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Fluorescent molecular rotors
as versatile in situ sensors
for protein quantitation

Kevin Daus’®, Sorachat Tharamak?3:, Wanchai Pluempanupat?, Peter A. Galie*,
Maria A. Theodoraki®*, Emmanuel A. Theodorakis 2" & Mary L. Alpaugh®***

Accurate protein quantitation is essential for many cellular mechanistic studies. Existing technology
relies on extrinsic sample evaluation that requires significant volumes of sample as well as addition of
assay-specific reagents and importantly, is a terminal analysis. This study exploits the unique chemical
features of a fluorescent molecular rotor that fluctuates between twisted-to-untwisted states, with a
subsequent intensity increase in fluorescence depending on environmental conditions (e.g., viscosity).
Here we report the development of a rapid, sensitive in situ protein quantitation method using
ARCAM-1, a representative fluorescent molecular rotor that can be employed in both non-terminal
and terminal assays.

The development of accurate methods to measure protein content is essential for the study of many cellular
processes' and applicable to various areas of basic and translational science®. Selecting a suitable assay depends
greatly on the level of sensitivity and specificity that is required for the designed study'’. Existing technologies
can be grouped into four different categories that include: (a) direct UV absorption measurements of a protein
sample; (b) visualizing redox reactions of the protein in the presence of a chromogenic molecule; (c) using
protein-binding assays with colorimetric or fluorescent dyes; and (d) mass spectrometry-based methods!-1*.
Each of these technologies has strengths and weaknesses that require extensive evaluation and fine-tuning prior
to use. For instance, the UV absorption technique measures the amount of aromatic amino acids in a protein
sample. Albeit simple and straight-forward, this assay suffers from interference by nucleic acids and buffers that
absorb in the nearby region. As such, this assay is most advantageous with well-characterized and homogene-
ous protein preparations. However, most protein quantitation studies are performed on heterogeneous protein
solutions and therefore require more versatile assays. The second category involves reduction of Cu(II) to Cu(I)
by oxidizable amino acids of the protein. The resulting Cu(I) species is then visualized using inorganic acids
(Folin-Lowry assay)'*'® or bicinchoninic acid (BCA assay)'¢. Notwithstanding their sensitivity, these assays have
limited compatibility with commonly used reagents/buffers and are also terminal since they irreversibly damage
the protein sample. The third category relies on colorimetric and fluorescent techniques. In general, the choice of
such assays depends upon volume of experimental sample (i.e., expendability), sensitivity and experimental solu-
tion compatibility with the dyes. For example, the well-known Bradford assay is based on Coomassie Blue that
upon binding to a protein changes its color from red (acidified and unbound state) to blue (anionic and bound
state)'”. Albeit rapid and sensitive, this assay is not compatible with substances used in protein extraction buffers,
such as detergents (in high concentrations), and requires the development of a titration curve with appropriate
control samples since its response varies widely as a function of the protein structure>>'>. One general limitation
of all these assays is the inability to be performed in situ and over long durations of time without compromising
cell viability of the biological system or protein activity of the sample. This limitation presents a challenge that
can be overcome by exploiting the intrinsic fluorescent properties of molecular rotors'®.

Fluorescent molecular rotors (FMRs) are small molecules that display an environment-sensitive fluorescence
emission profile!®-?!. Their chemical structure features an electron donor (D) and an electron acceptor (A) group
that are connected via a motif of alternating double and single bonds (n-wire) (Fig. 1A). Alignment of all
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general FMR structure ARCAM-1
D: electron donor group
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Figure 1. Fluorescent molecular rotor mechanism and structure. (A) General structure of a fluorescent
molecular rotor (FMR) where an electron donor group [D] is connected with an electron acceptor group

[A] via a i-wire. The dashed arrows indicate possible rotation sites that facilitate non-fluorescent mechanical
de-excitation of the probe in environments of low protein content. (B) Chemical structure of ARCAM-1, a
representative FMR.

orbitals brings the molecule to a planar ground state (i.e., conjugation) that allows movement of electron density
between D and A. During photoexcitation, the FMR absorbs energy by jumping to an excited state in which the
electron density (e.g., a lone electron pair located on D) has relocated from D to A. De-excitation can occur via
either radiative (i.e., fluorescence emission) or non-radiative processes (i.e., intramolecular rotation across the
o-bonds that connect D with A) the ratio of which depends on the surrounding microenvironment. When the
intramolecular rotation becomes hindered (e.g., in a viscous or rigid environment), the molecule cannot de-
excite by mechanical processes and thus the intensity of its fluorescence increases*’. On the other hand, FMR de-
excitation in a fluid environment (e.g., in a low viscosity or high free volume) leads to both fluorescence emission
and mechanical relaxation processes, the ratio of which is related to the fluidity of the medium. Along these lines,
the intensity of the fluorescence emission of FMRs can be correlated to the viscosity and/or molecular crowd-
ing of their microenvironment. Due to these properties, FMRs have been used to study environment changes
in various organized assemblies including liposomes, cells, polymers and protein aggregates®***. Importantly,
FMRs can be tailored to have a non-specific affinity for hydrophobic pockets or regions of proteins®. Positioning
of the FMR within the hydrophobic pocket hinders molecular rotation, subsequently producing an increase in
fluorescence emission that is proportional to the molecular crowding of the solution.

We hypothesized that, by virtue of their environment-sensing ability, FMRs can be used as tools for protein
quantitation in both extrinsic and in situ analyses of biological samples. We selected ARCAM-1 (Fig. 1B) as
a representative FMR due to its synthetic accessibility, advantageous photophysical properties and sufficient
solubility in aqueous environments®. In this study we: (i) performed spectral characterization of ARCAM-1; (ii)
identified a linear correlation between protein concentration (of both homogeneous and heterogeneous samples)
and fluorescence intensity increase of ARCAM-1; and (iii) generated a standard curve to determine the protein
concentration of an unknown test sample. Significantly, we found that ARCAM-1 performed comparably to the
colorimetric bicinchoninic acid (BCA) assay in accurately identifying the protein concentration of an unknown
sample. We were also able to track an interstitial fluid flow front through a hydrogel filled perfusable microfluidic
device and demonstrated the cellular compatibility of ARCAM-1 over a 24-h period.

Results and discussion

Mechanism of FMR-based environment sensing

FMRs are structurally distinguished by the presence of an electron donor (D) group that is connected via a net-
work of alternating double and single bonds (r-wire) with an electron acceptor (A) group (Fig. 1A). This design is
exemplified in the structure of ARCAM-1 where the piperidine nitrogen (i.e., electron donor) is connected with
the cyanoacrylate motif (i.e., electron acceptor) via a naphthalene unit (i.e., m-wire) (Fig. 1B). The n orbital of the
piperidine nitrogen that contains the lone electron pair is aligned with all r orbitals of both the n-wire and the
acceptor group. During photoexcitation, the lone electron pair of the piperidine nitrogen relocates from D to A
and subsequently during relaxation it returns back to D. Various environmental factors affect the energies of the
ground and excited states shifting the fluorescence emission wavelength. Relaxation from the excited state can
occur via two competing pathways: fluorescence emission and non-fluorescent mechanical de-excitation (e.g.,
intramolecular rotation of the D and A groups around the n-wire). Constraints of molecular rotation lead to a
significant increase in fluorescence emission, which intensifies proportionally to the viscosity or the molecular
crowding of the solution (i.e., environment).

FMR spectral analysis in various aqueous solutions

The absorbance of ARCAM-1 was characterized in various aqueous solutions, including deionized water (DI),
phosphate buffered saline (PBS) and minimal essential medium (MEM) at different final FMR concentrations
ranging from 1 to 16 uM. The maximum absorption peak of ARCAM-1 was observed at 372-390 nm (Fig. 2A and
Table SI1). The relationship between absorption and ARCAM-1 concentrations followed linear plots, in accord-
ance with the Beer-Lambert law, with a consistent molar extinction coefficient value of 1.9x 10* M! cm™! (Fig. 2B
and Table SI1). To investigate whether FMR-protein association would alter the spectral parameters, absorbance
measurements were also conducted in the presence of bovine serum albumin (BSA; 20 mg/mL), a representative
protein, using DI water and MEM as solvents. The results showed that the maximum absorbance peaks in the
presence of BSA exhibited a bathochromic shift to 409-410 nm in both solvents (Fig. 2A). This trend is due to
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Figure 2. Absorbance spectra of ARCAM-1 in various aqueous solutions. Absorbance in the absence or
presence of BSA is represented with dashed and solid lines, respectively. (A) Normalized absorbance spectra
of ARCAM-1 (4 uM). (B) Molar extinction coefficient of ARCAM-1. (C) Absorbance spectra of ARCAM-1
at 4 uM in presence of different concentrations BSA (5, 10, and 20 mg/mL) in MEM as the solvent. (D) Molar
extinction coeflicient of ARCAM-1 when bound with BSA (10 mg/mL) in DI water and MEM solutions.

the negative solvatochromism, a property known for this type of dyes that undergo a red shift in their absorp-
tion spectra upon decrease of the polarity of their environment (e.g., binding to hydrophobic protein sites)?”?.

Moreover, the absorbance spectra at different concentrations of BSA (5, 10, and 20 mg/mL) in the presence
of 4 uM ARCAM-1 in MEM (Fig. 2C) showed only slight changes in the intensity of absorption, which were
also similar to those observed in DI water solutions (Fig. SI1). In fact, the relationship between absorption and
ARCAM-1 concentrations (1, 2, 4, 8, and 16 pM) in the presence of 10 mg/mL BSA in both DI water and MEM
exhibited linear plots (Fig. 2D) and a molar extinction coefficient value that was comparable to that in BSA-free
solutions. Similar data were obtained for 5 and 20 mg/mL of BSA (Fig. SI2).

FMR emission spectra

For the fluorescent emission studies, we utilized a fixed excitation wavelength of 410 nm corresponding to the
maximum absorption peak of ARCAM-1 when in the presence of BSA, a representative protein. In all cases,
we observed an emission peak with a maximum emission wavelength (Amax) in the range of 617-630 nm
(Table SI1). Specifically, Fig. 3A shows the FMR emission in DI water with a Amax at 629 nm. Similarly, the
FMR emission in PBS or MEM showed a peak at Amax =630 and 617 nm, respectively (Fig. 3B and Fig. SI3). In
the latter case, we observed additional emission peaks at Amax =522 and 585 nm that can be attributed to the
intrinsic fluorescence of the medium (Fig. 3B)*. In all cases the fluorescence intensity of ARCAM-1 was found
to be concentration-dependent. However, this dependency is negligible since upon protein binding, the FMR
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Figure 3. Emission spectra of ARCAM-1. Emission is represented with dotted lines for media only, with
dashed lines for FMR (different concentrations) and with solid lines for FMR in BSA solutions. Spectral
characterization of the FMR was performed at fixed excitation of 410 nm in: (A) deionized water (DI), (B)
MEM, (C) 4 uM ARCAM-1 in presence of different concentrations of BSA (5, 10, and 20 mg/mL) in DI water.
(D) Calibration curves of integrated emission peak vs absorbance of ARCAM-1 (1, 2, 4, 8, 16 uM) in DI water
with/without BSA.

emission increases significantly. In fact, the spectrum of ARCAM-1 (2 uM) in DI water shows two important
characteristics. The first characteristic is a hypsochromic shift in the emission (Amax =555 nm) compared to
that of the BSA-free solutions (Amax =629 nm). The second characteristic is an emission peak that increases
with increased concentration of BSA (5-20 mg/mL) and is markedly higher compared to that in the absence
of protein (Fig. 3C). These characteristics are attributed to the intrinsic environment-sensing properties of
ARCAM-1 including sensitivity to both polarity (i.e., solvatochromicity)*® and viscosity and are both occurring
when bound to proteins, as observed previously?*.

The calibration curves depicting the integrated fluorescence intensity against the absorbance of ARCAM-1
(Fig. 3D) clearly show that the gradient of the FMR (1, 2, 4, 8 and 16 uM) in DI water was relatively low indicat-
ing that the vast majority of the excitation energy is converted to mechanical decay. However, upon binding of
ARCAM-1 to BSA the movement of the FMR becomes restricted, leading to an increased slope. This is evident
by the slope of emission versus absorbance of ARCAM-1 in the presence of 5, 10, and 20 mg/mL of BSA in DI
water (Fig. 3D), that shows a significant enhancement, indicating an augmented fluorescence quantum yield
with increasing protein concentrations. The lowest concentration of BSA that could be detected using 2 uM of
ARCAM-1 was calculated at 0.012 mg/mL using a fluorescence titration assay (Fig. SI4)**°".

These compelling findings inspired us to further explore the utility of ARCAM-1 for protein quantitation. To
enhance its usefulness in biological applications that commonly require small sample volumes, we employed a
microplate reader. Additionally, we utilized BSA dissolved in MEM, a commonly used growth medium in cell-
based assays. The results paralleled the above findings and clearly showed a concentration-dependent fluorescence
emission of ARCAM-1 (2 and 4 uM) in the presence of increasing concentrations of BSA (5, 10, and 20 mg/mL),
as shown in Fig. 4. It is also worth noting that increasing the BSA concentration induces a blue shift in the emis-
sion maximum. Specifically, the emission Amax moves from 560 to 540 nm upon increasing BSA concentration
from 5 mg/mL to 20 mg/mL. This is attributed to the decrease of polarity that is experienced by the FMR upon
binding to the hydrophobic protein pocket.

FMR emission in the presence of a homogeneous protein (BSA) solution

Encouraged by the above results, we sought to quantify the resolution of FMR emission in the presence of
different ranges of protein concentrations. BSA concentrations, arbitrarily defined as low (0 - 1 mg/mL), mid
(0 - 4 mg/mL) and high (0 - 200 mg/mL), were made in MEM using serial dilutions. ARCAM-1 was added to
each BSA sample either at a 2 pM or 4 uM final concentration and then samples (in triplicate) were analyzed in a
96-well solid black bottom plate. Spectral analysis was performed using the fixed, 410 nm excitation wavelength,

Scientific Reports |

(2023) 13:20529 |

https://doi.org/10.1038/s41598-023-46571-5 nature portfolio



www.nature.com/scientificreports/

4uM ARCAM-1 in MEM

2uM ARCAM-1 in MEM
o 70000 H . 70000
- -
2 2
c c
2 2
£ ——20mg/mIBSA £ 20mg/ml BSA
@ @
10mg/ml BSA
§ 10mg/ml BSA § g/
2 5mg/ml BSA 2 5mg/ml BSA
§ ——0mg/ml BSA § ——0mg/ml BSA
= —MEM = —MEM
460 560 660 460 510 560 610 660
wavelength (nm) wavelength (nm)
Figure 4. Experimental replicates of ARCAM-1 in presence of different concentrations of BSA (5, 10, and
20 mg/mL) in MEM. Left panel: ARCAM-1 at 2 uM. Right panel: ARCAM-1 at 4 uM. Data collected by
microplate reader (Biotek Synergy H1).
and with a spectral emission window of 470-640 nm. Similarly to Fig. 4, increasing the BSA concentration
induces a blue shift in the emission Amax. The emission spectra of the FMR, at both 2 uM and 4 pM, displayed
alinear correlation with increasing protein concentration (Fig. 5) and increase in relative fluorescence intensity.
In both the low and mid-range protein concentrations at 2 uM and 4 uM there is a clear resolution between
protein concentrations (Fig. 5A,B; left and right panel) as dictated by the fluorescence intensity of each of the
emission spectral peaks. However, at the high protein concentrations of 50 mg/mL and 100 mg/mL, resolution
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Figure 5. FMR protein concentration resolution (i.e., emission spectra resolution) of BSA: Correlation between
FMR emission spectra peak (i.e., quantum yield increase) and protein concentration at (A) low-range; 2 uM,
left panel, 4 uM, right panel, (B) mid-range; 2 uM, left panel, 4 pM, right panel, and (C) high-range; 2 uM, left
panel, 4 uM, right panel. Standard deviation performed on technical replicates.
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between spectral peaks decreased slightly (Fig. 5C; left and right panel, black arrows). This is also confirmed in
the corresponding linear plots (Fig. SI5). The decrease in resolution may be due to the incomplete saturation of
hydrophobic pockets (i.e., unoccupied sites) of BSA protein by FMR. An increase in FMR concentration (e.g.,
6 uM or 8 M) would potentially resolve spectral peaks at higher protein concentrations (Fig. 6C). Our data
demonstrate the efficiency of ARCAM-1 as an effective tool to resolve protein concentrations over a broad range
(i.e., 0 - 50 mg/mL) of a homogeneous protein solution.

FMR emission in the presence of a heterogeneous protein (FBS) solution

To further determine the capabilities of ARCAM-1 as a tool to quantify protein, we examined FMR’s performance
in a heterogeneous protein solution, using fetal bovine serum (FBS). FBS contains more than 80 different proteins
(including BSA) at an estimated combined concentration of 37 pg/pL, with each protein having a unique number
of hydrophobic pockets®. Solutions of increasing percentages (0-10% or 0-3.7 pg/pL protein concentration)
of FBS were prepared in MEM. ARCAM-1 was added to each FBS sample either at a 2 uM, 4 uM or 6 uM final
concentration and analysis was performed in triplicates in a 96-well solid black bottom plate. A near linear cor-
relation was observed between emission spectra peak(s) and increasing protein concentration (i.e., increasing
percent of FBS) of the 2 uM and 4 uM FMR (Fig. 6A,B); while a linear correlation was found when using 6 uM
FMR (Fig. 6C). At FBS>6% (i.e., higher protein concentrations) there was a slight loss in resolution between
emission spectral peaks at both 2 uM and 4 uM FMR (Fig. 6A,B; black arrows). However, at 6 uM FMR (Fig. 6C;
red arrow) the emission spectra peak resolution (i.e., protein concentration resolution) displayed marked reso-
lution from 0%—10% FBS with nominal variation of technical replicates (Fig. 6C). The protein concentrations
at>6% FBS are well within the capabilities of ARCAM-1, where 2 pM and 4 uM FMR concentrations were
optimal for resolving protein concentrations from 0 pg/uL - 4 ug/uL of BSA (Fig. 5B). The lack of peak resolu-
tion of previously resolved spectral peaks (Fig. 5B, i.e., mid-range protein concentrations), suggests that this
heterogeneous population of proteins presents more hydrophobic pockets as compared to lower concentrations
of the homogeneous BSA. This is overcome when presumably saturation of hydrophobic pockets is reached as
seen at 6 uM FMR (Fig. 6C). Linear plot data concurs with these findings (Fig. SI6). The combined data unveil
ARCAM-1 to be both amenable to resolving a wide range of protein concentrations and versatile by maintaining
a linear correlation between fluorescence intensity (due to constrained molecular rotation while bound non-
specifically to protein hydrophobic pockets) and protein concentration of both homogeneous (defined number
of potential binding pockets) and heterogeneous (undefined number of binding pockets).
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Figure 6. FMR protein concentration resolution (i.e., emission spectra resolution) of FBS: Correlation between
FMR emission spectra (i.e., quantum yield increase) and protein concentration (0-10% FBS) at (A) 2 uM, (B)
4 uM and (C) 6 uM. Standard deviation performed on technical replicates.
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To determine the stability of ARCAM-1’s sensing ability over time, one technical replicate from both the
4 uM and 6 uM FMR in FBS was analyzed following a 24-h and 48-h time period (Fig. SI7). Emission spectral
resolution for both the 24 and 48-h time points were stable. However, the 24-h and 48-h samples for both the
4 uM and 6 uM FMR decreased in relative fluorescent intensity by ~ 1.7 and 1.3 respectively, in comparison to
the day of the experiment (Fig. 6B,C and Fig. SI7). Our data demonstrate the stability of ARCAM-1 as a tool to
quantitate/resolve protein concentrations over a 48-h period.

Comparison between the Bicinchoninic acid (BCA) assay and FMR for protein quantification of
an unknown sample

The BCA assay is a standard technique for quantitation of unknown protein concentrations. In this study, protein
standards were made from lyophilized BSA in concentrations ranging from 0 -2 mg/mL. The protein standards
and a prepared solution of unknown concentration (*note: unknown was tested in a blind manner) were loaded
into a 96-well plate. Working reagents were added according to manufacturer’s protocol (Pierce™ BCA Protein
Assay Kit, Thermo Fisher Scientific). The absorbance of the multi-well plate was read at 562 nm. A standard curve
and linear regression (best fit) were derived from the absorbance data (Fig. 7). Data interpolation determined
the unknown solution to have a protein concentration of 0.898 mg/mL (Fig. 7A).

A suspected out-lying absorbance point (exhibited lower R? value; data not shown) was removed from the
BCA data (Fig. 7A, arrow) and a new standard curve and linear regression (best fit) was constructed (Fig. 7B).
From this plot, the concentration of the unknown was found to be 0.683 mg/mL (Fig. 7B).

Using the same standards prepared for the BCA assay and unknown, in a side-by-side experiment the per-
formance of the FMR in identifying the protein concentration of an unknown sample was tested. The FMR
was added to the protein standards at a 2 uM concentration and then loaded into a 96-well solid black bottom
plate along with the unknown, in replicates. Both emission spectra data (maximum fluorescence intensity value
taken from emission spectra between 450-700 nm), and endpoint data (fluorescence intensity value at 590 nm)
were collected with an excitation window set to 410 nm for both readings. Emission spectra and endpoint data
were plotted against the BSA concentrations to construct two standard curves and linear regression best fits
(Fig. 7C,D). The equations derived for the linear regression (best fit) allowed for interpolation of the unknown
sample. The best fit measurement from both emission spectra and endpoint data were comparable. The con-
centration of the unknown using the FMR was found to be 0.680 mg/mL using the emission spectra data and
0.687 mg/mL emission endpoint data (Fig. 7C,D) respectively.

The unknown for both the BCA and FMR assay was made by taking 0.3 mL from the 2 mg/mL BSA protein
standard and diluting with 0.6 mL of deionized water. This provided a final concentration of 0.666 mg/mL that

C FMR Spectra Data Standard Curve
16000
14000
12000

BCA Assay

y = 6499.7x +2031.5 {
R? = 0.9815

°

10000 3
8000

6000 s

4000 -

2000 **

fluorescence intensity

unknown: 0.680 mg/ml
unknown: 0.898 mg/ml

0
1 15 2 2.5

mg protein

BCA Assay

y =1.2981x +0.1501 e
R?=0.9973

unknown: 0.683 mg/ml

0.2 0.4 0.6 0.8 1 12

mg protein

fluorescence intensity

D
18000

16000
14000
12000
10000
8000
6000
4000
2000
0

mg protein ’

FMR Endpoint Data Standard Curve

y = 7100.4x + 1945.6
R? = 0.9822 {

PP unknown: 0.687 mg/ml
-«

0 0.5 1 15 2 2.5

mg protein

Figure 7. BCA vs. FMR protein concentration analysis of an unknown: (A) Bicinchoninic acid protein
concentration assay identified unknown protein concentration to be 0.898 mg/mL. (B) Out-lying point (A; black
arrow) was removed and the BCA data replotted, determining unknown protein concentration to be 0.683 mg/
mL (C) FMR emission spectra data and (D) endpoint data determined unknown protein concentration to be

0.680 mg/mL and 0.687 mg/mL respectively.
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was used in the side-by-side comparison. The BCA based quantitation had a 34% (Fig. 7A) and 2.5% (outlier
removed; Fig. 7B) error rate whereas the emission spectra and endpoint FMR data had a 2.2% and 3.2% error
rate, respectively (Fig. 7C,D).

Evaluation of FMR for in situ flow measurements

Findings from extrinsic analyses, specifically the ability to accurately resolve a broad spectrum of protein concen-
trations, prompted evaluation of the FMR as a probe to visualize transport within a protein hydrogel. Tracking
interstitial fluid flow with fluorescently labeled microparticles is often not feasible in fibrous matrices due to the
pores constraining the particles. However, the protein-sensing capabilities of ARCAM-1 can be used to fluores-
cently label soluble proteins convecting through a hydrogel. To validate this application of FMR, a collagen type
I hydrogel-filled microfluidic chamber was perfused with a bolus of protein (10 ug/mL BSA) in the presence
of FMR (2 uM). A photograph of the device and schematic of the experiment are provided in Fig. 8A,B. The
protein-FMR solution was administered using a syringe pump with a flow rate set at 10 uL/min with real-time
fluorescent images taken every 0.5 s for in situ evaluation. This flow rate was chosen to assure that convective
transport dominated any diffusive effects. Using a previously recorded measurement of albumin diffusivity in
collagen hydrogels®, the Peclet number for this flow was calculated to be approximately 1000, verifying that
the rate of the interstitial fluid flow could be quantified by tracking the fluorescent front. Measurements of
the distance traveled by the fluorescent front (labeled as Ax in Fig. 8C) were taken in three locations and the
average and standard deviation of interstitial flow velocity was determined based on the time interval between
measurements. Figure 8D indicates that the measured velocity values were within one standard deviation of the
expected velocity of 33.3 um/s based on the 10 uL/min volumetric flow rate divided by a cross-sectional area of
the collagen gel, validating the accuracy of the ARCAM-1-labeled measurement.

Evaluation of cell compatibility following ARCAM-1 exposure

Protein quantitation is often necessary for cellular extracts or secreted factors and can be performed exogenously
via direct measurement (e.g., UV absorption), protein assays that are compared to standards (e.g., BCA, Lowry,
etc.) or measurement of a specific protein or proteins of interest (e.g., western blot analysis, enzyme-linked
immunosorbent assay, mass spectrometry)®**. However, to our knowledge, none of these assays can be used
within cellular systems as in situ protein quantitation probes over extended periods of time. To determine if
ARCAM-1 could be used in cell-based assays, evaluation of cell compatibility was performed on the MDA MB
231 invasive breast cancer cell line (ATCC catalogue #HTB-26). MDA MB 231 cells were grown in a 24-well
plate and treated with either 1 uM, 2 uM or 4 uM of FMR and analyzed on a fluorescent microscope at 20 min,
1-h and 24-h to observe cell viability following ARCAM-1 exposure (Fig. 9 and Fig. SI8A). Following a 20-min
exposure at 1 uM, 2 uM and 4 pM, the FMR is distributed throughout the cytoplasm of the cells (Fig. 9 and
Fig. SI8A; 20 min, 1 uM, 2 uM or 4 uM of FMR) with perinuclear and nuclear localization. FMR perinuclear and
nuclear localization becomes more distinct for all three concentrations following a 1-h exposure (Fig. SI8B). At
24 h, cellular FMR was no longer visible. Significantly, no cytotoxic effects were seen for all FMR concentrations
and time exposures (Fig. 9 and Fig. SI8A,B; experimental compared to DMSO only).
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29 .
BSA perfusion

Figure 8. Microfluidic flow validation: (A) Photograph of the microfluidic device perfused with BSA and
molecular rotors. (B) Schematic of the collagen hydrogel within the device. (C) Fluorescent front tracked with
an epifluorescent microscope, scale =400 microns. (D) Quantification of velocity and comparison with expected
value.
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Figure 9. Cell compatibility analysis: MDA MB 231 cells with 4 uM FMR concentration at 20-min, 1-h and
24-h; 20X, 100 pum bar.

Conclusion

This study demonstrates for the first time the efficiency of ARCAM-1, a representative fluorescent molecular
rotor (FMR), to quantitate both homogeneous and heterogeneous protein solutions. This FMR can determine
unknown protein concentrations in a manner that is consistent and comparable to other currently used protein
concentration assays. Moreover, it offers significant advantages over the current assays due to its application for
in situ measurements without affecting cell viability. Specifically, ARCAM-1 can be used in various experimental
systems for real-time protein quantitation of either homogeneous or heterogeneous protein solutions over a broad
range of protein concentrations. Moreover, it does not alter protein function, requires no additional reagents for
the measurements and is compatible with use in cell systems. The unique FMR-hydrophobic interactions, that
result in a quantum yield increase in fluorescence, provide an efficient method of protein quantitation. Protein
concentration is efficiently resolved by minor adjustments of FMR concentration. Excess FMR does not interfere
with protein concentration evaluation as only FMR-hydrophobic pocket interactions result in quantum yield
increases in fluorescence. Most importantly, this FMR has the potential to function as an environmental indicator
of in situ protein crowding within cells and soluble factor gradient evaluation. This work suggests that the FMR
protein quantitation assay may be advantageous over currently used colorimetric assays since: (i) it does not
rely on chemical conversion for results (i.e., no chelation), (ii) it is not a terminal assay (i.e., it does not interfere
with cell viability or protein activity), (iii) it can be performed in situ (within unique experimental parameters
e.g., microfluidic device), (iv) it is sensitive over a broad spectrum of protein concentrations (homogeneous and
heterogeneous populations), and (v) it allows for sample measurement over extended experimental periods.

Materials and methods

Chemical synthesis of ARCAM-1

This compound was synthesized by modification of a previously reported synthesis that improved the overall
purification/yield*>*>. Commercially available methyl-6-bromo-2-naphthoate (1) underwent Buchwald coupling
with piperidine to form adduct 2 that was converted to aldehyde 4 via reduction with DIBAL-H and oxidation
with IBX (3 steps, 66% combined yield). The 2-cyano-N-(2-(2-(2-methoxyethoxy)ethoxy)ethyl)acetamide (5) was
synthesized following our previous procedure®. Finally, Knoevenagel condensation of aldehyde 4 with 5 under
piperidine catalysis produced the desired ARCAM-1, in 62% isolated yield (Scheme 1). Additional information
on the commercial sources of all reagents, detailed experimental methods and spectroscopic characterization
('H and *C NMR) for all synthetic intermediates can be found in the Supporting Information.

FMR stock solution preparation
ARCAM-1 was solubilized in dimethyl sulfoxide (DMSO) (Fisher Scientific catalog #97,063-136) for a final
concentration of 10 mM and stored at — 20 °C in 20 uL aliquots.

Protein sample preparation

Homogeneous solutions: Lyophilized bovine serum albumin (BSA) (Fisher Scientific catalogue #BP671-1) pro-
tein samples from 0 — 100 mg/mL concentrations were prepared in Minimal Essential Media (MEM) (Fisher
Scientific; Gibco™ catalogue #11-095-072). Heterogeneous solutions: Fetal bovine serum (FBS) (Fisher Scientific;
Gibco™ catalogue #10-438-026) samples were prepared in MEM solutions from 0%—10% concentrations.
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Scheme 1. Synthesis of ARCAM-1. Reagents and conditions: (a) 1.0 eq. 1, 1.13 eq piperidine, 0.15 eq BINAP,
0.02 eq Pd(OAc),, 2.0 eq cesium carbonate, toluene, overnight, 100 °C, 79%; (b) 1.0 eq. 2, 5.0 eq. 1.0 M
DIBAL-H in hexane, THE, overnight, 25 °C, 95%; (c) 1.0 eq. 3, 3.0 eq IBX, DCM, overnight, 0-25 °C, 88%; (d)
1.0 eq. 4, 1.2 eq. 5, 0.2 eq piperidine, THF, overnight, 50 °C, 62%.

FMR absorption spectra

ARCAM-1 spectral data were collected using a UV-Vis Spectrophotometer (Duetta™ Spectrometer). Spec-
tral measurements were performed at ambient temperature and the absorbance spectra were obtained from
300-500 nm in 2 nm wavelength increments, 0.05 s integration time in 10 x 10 mm inner size cuvettes. ARCAM-1
was dissolved in different aqueous solvents (DI water, PBS pH 7.2, and MEM) in final concentrations of 1-16 M.
The solvents were purchased from the following sources; PBS: Fisher Scientific; GibcoTMcatalogue #20-012-027.

FMR emission spectra

The fluorescence emission spectra of ARCAM-1 were assessed using spectrophotometer (Duetta™ Spectrom-
eter) and microplate readers (Biotek Synergy H1 Hybrid). For both instruments, excitation was set at 410 nm
and emission spectra data were collected from 450 — 900 nm or 450 — 700 nm in 2 nm wavelength increments.
Duetta™ Spectrometer: 0.05 s integration time in 10 x 10 mm inner size cuvette. Biotek Synergy H1 Hybrid: The
z-height (top down) was set at 7 mm.

Determination of the limit of protein detection of FMR

The lowest amount of BSA that could be detected with 2 uM of ARCAM-1 was calculated using the equation
LOD =3.3*0/S where o is the standard deviation of the fluorescence intensity of the pure probe and S is the slope
of the calibration curve. To calculate o, we measured the fluorescence intensity of the probe for 10 times. The
slope was calculated from the fluorescence intensity of the probe in the presence of increasing concentrations
of BSA in triplicate®’.

Bicinchoninic Acid (BCA)-based protein quantitation assay

Bovine serum albumin standards from 0 pg/mL to 2000 pg/mL were prepared in milli Q ultrapure water. Fol-
lowing the micro BCA™ protein assay kit protocol, in a clear 96-well plate the working reagent was added to
both standards and unknown in an 8:1 ratio. A Biotek Synergy H1 Hybrid Multi-Mode Reader was used to read
absorbance of samples at 562 nm. The unknown for the BCA assay was made by taking 0.3 mL from the 2 mg/
mL BSA protein standard and diluting with 0.6 mL of deionized water.

FMR-based protein quantitation assay

Bovine serum albumin standards from 0 pg/mL - 2000 pug/mL were prepared in milli Q ultrapure water. FMR
at a final concentration of 2 uM was added to each standard and unknown sample in a 96-well solid black bot-
tom plate. Fluorescent measurements were taken on the Synergy H1 plate reader with excitation set to 410 nm.
Standard curves were plotted using both emission endpoint data where fluorescence intensity value at 590 nm is
used and maximum data where the maximum fluorescence value for each sample is used regardless of emission
wavelength value. The unknown for the FMR assay was made by taking 0.3 mL from the 2 mg/mL BSA protein
standard and diluting with 0.6 mL of deionized water.

Microfluidic interstitial flow assay

Polydimethylsiloxane (PDMS)-based microfluidic chambers were filled with a 2 mg/mL collagen type I hydrogel,
consisting of 0.1 M NaOH, 10X phosphate buffered saline (PBS), and 4 mg/mL collagen solubilized in 0.02 M
acetic acid. The gels were polymerized at 37 °C for at least one hour prior to experiments. FMR was added to a
final 2 uM concentration in PBS containing 10 pg/mL of BSA. A syringe pump was used to perfuse the hydrogel at
a flow rate of 10 uL/min on the stage of an epifluorescent microscope (Nikon Ti-E) and images were taken every
0.5-s with a 488-nm emission filter. The dynamics of the fluorescent front were measured in three locations to
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determine the average and standard deviation of the interstitial flow velocity and were compared to the expected
value based on the flow rate and cross-sectional area of the device (1-mm X 5-mm).

Cell compatibility analysis

MDA MB 231 cells (ATCC catalogue #HTB-26) were seeded in a 24-well plate with MEM, 10% fetal bovine
serum and antibiotics. Cells were maintained in humidified air with 5% CO, at 37 °C. Upon reaching ~ 85%
confluency, 1 uM, 2 uM and 4 uM concentration of FMR was added to individual wells and analyzed using a
Leica DM IRE2 Inverted Fluorescence DIC Polarization Phase Contrast Microscope at 20 min, 1-h, and 24-h.

Data availability

The raw data sets generated will be made available upon request to the corresponding authors.

Received: 5 July 2023; Accepted: 2 November 2023
Published online: 22 November 2023

References

1. Campion, E. M., Loughran, S. T. & Walls, D. Protein quantitation and analysis of purity. Methods Mol. Biol. 681, 229-258. https://
doi.org/10.1007/978-1-60761-913-0_13 (2011).

2. Simonian, M. H. & Smith, J. A. Spectrophotometric and colorimetric determination of protein concentration. Curr. Protoc. Mol.
Biol. 11A, 76. https://doi.org/10.1002/0471142727.mb1001as76 (2006).

3. Noble, J. E. & Bailey, M. J. Quantitation of protein. Methods Enzymol. 463, 73-95. https://doi.org/10.1016/S0076-6879(09)63008-1
(2009).

4. Johnson, M. Protein quantitation. Mater. Methods 2, 115. https://doi.org/10.13070/mm.en.2.115 (2012).

5. Hussain, M. T., Forbes, N. & Perrie, Y. Comparative analysis of protein quantification methods for the rapid determination of
protein loading in liposomal formulations. Pharmaceutics 11, 39. https://doi.org/10.3390/pharmaceutics11010039 (2019).

6. Noble, J. E., Knight, A. E., Reason, A. J., Di Matola, A. & Bailey, M. J. A comparison of protein quantitation assays for biopharma-
ceutical applications. Mol. Biotechnol. 37, 99-111. https://doi.org/10.1007/s12033-007-0038-9 (2007).

7. Reinmuth-Selzle, K. et al. Determination of the protein content of complex samples by aromatic amino acid analysis, liquid
chromatography-UV absorbance, and colorimetry. Anal. Bioanal. Chem. 414, 4457-4470. https://doi.org/10.1007/s00216-022-
03910-1 (2022).

8. Zaguri, M., Kandel, S., Rinehart, S. A., Torsekar, V. R. & Hawlena, D. Protein quantification in ecological studies: A literature review
and empirical comparisons of standard methodologies. Methods Ecol. Evol. 12, 1240-1251. https://doi.org/10.1111/2041-210X.
13601 (2021).

9. Contreras-Martos, S. et al. Quantification of intrinsically disordered proteins: A problem not fully appreciated. Front. Mol. Biosci.
5, 83. https://doi.org/10.3389/fmolb.2018.00083 (2018).

10. Datki, Z. et al. Application of BisANS fluorescent dye for developing a novel protein assay. PLoS ONE 14, €0215863. https://doi.
org/10.1371/journal.pone.0215863 (2019).

11. Kline, K. G. & Sussman, M. R. Protein quantitation using isotope-assisted mass spectrometry. Annu. Rev. Biophys. 39, 291-308.
https://doi.org/10.1146/annurev.biophys.093008.131339 (2010).

12. Zhang, G. et al. Protein quantitation using mass spectrometry. Methods Mol Biol 673, 211-222. https://doi.org/10.1007/978-1-
60761-842-3_13 (2010).

13. Cross, T. G. & Hornshaw, M. P. Can LC and LC-MS Ever Replace Immunoassays?. J. Appl. Bioanal. 2, 108-116 (2016).

14. Lowry, O. H., Rosebrough, N. ], Farr, A. L. & Randall, R. J. Protein measurement with the Folin phenol reagent. J. Biol. Chem. 193,
265-275 (1951).

15. Seevaratnam, R., Patel, B. P. & Hamadeh, M. J. Comparison of total protein concentration in skeletal muscle as measured by the
Bradford and Lowry assays. J. Biochem. 145, 791-797. https://doi.org/10.1093/jb/mvp037 (2009).

16. Smith, P. K. et al. Measurement of protein using bicinchoninic acid. Anal. Biochem. 150, 76-85. https://doi.org/10.1016/0003-
2697(85)90442-7 (1985).

17. Bradford, M. M. A rapid and sensitive method for the quantitation of microgram quantities of protein utilizing the principle of
protein-dye binding. Anal. Biochem. 72, 248-254. https://doi.org/10.1006/abio.1976.9999 (1976).

18. Okutucu, B., Dincer, A., Habib, O. & Zihnioglu, F. Comparison of five methods for determination of total plasma protein concen-
tration. J. Biochem. Biophys. Methods 70, 709-711. https://doi.org/10.1016/j.jbbm.2007.05.009 (2007).

19. Haidekker, M. A. & Theodorakis, E. A. Environment-sensitive behavior of fluorescent molecular rotors. J. Biol. Eng. 4, 11. https://
doi.org/10.1186/1754-1611-4-11 (2010).

20. Lee, S. C. et al. Fluorescent molecular rotors for viscosity sensors. Chemistry 24, 13706-13718. https://doi.org/10.1002/chem.20180
1389 (2018).

21. Haidekker, M. A. & Theodorakis, E. A. Molecular rotors—fluorescent biosensors for viscosity and flow. Org. Biomol. Chem. 5,
1669-1678. https://doi.org/10.1039/b618415d (2007).

22. Loutfy, R. O. & Arnold, B. A. Effect of viscosity and temperature on torsional relaxation of molecular rotors. J. Phys. Chem. 86,
4205-4211. https://doi.org/10.1021/j100218a023 (1982).

23. Nipper, M. E. et al. Characterization of changes in the viscosity of lipid membranes with the molecular rotor FCV]. Biochim.
Biophys. Acta 1778, 1148-1153. https://doi.org/10.1016/j.bbamem.2008.01.005 (2008).

24. Ettinger, A. & Wittmann, T. Fluorescence live cell imaging. Methods Cell Biol. 123, 77-94. https://doi.org/10.1016/B978-0-12-
420138-5.00005-7 (2014).

25. Cao, K. et al. Aminonaphthalene 2-cyanoacrylate (ANCA) probes fluorescently discriminate between amyloid-beta and prion
plaques in brain. J. Am. Chem. Soc. 134, 17338-17341. https://doi.org/10.1021/ja3063698 (2012).

26. Guan, Y. et al. Real-time monitoring of Alzheimer’s-related amyloid aggregation via probe enhancement-fluorescence correlation
spectroscopy. ACS Chem. Neurosci. 6, 1503-1508. https://doi.org/10.1021/acschemneuro.5b00176 (2015).

27. Kajiwara, K. et al. A negative-solvatochromic fluorescent probe for visualizing intracellular distributions of fatty acid metabolites.
Nat. Commun. 13, 2533. https://doi.org/10.1038/s41467-022-30153-6 (2022).

28. Reichardt, C. Solvatochromic dyes as solvent polarity indicators. Chem. Rev. 94, 2319-2358. https://doi.org/10.1021/cr00032a005
(1994).

29. Cao, S. et al. Solvatochromic near-infrared aggregation-induced emission-active acrylonitriles by acceptor modulation for low-
power stimulated emission depletion nanoscopy. Chem. Mater. 35, 2472-2485. https://doi.org/10.1021/acs.chemmater.2c03684
(2023).

30. Tong, J., Hu, T, Qin, A., Sun, J. Z. & Tang, B. Z. Deciphering the binding behaviours of BSA using ionic AIE-active fluorescent
probes. Faraday Discuss. 196, 285-303. https://doi.org/10.1039/C6FD00165C (2017).

Scientific Reports |

(2023) 13:20529 | https://doi.org/10.1038/s41598-023-46571-5 nature portfolio


https://doi.org/10.1007/978-1-60761-913-0_13
https://doi.org/10.1007/978-1-60761-913-0_13
https://doi.org/10.1002/0471142727.mb1001as76
https://doi.org/10.1016/S0076-6879(09)63008-1
https://doi.org/10.13070/mm.en.2.115
https://doi.org/10.3390/pharmaceutics11010039
https://doi.org/10.1007/s12033-007-0038-9
https://doi.org/10.1007/s00216-022-03910-1
https://doi.org/10.1007/s00216-022-03910-1
https://doi.org/10.1111/2041-210X.13601
https://doi.org/10.1111/2041-210X.13601
https://doi.org/10.3389/fmolb.2018.00083
https://doi.org/10.1371/journal.pone.0215863
https://doi.org/10.1371/journal.pone.0215863
https://doi.org/10.1146/annurev.biophys.093008.131339
https://doi.org/10.1007/978-1-60761-842-3_13
https://doi.org/10.1007/978-1-60761-842-3_13
https://doi.org/10.1093/jb/mvp037
https://doi.org/10.1016/0003-2697(85)90442-7
https://doi.org/10.1016/0003-2697(85)90442-7
https://doi.org/10.1006/abio.1976.9999
https://doi.org/10.1016/j.jbbm.2007.05.009
https://doi.org/10.1186/1754-1611-4-11
https://doi.org/10.1186/1754-1611-4-11
https://doi.org/10.1002/chem.201801389
https://doi.org/10.1002/chem.201801389
https://doi.org/10.1039/b618415d
https://doi.org/10.1021/j100218a023
https://doi.org/10.1016/j.bbamem.2008.01.005
https://doi.org/10.1016/B978-0-12-420138-5.00005-7
https://doi.org/10.1016/B978-0-12-420138-5.00005-7
https://doi.org/10.1021/ja3063698
https://doi.org/10.1021/acschemneuro.5b00176
https://doi.org/10.1038/s41467-022-30153-6
https://doi.org/10.1021/cr00032a005
https://doi.org/10.1021/acs.chemmater.2c03684
https://doi.org/10.1039/C6FD00165C

www.nature.com/scientificreports/

31. Xin, X. et al. Improving the sensitivity of protein fluorescent probes by molecular structural fine-tuning based on aggregation-
induced emission mechanism. Dyes Pigments 217, 111412. https://doi.org/10.1016/j.dyepig.2023.111412 (2023).

32. Zheng, X. et al. Proteomic analysis for the assessment of different lots of fetal bovine serum as a raw material for cell culture. Part
IV. Application of proteomics to the manufacture of biological drugs. Biotechnol. Prog. 22, 1294-1300. https://doi.org/10.1021/
bp0601210 (2006).

33. Hettiaratchi, M. H. et al. A rapid method for determining protein diffusion through hydrogels for regenerative medicine applica-
tions. APL Bioeng. 2, 026110. https://doi.org/10.1063/1.4999925 (2018).

34. Chutipongtanate, S., Watcharatanyatip, K., Homvises, T., Jaturongkakul, K. & Thongboonkerd, V. Systematic comparisons of various
spectrophotometric and colorimetric methods to measure concentrations of protein, peptide and amino acid: Detectable limits,
linear dynamic ranges, interferences, practicality and unit costs. Talanta 98, 123-129. https://doi.org/10.1016/j.talanta.2012.06.
058 (2012).

35. Ehrlich, R. S. et al. Exploring the effect of aliphatic substituents on aryl cyano amides on enhancement of fluorescence upon bind-
ing to amyloid-beta aggregates. ACS Chem. Neurosci. 12, 2946-2952. https://doi.org/10.1021/acschemneuro.1c00334 (2021).

Acknowledgements

We acknowledge research funding from the National Institute on Aging of the National Institutes of Health
under Award Number RF1AG062362 to E.A.T. S.T. is grateful to the Development and Promotion of Science and
Technology Talents Project (DPST) and the Junior Science Talent Project (JSTP) for a doctoral Fellowship. S.T
and W.P. would like to thank the Center of Excellence for Innovation in Chemistry (PERCH-CIC), Ministry of
Higher Education, Science, Research and Innovation; the Kasetsart University Research and Development Insti-
tute (KURDI). We also thank Jamie Y. Lam for preliminary studies on the fluorescence emission of ARCAM-1.
M.A.T. gratefully acknowledges Arcadia University for research support. M.L.A. and P.A.G would like to thank
Rowan University and the Camden Health Research Initiative for funding support.

Author contributions

M.L.A. and E.A.T. designed the study, proposed the experimental strategy and supervised the overall evaluation
of the molecular rotor. K.D. performed the evaluation of the molecular rotor in protein solutions, cell compat-
ibility assessment and data analysis. S.T. synthesized the fluorescent molecular rotor, performed the absorption
and emission characterization. S.T., E.A.T. and W.P. performed the spectroscopic characterization and data
analysis of the molecular rotor. M.A.T. supervised the molecular rotor utility for unknown protein concentration
determination. P.A.G. performed the molecular rotor tracking of an interstitial fluid front experiment. PA.G.,
M.A.T, E.A.T. and M.L.A. wrote the manuscript. All authors reviewed the manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https://doi.org/
10.1038/s41598-023-46571-5.

Correspondence and requests for materials should be addressed to E.A.T. or M.L.A.
Reprints and permissions information is available at www.nature.com/reprints.

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

Open Access This article is licensed under a Creative Commons Attribution 4.0 International

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

© The Author(s) 2023

Scientific Reports |

(2023) 13:20529 | https://doi.org/10.1038/s41598-023-46571-5 nature portfolio


https://doi.org/10.1016/j.dyepig.2023.111412
https://doi.org/10.1021/bp060121o
https://doi.org/10.1021/bp060121o
https://doi.org/10.1063/1.4999925
https://doi.org/10.1016/j.talanta.2012.06.058
https://doi.org/10.1016/j.talanta.2012.06.058
https://doi.org/10.1021/acschemneuro.1c00334
https://doi.org/10.1038/s41598-023-46571-5
https://doi.org/10.1038/s41598-023-46571-5
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Fluorescent molecular rotors as versatile in situ sensors for protein quantitation
	Results and discussion
	Mechanism of FMR-based environment sensing
	FMR spectral analysis in various aqueous solutions
	FMR emission spectra
	FMR emission in the presence of a homogeneous protein (BSA) solution
	FMR emission in the presence of a heterogeneous protein (FBS) solution
	Comparison between the Bicinchoninic acid (BCA) assay and FMR for protein quantification of an unknown sample
	Evaluation of FMR for in situ flow measurements
	Evaluation of cell compatibility following ARCAM-1 exposure

	Conclusion
	Materials and methods
	Chemical synthesis of ARCAM-1
	FMR stock solution preparation
	Protein sample preparation
	FMR absorption spectra
	FMR emission spectra
	Determination of the limit of protein detection of FMR
	Bicinchoninic Acid (BCA)-based protein quantitation assay
	FMR-based protein quantitation assay
	Microfluidic interstitial flow assay
	Cell compatibility analysis

	References
	Acknowledgements


