–Vis Spectra for Different Conformations 
of TAMRA

To further investigate the influence of structural changes on the 
absorption characteristics of the dye, constrained calculations 
were performed for the B3LYP- optimized structure by rotating 
the phenyl, carboxylate, and amine groups. The results, shown 
in Figure 8, reveal that these structural variations have a signif-
icant impact on the spectral lines.

As seen in Figure  8A, the rotation of the dicarboxylate phe-
nyl moiety leads to a gradual exchange of intensity between 
the two  lowest- energy excitations, accompanied by a notice-
able red  shift of the lowest- energy band. While the overall 

TABLE 2    |    Selected excitations and corresponding occupied → unoccupied molecular orbital (MO)- pair contributions (> 10%) for TAMRA.

Functional Excit. no. E (eV) λ (nm) f Occ no. Unocc. no. (%) Character

BP86 1 1.73 718 0.0055 113 114 99.9 CT

2 2.13 581 0.0016 110 114 94.9 CT

3 2.17 571 0.0508 111 114 73.0 CT

109 114 18.1 pCT

4 2.38 521 0.6351 112 114 95.2 π–π*

BLYP 1 1.70 730 0.0054 113 114 99.9 CT

2 2.04 607 0.0340 111 114 75.3 CT

110 114 15.1 CT

3 2.13 582 0.0208 110 114 82.8 CT

4 2.35 527 0.6099 112 114 91.2 π–π*

TPSS 1 1.88 659 0.0048 113 114 99.9 CT

2 2.27 547 0.0016 110 114 98.7 CT

3 2.30 538 0.0554 111 114 75.8 CT

109 114 18.5 pCT

4 2.47 502 0.6713 112 114 95.7 π–π*

B3LYP 1 2.69 461 0.8692 113 114 98.6 π–π*

2 2.92 424 0.1259 112 114 95.1 pCT

PBE0 1 2.79 445 0.8993 113 114 98.5 π–π*

2 3.15 393 0.1809 112 114 95.2 pCT

TPSSh 1 2.54 489 0.0028 112 114 99.6 π–π*

2 2.63 471 0.7810 113 114 97.9 CT

M06- 2X 1 2.91 426 1.0537 113 114 97.1 π–π*

2 3.74 332 0.0598 112 114 77.4 π–π*

3 3.91 317 0.1513 111 114 73.1 pCT

CAM- B3LYP 1 2.97 417 1.0384 113 114 96.3 π–π*

2 3.74 332 0.1898 112 114 90.4 pCT

wB97XD 1 3.00 413 1.0368 113 114 95.1 π–π*

2 3.73 332 0.2229 112 114 84.4 pCT

Note: DFT/6- 31+G(d)/PCM(H2O) calculations involving five lowest- energy excited states.

FIGURE 3    |    Isosurfaces (± 0.03 au) of MOs involved in the dominant 
transitions of TAMRA. B3LYP/6- 31+G(d)/PCM(H2O) calculations.
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assignment of both bands remains unchanged, there is a de-
crease in the CT character of the second excitation (Table  4, 
Figure 9). An inspection of the frontier MOs energies (Figure 9) 
reveals that the redshift of the first band is primarily due to 
a reduction in the HOMO- LUMO gap, driven by increased 
destabilization of the HOMO and, to a lesser extent, LUMO 
stabilization.

For the carboxylate group rotation, at a 30° twist, Excitations 1 
and 2 are mixed (Figure 8B), showing nearly equal contributions 
from HOMO- to- LUMO and HOMO- 1- to- LUMO transitions, 
with similar intensities (Table 4). As the rotation progresses, the 
two low- energy bands switch assignments: Excitation 2 becomes 
HOMO- to- LUMO, maintaining the same position and intensity 
as Excitation 1 before the exchange, while Excitation 1 shifts to 
HOMO- 1- to- LUMO with a pure CT character (Figure 10), which 
may explain its diminishing intensity. The red shift of the latter 
can be attributed to an increase in the HOMO- 1 energy, while 
the energy of LUMO decreases (as that of HOMO, explaining 
why the more intense band position remains unchanged).

In the case of the dimethylamine group rotation, similar be-
havior is observed as with the phenyl moiety rotation—namely, 
the exchange of intensities and a redshift of the lowest- energy 
band (Figure  8C). When the dimethylamine group is rotated 
by 90° relative to the xanthene moiety, the lowest- energy band 
disappears as the oscillator strength of Excitation 1 drops to 
zero (Table  4). This is due to a change in the electron density 
distribution of the HOMO from being delocalized across the 
entire π–electron system to becoming localized on the twisted 
dimethylamine group (Figure  11). Consequently, Excitation 1 
changes from a pure π–π* transition to a CT transition. The red 
shift of the lowest- energy band, along with the smaller shift of 
the second band, is primarily due to LUMO stabilization.

The discrepancy between the absorption spectra of DFT- 
optimized structures and averaged spectra from MD simula-
tions can be explained by differences in the dimethylamine 
group orientation. In MD simulations, the most probable 
angle of this group is shifted by about 40°–60° relative to the 

FIGURE 4    |    TD- DFT simulated UV–vis spectra of TAMRA for the 
five lowest- energy excited states, calculated using B3LYP with and 
without D3BJ dispersion correction, employing a continuum solvent 
model for water and different basis sets.

TABLE 3    |    Selected excitations and corresponding occupied → unoccupied MO- pair contributions (> 10%) for TAMRA.

Basis set Dispersion correction Excit. no. E (eV) λ (nm) f Occ no. Unocc no. (%)

6- 31+G(d) D3BJ 1 2.71 458 0.8659 113 114 98.6

2 2.98 416 0.1413 112 114 94.6

6- 311+G(d,p) — 1 2.70 460 0.8733 113 114 98.5

2 2.93 423 0.1296 112 114 95.3

6- 311+G(d,p) D3BJ 1 2.71 457 0.8705 113 114 98.5

2 2.98 416 0.1392 112 114 95.1

6- 311G(d,p) — 1 2.72 456 0.0013 112 114 99.4

2 2.75 451 0.7715 113 114 96.3

3 2.88 431 0.1131 111 114 65.0

110 114 25.6

6- 311G(d,p) D3BJ 1 2.62 474 0.0014 113 114 99.3

2 2.71 458 0.1014 111 114 85.3

3 2.73 454 0.7474 112 114 92.8

aug- cc- pVDZ — 1 2.68 463 0.8668 113 114 98.5

2 2.92 425 0.1295 112 114 95.3

Note: Calculations involving the five lowest- energy excited states were performed using B3LYP with the PCM solvent model for water, both with and without 
dispersion correction, and employing different basis sets. For results from 6- 31+G(d) basis set without D3BJ, see Table 2.
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optimized DFT structure (Figure  7), resulting in a redshift of 
nearly 80 nm in the peak position (Figure 8C) and significantly 
improving agreement with experimental spectra. This shift is 
a result mainly of LUMO stabilization (from −2.79 eV at planar 
geometry to −2.92 eV at the angle of 45°) rather than destabi-
lization of HOMO orbitals (from −5.74 to −5.73 eV at the same 
angles) as seen in Figure 11. In contrast, the phenyl and carboxyl 
groups (Figure  8A,B) show minimal deviation from the opti-
mized DFT structure, thus having no significant effect on the 
simulated UV spectra. The calculated rotational barrier for the 
dimethyl group in TAMRA B3LYP PCM calculations is below 
12 kcal/mol and can be practically overcome at room tempera-
ture, although the vast majority of the conformations remain 
planar (Figure S6). Therefore, the rotational flexibility of the di-
methylamine group is effectively captured only in classical MD 

simulations, accounting for the improved match of calculated 
spectra with experimental data.

To check whether the dihedral angle of the dimethylamine 
group is indeed well described in the CGenFF force field used 
in classical MD simulations with explicit water molecules, we 
performed BOMD simulations at the B3LYP/6- 31G(d) level of 
theory with a TAMRA model, 3- (dimethylamino)phenolate 
(Figure  12A). The analysis of 20 ps of BOMD simulations re-
vealed that the dihedral angle of the dimethylamine group is 
not planar, in contrast to PCM simulations without explicit 
water molecules or with four explicit water molecules, where 
the dihedral angle of the dimethylamine group was planar. 
The example of an MD snapshot observed in BOMD simula-
tions is visualized in Figure  12B, whereas the distribution of 

FIGURE 5    |    TD- DFT (B3LYP/6- 31+G(d)/PCM(H2O)) simulated UV–vis spectra for TAMRA, calculated with a varying number of excited states.

FIGURE 6    |    Experimental and simulated (based on B3LYP/6- 31+G(d)/PCM(H2O) calculations, averaged over 10, 20, and 100 MD snapshots) 
UV–vis spectra for TAMRA.
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8 of 14 Journal of Computational Chemistry, 2025

the dihedral angle during the BOMD simulation of the dime-
thylamine group is shown in Figure  12C. The results show 
that the dihedral angle of the dimethylamine group is not 
planar, and it assumes the most probable value of ca 20°. This 

is a consequence of explicit water solvation, which results in 
the reorientation of the dimethylamine group to better inter-
act with neighboring water molecules. Also, this group is quite 
floppy, assuming values up to 90°. These results further show 
that classical MD simulations of TAMRA with explicit water 
molecules capture the flexibility of the dihedral angle of the di-
methylamine group quite well. Importantly, the TAMRA model 
without explicit water in the PCM continuum model resulted in 
the planar structure (Figure 12A).

Taking BOMD simulation results into account, we show that 
the force field parameterization of the dihedral angle of the di-
methylamine group in classical MD simulations is qualitatively 
(and quantitatively to some level) correct and is the reason for 
the existence of non- planar TAMRA structures in explicit water 
leading to the experimentally observed red shift in the TAMRA 
absorption spectrum compared to DFT PCM calculations of 
TAMRA without explicit solvation.

3.5   |   UV–Vis Spectra for TAMRA With Peptides

Figure 13 presents a comparison of the experimental and TD- 
DFT simulated UV–vis absorption spectra, averaged over 20 
MD snapshots, for both TAMRA and TAMRA- labeled pep-
tides. As shown in Figure  S4, it is not important which set 
of 20 configurations, out of 100, are taken to reproduce the 

FIGURE 7    |    Visualization of deviations in selected dihedral angles 
of TAMRA from 100 MD snapshots relative to the optimized DFT struc-
ture. The violin plots represent data distributions based on kernel densi-
ty estimation using Scott's rule as implemented in OriginPro 2024b [43].

FIGURE 8    |    TD- DFT simulated UV–vis spectra for TAMRA conformations, based on rotations of phenyl (A), carboxyl (B), and dimethylamine 
(C) groups by specified dihedral angles (see Figure 1 for the definition of dihedral angles). Calculated excitation energies and oscillator strengths are 
represented as stick spectra. B3LYP/6- 31+G(d)/PCM(H2O) calculations.

 1096987x, 2025, 8, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/jcc.70096 by R

uder B
oskovic Institute, W

iley O
nline L

ibrary on [14/04/2025]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense
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TABLE 4    |    Dominant excitations and corresponding occupied → unoccupied MO- pair contributions (> 10%) for TAMRA conformations, based on 
rotations around phenyl, carboxyl, and dimethylamine groups by a specified dihedral angles (Δd).

Rotated group Δd [°] Excit. no. E (eV) λ (nm) f Occ no. Unocc no. %

B3LYP/6- 31+G(d) 0 1 2.69 460 0.8695 113 114 98.6

2 2.92 424 0.1257 112 114 95.1

Ph 5 1 2.68 462 0.8498 113 114 97.9

2 2.92 424 0.1456 112 114 94.5

10 1 2.66 466 0.7848 113 114 96.0

2 2.92 425 0.2023 112 114 92.6

15 1 2.62 474 0.6893 113 114 93.5

2 2.91 427 0.2813 112 114 89.9

20 1 2.55 486 0.5837 113 114 91.0

2 2.89 429 0.3631 112 114 87.2

25 1 2.47 502 0.4839 113 114 89.2

2 2.88 431 0.4329 112 114 84.9

30 1 2.37 523 0.4004 113 114 88.2

2 2.86 433 0.4819 112 114 83.5

113 114 10.5

COO− 15 1 2.65 467 0.7715 113 114 92.7

2 2.83 438 0.1788 112 114 88.5

30 1 2.56 484 0.3733 113 114 58.1

112 114 39.5

2 2.71 457 0.5327 112 114 57.5

113 114 40.4

45 1 2.47 501 0.1101 112 114 73.2

113 114 25.1

2 2.65 468 0.7761 113 114 73.2

112 114 25.5

60 1 2.43 511 0.0308 112 114 90.1

2 2.61 474 0.8521 113 114 89.5

75 1 2.40 516 0.0094 112 114 96.6

2 2.60 477 0.8769 113 114 95.9

90 1 2.40 517 0.0072 112 114 97.5

2 2.59 478 0.8778 113 114 96.7

NMe2 15 1 2.68 463 0.8670 113 114 98.6

2 2.91 426 0.1267 112 114 94.8

30 1 2.63 471 0.8496 113 114 98.8

2 2.88 431 0.1306 112 114 93.8

45 1 2.55 486 0.7784 113 114 98.9

2 2.81 440 0.1442 112 114 92.1

(Continues)
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10 of 14 Journal of Computational Chemistry, 2025

calculated spectra of TAMRA in water. Therefore, we decided 
to take 20 snapshots to predict the experimental spectra of dif-
ferent TAMRA- labeled peptides since the calculations using 

100 snapshots are computationally prohibitive, especially 
for nona- peptides labeled with TAMRA. The calculated re-
sults are in agreement with the experimental results, and the 

Rotated group Δd [°] Excit. no. E (eV) λ (nm) f Occ no. Unocc no. %

60 1 2.38 522 0.5290 113 114 97.1

2 2.73 454 0.2044 112 114 88.8

75 1 2.04 608 0.1501 113 114 96.3

2 2.66 467 0.3026 112 114 84.8

110 114 10.3

90 1 1.80 691 0 113 114 98.1

2 2.63 472 0.3312 112 114 82.8

110 114 13.2

Note: B3LYP/6- 31+G(d)/PCM(H2O) calculations.

TABLE 4    |    (Continued)

FIGURE 9    |    Isosurfaces (± 0.03 au) of MOs involved in dominated transitions for TAMRA conformations, based on rotations of the phenyl group 
(A). The numbers listed are orbital energy values (in eV). B3LYP/6- 31+G(d)/PCM(H2O) calculations.

FIGURE 10    |    Isosurfaces (± 0.03 au) of MOs involved in dominated transitions for TAMRA conformations, based on rotations of the carboxyl 
group (B). The numbers listed are orbital energy values (in eV). B3LYP/6- 31+G(d)/PCM(H2O) calculations.
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11 of 14

attachment of TAMRA to peptides has no significant effect on 
the position of the lowest- energy spectral range, although the 
calculations do not accurately reproduce the relative intensity. 
The similarity between the spectra with and without attached 
peptides arises from the fact that the excitations contributing 
significant oscillator strength involve π–π* transitions within 
the aromatic region of the dye (Figures  3 and 11), and no 

further delocalization across the peptide moiety was observed. 
Importantly, our calculations for labeled peptides agree with 
the experimental spectra, where no differences in the absorp-
tion peaks are observed as well.

These results are helpful for biophysical studies with TAMRA- 
labeled peptides. In particular, TAMRA is often used as a 

FIGURE 11    |    Isosurfaces (± 0.03 au) of MOs involved in dominated transitions for TAMRA conformations, based on rotations of the dimethyl-
amine group (C). The numbers listed are orbital energy values (in eV). B3LYP/6- 31+G(d)/PCM(H2O) calculations.

FIGURE 12    |    Selected results for the simplified model of TAMRA: (A) the geometry optimized at the B3LYP/6- 31G(d)/PCM(H2O) level of theory; 
(B) a representative snapshot from the Born–Oppenheimer MD trajectory at B3LYP/6- 31G(d); (C) a visualization of deviations from planarity in the 
C–N–C–C dihedral angle (see (A)) from the MD snapshots. The violin plots represent data distributions based on kernel density estimation using 
Scott's rule as implemented in OriginPro 2024b [43].
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covalently labeled fluorescent probe in fluorescence investiga-
tions of cell- penetrating peptide translocation, where polyargi-
nine is one of the main subjects of interest [44]. It is, therefore, 
important to know how the UV response of TAMRA- labeled 
peptides compares to TAMRA itself. The current results show 
that the main contribution to the UV absorption spectrum of 
TAMRA is unchanged upon the addition of the peptide to the 
carboxyl group of TAMRA, regardless of the peptide structure 
or size. These results show that TAMRA can be used reliably 
in peptide labeling, especially with peptides with arginine and 
lysine residues. In future studies, it will be interesting to find 
out how other peptides used in fluorescence experiments, such 
as transmembrane proteins rich in tryptophane residues [45], 

influence the UV absorption spectra of TAMRA or other fluo-
rescent probes used in the community (Figure 14).

4   |   Conclusions

This study of the UV absorption spectra of TAMRA, using MD 
simulations and TD- DFT calculations, provides insights into 
how structural dynamics impact its spectral properties. Key 
findings reveal that the rotational flexibility of the dimethyl-
amine group in TAMRA plays a central role in its calculated 
absorption spectrum. MD simulations showed that the most 
probable angle of this group varies by 40°–60° from the opti-
mized geometry found with DFT, causing a redshift of nearly 
80 nm in the absorption peak, closely matching experimental 
UV–vis spectra. In contrast, the phenyl and carboxyl groups, 
with minimal orientation deviation, contribute little to UV ab-
sorption shifts, emphasizing the influence of the dimethylamine 
group in solvated environments. BOMD at the DFT level of the-
ory for the TAMRA model also confirmed that the rotational 
flexibility of the dimethylamine group in TAMRA occurs due 
to explicit solvation and interaction of the dimethylamine group 
with neighboring water molecules.

Additionally, attaching TAMRA to peptides (Arg4, Arg9, and 
Lys9) does not significantly change the position of the main UV 
absorption peak, a finding consistent in both simulations and 
experiments. Peptide conjugation leaves the π–π* transitions 
in the aromatic region of the dye unaffected, preserving fun-
damental absorption features, including the peak position and 
overall spectral shape. By achieving a close agreement with ex-
perimental spectra through MD simulation snapshots, the study 
highlights the potential of this approach to predict fluorophore 
absorption behavior in complex biological systems, guiding the 
design of optimized probes for diverse research applications.

FIGURE 13    |    Experimental and simulated (based on B3LYP/6- 
31+G(d)/PCM(H2O) calculations, averaged over 20 MD snapshots) UV–
vis spectra for TAMRA and TAMRA- labeled peptides (TAMRA- Arg4, 
TAMRA- Arg9, TAMRA- Lys9).

FIGURE 14    |    Representative isosurfaces (± 0.03 au) of frontier MOs involved in the dominant transition of TAMRA- Arg4 obtained with B3LYP/6- 
31+G(d)/PCM(H2O) calculations.

 1096987x, 2025, 8, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/jcc.70096 by R

uder B
oskovic Institute, W

iley O
nline L

ibrary on [14/04/2025]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense



13 of 14

Acknowledgments

M.K. gratefully acknowledges Polish high- performance computing infra-
structure PLGrid (HPC Center: ACK Cyfronet AGH) for providing computer 
facilities and support within computational grant no. PLG/2024/016941. 
B.P thanks the support from Croatian Science Foundation, project no. UIP- 
2020- 02- 7669. K.V. and L.C. acknowledge the Czech Science Foundation 
for support via grant number 22- 27317K. M.V. acknowledges support by 
the Ministry of Education, Youth and Sports of the Czech Republic through 
the e- INFRA CZ (ID: 90254), Project OPEN- 28- 18. The authors would also 
like to acknowledge the contribution of COST Action CA21169, supported 
by COST (European Cooperation in Science and Technology). Open access 
publishing facilitated by Vysoká skola chemicko- technologická v Praze, as 
part of the Wiley -  CzechELib agreement.

Data Availability Statement

The data that support the findings of this study are available from the 
corresponding author upon reasonable request.

References

1. A. S. Waggoner and L. Stryer, “Fluorescent Probes of Biological Mem-
branes,” Proceedings of the National Academy of Sciences of the United 
States of America 67, no. 2 (1970): 579–589.

2. D. Wu, A. C. Sedgwick, T. Gunnlaugsson, E. U. Akkaya, J. Yoon, and 
T. D. James, “Fluorescent Chemosensors: The Past, Present and Fu-
ture,” Chemical Society Reviews 46, no. 23 (2017): 7105–7123.

3. I. D. Johnson, Molecular Probes Handbook: A Guide to Fluorescent 
Probes and Labeling Technologies (Life Technologies Corporation, 2010).

4. L. Cwiklik, A. J. A. Aquino, M. Vazdar, et al., “Absorption and Fluo-
rescence of PRODAN in Phospholipid Bilayers: A Combined Quantum 
Mechanics and Classical Molecular Dynamics Study,” Journal of Physi-
cal Chemistry A 115, no. 41 (2011): 11428–11437.

5. P. Rybczynski and A. Kaczmarek- Kȩdziera, “BODIPY Dimers: Struc-
ture, Interaction, and Absorption Spectrum,” Structural Chemistry 32, 
no. 3 (2021): 953–965.

6. C. Obermaier, A. Griebel, and R. Westermeier, “Principles of Protein La-
beling Techniques,” Methods in Molecular Biology 2261 (2021): 549–562.

7. M. S. Goncalves, “Fluorescent Labeling of Biomolecules With Or-
ganic Probes,” Chemical Reviews 109, no. 1 (2009): 190–212.

8. D. Renciuk, J. Zhou, L. Beaurepaire, A. Guedin, A. Bourdoncle, and J. 
L. Mergny, “A FRET- Based Screening Assay for Nucleic Acid Ligands,” 
Methods 57, no. 1 (2012): 122–128.

9. K. Kawai, E. Matsutani, A. Maruyama, and T. Majima, “Probing the 
Charge- Transfer Dynamics in DNA at the Single- Molecule Level,” Jour-
nal of the American Chemical Society 133, no. 39 (2011): 15568–15577.

10. A. V. Marenich, C. J. Cramer, and D. G. Truhlar, “Universal Solvation 
Model Based on Solute Electron Density and on a Continuum Model of 
the Solvent Defined by the Bulk Dielectric Constant and Atomic Surface 
Tensions,” Journal of Physical Chemistry B 113, no. 18 (2009): 6378–6396.

11. J. Tomasi, B. Mennucci, and R. Cammi, “Quantum Mechanical 
Continuum Solvation Models,” Chemical Reviews 105, no. 8 (2005): 
2999–3094.

12. M. J. Frisch, G. W. Trucks, H. B. Schlegel, et al., Gaussian 16, Revi-
sion B.01 (Gaussian, Inc, 2016).

13. A. D. Becke, “Density- Functional Exchange- Energy Approximation 
With Correct Asymptotic Behavior,” Physical Review A 38, no. 6 (1988): 
3098–3100.

14. J. P. Perdew, “Density- Functional Approximation for the Correlation 
Energy of the Inhomogeneous Electron Gas,” Physical Review B: Con-
densed Matter 33, no. 12 (1986): 8822–8824.

15. C. Lee, W. Yang, and R. G. Parr, “Development of the Colle- Salvetti 
Correlation- Energy Formula Into a Functional of the Electron Density,” 
Physical Review B 37, no. 2 (1988): 785–789.

16. J. Tao, J. P. Perdew, V. N. Staroverov, and G. E. Scuseria, “Climbing 
the Density Functional Ladder: Nonempirical Meta–Generalized Gradi-
ent Approximation Designed for Molecules and Solids,” Physical Review 
Letters 91, no. 14 (2003): 146401.

17. Y. Zhao and D. G. Truhlar, “The M06 Suite of Density Functionals 
for Main Group Thermochemistry, Thermochemical Kinetics, Nonco-
valent Interactions, Excited States, and Transition Elements: Two New 
Functionals and Systematic Testing of Four M06- Class Functionals 
and 12 Other Functionals,” Theoretical Chemistry Accounts 120, no. 1–3 
(2008): 215–241.

18. V. N. Staroverov, G. E. Scuseria, J. Tao, and J. P. Perdew, “Compara-
tive Assessment of a New Nonempirical Density Functional: Molecules 
and Hydrogen- Bonded Complexes,” Journal of Chemical Physics 119, no. 
23 (2003): 12129–12137.

19. C. Adamo and V. Barone, “Toward Reliable Density Functional 
Methods Without Adjustable Parameters: The PBE0 Model,” Journal of 
Chemical Physics 110, no. 13 (1999): 6158–6170.

20. A. D. Becke, “Density- Functional Thermochemistry. III. The Role 
of Exact Exchange,” Journal of Chemical Physics 98, no. 7 (1993): 
5648–5652.

21. T. Yanai, D. P. Tew, and N. C. Handy, “A New Hybrid Exchange–
Correlation Functional Using the Coulomb- Attenuating Method (CAM- 
B3LYP),” Chemical Physics Letters 393, no. 1–3 (2004): 51–57.

22. J. D. Chai and M. Head- Gordon, “Long- Range Corrected Hybrid 
Density Functionals With Damped Atom–Atom Dispersion Cor-
rections,” Physical Chemistry Chemical Physics 10, no. 44 (2008): 
6615–6620.

23. S. Grimme, S. Ehrlich, and L. Goerigk, “Effect of the Damping Func-
tion in Dispersion Corrected Density Functional Theory,” Journal of 
Computational Chemistry 32, no. 7 (2011): 1456–1465.

24. S. Grimme, J. Antony, S. Ehrlich, and H. Krieg, “A Consistent and 
Accurate ab Initio parametrization of Density Functional Dispersion 
Correction (DFT- D) for the 94 Elements H- Pu,” Journal of Chemical 
Physics 132, no. 15 (2010): 154104.

25. R. Krishnan, J. S. Binkley, R. Seeger, and J. A. Pople, “Self- Consistent 
Molecular Orbital Methods. XX. A Basis Set for Correlated Wave Func-
tions,” Journal of Chemical Physics 72, no. 1 (1980): 650–654.

26. M. J. Frisch, J. A. Pople, and J. S. Binkley, “Self- Consistent Molec-
ular Orbital Methods 25. Supplementary Functions for Gaussian Basis 
Sets,” Journal of Chemical Physics 80, no. 7 (1984): 3265–3269.

27. T. H. Dunning, “Gaussian Basis Sets for Use in Correlated Molecular 
Calculations. I. The Atoms Boron Through Neon and Hydrogen,” Jour-
nal of Chemical Physics 90, no. 2 (1989): 1007–1023.

28. A. K. Wilson, D. E. Woon, K. A. Peterson, and T. H. Dunning, 
“Gaussian Basis Sets for Use in Correlated Molecular Calculations. IX. 
The Atoms Gallium Through Krypton,” Journal of Chemical Physics 
110, no. 16 (1999): 7667–7676.

29. R. A. Kendall, T. H. Dunning, and R. J. Harrison, “Electron Affini-
ties of the First- Row Atoms Revisited. Systematic Basis Sets and Wave 
Functions,” Journal of Chemical Physics 96, no. 9 (1992): 6796–6806.

30. M. Cossi and V. Barone, “Time- Dependent Density Functional The-
ory for Molecules in Liquid Solutions,” Journal of Chemical Physics 115, 
no. 10 (2001): 4708–4717.

31. C. Møller and M. S. Plesset, “Note on an Approximation Treatment 
for Many- Electron Systems,” Physical Review 46, no. 7 (1934): 618–622.

32. F. Weigend, A. Köhn, and C. Hättig, “Efficient Use of the Correlation 
Consistent Basis Sets in Resolution of the Identity MP2 Calculations,” 
Journal of Chemical Physics 116, no. 8 (2002): 3175–3183.

 1096987x, 2025, 8, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/jcc.70096 by R

uder B
oskovic Institute, W

iley O
nline L

ibrary on [14/04/2025]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense



14 of 14 Journal of Computational Chemistry, 2025

33. F. Neese, “The ORCA Program System,” WIREs Computational Mo-
lecular Science 2, no. 1 (2012): 73–78.

34. K. Vanommeslaeghe, E. Hatcher, C. Acharya, et  al., “CHARMM 
General Force Field: A Force Field for Drug- Like Molecules Compatible 
With the CHARMM All- Atom Additive Biological Force Fields,” Jour-
nal of Computational Chemistry 31, no. 4 (2010): 671–690.

35. S. Macchi, R. Nifosi, G. Signore, et al., “Self- Aggregation Propensity 
of the Tat Peptide Revealed by UV- Vis, NMR and MD Analyses,” Physi-
cal Chemistry Chemical Physics 19, no. 35 (2017): 23910–23914.

36. M. Jan Akhunzada, B. Chandramouli, N. Bhattacharjee, S. Macchi, 
F. Cardarelli, and G. Brancato, “The Role of Tat Peptide Self- Aggregation 
in Membrane Pore Stabilization: Insights From a Computational Study,” 
Physical Chemistry Chemical Physics 19, no. 40 (2017): 27603–27610.

37. J. Huang, S. Rauscher, G. Nawrocki, et al., “CHARMM36m: An Im-
proved Force Field for Folded and Intrinsically Disordered Proteins,” 
Nature Methods 14, no. 1 (2017): 71–73.

38. W. Jorgensen, J. Chandrasekhar, J. Madura, R. Impey, and M. Klein, 
“Comparison of Simple Potential Functions for Simulating Liquid 
Water,” Journal of Chemical Physics 79 (1983): 926–935.

39. M. J. Abraham, T. Murtola, R. Schulz, et  al., “GROMACS: High 
Performance Molecular Simulations Through Multi- Level Parallelism 
From Laptops to Supercomputers,” SoftwareX 1- 2 (2015): 19–25.

40. G. Bussi, D. Donadio, and M. Parrinello, “Canonical Sampling 
Through Velocity Rescaling,” Journal of Chemical Physics 126, no. 1 
(2007): 014101.

41. I. S. Ufimtsev and T. J. Martinez, “Quantum Chemistry on Graphical 
Processing Units. 3. Analytical Energy Gradients, Geometry Optimiza-
tion, and First Principles Molecular Dynamics,” Journal of Chemical 
Theory and Computation 5, no. 10 (2009): 2619–2628.

42. A. V. Titov, I. S. Ufimtsev, N. Luehr, and T. J. Martinez, “Generating 
Efficient Quantum Chemistry Codes for Novel Architectures,” Journal 
of Chemical Theory and Computation 9, no. 1 (2013): 213–221.

43. OriginLab Corporation, OriginPro, Version 2024b (OriginLab Cor-
poration, 2024).

44. F. Madani, S. Lindberg, Ü. Langel, S. Futaki, and A. Gräslund, 
“Mechanisms of Cellular Uptake of Cell- Penetrating Peptides,” Journal 
of Biophysics 2011, no. 1 (2011): 414729.

45. G. C. N. Thakur, A. Uday, and P. Jurkiewicz, “FRET- GP—A Local 
Measure of the Impact of Transmembrane Peptide on Lipids,” Langmuir 
39, no. 50 (2023): 18390–18402.

Supporting Information

Additional supporting information can be found online in the 
Supporting Information section.

 1096987x, 2025, 8, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/jcc.70096 by R

uder B
oskovic Institute, W

iley O
nline L

ibrary on [14/04/2025]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense


	UV Absorption Spectra of TAMRA and TAMRA Labeled Peptides: A Combined Density Functional Theory and Classical Molecular Dynamics Study
	ABSTRACT
	1   |   Introduction
	2   |   Methods
	2.1   |   Density Functional Theory Calculations
	2.2   |   Molecular Dynamics Simulations
	2.3   |   Experiments

	3   |   Results and Discussion
	3.1   |   Optimized Geometry in the Ground State
	3.2   |   UV–Vis Spectra
	3.3   |   UV–Vis Spectra Averaged for Selected MD Snapshots
	3.4   |   UV–Vis Spectra for Different Conformations of TAMRA
	3.5   |   UV–Vis Spectra for TAMRA With Peptides

	4   |   Conclusions
	Acknowledgments
	Data Availability Statement
	References


