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Abstract: Here, we present a direct comparison of different dyes and assays for the determination of
protein concentrations. We compared the classical Bradford assay with two modern assays based
on the fluorogenic dyes QuDye and ProteOrange and showed that the Bradford reagent achieved
excellent results in the determination of protein concentrations as compared with more modern rivals.
We also showed that standard approaches for determining the limit of detection (LoD) and limit of
quantification (LoQ) may not work correctly with the tested dyes. We proposed a new approach that
extends the standard algorithm for LoD and LoQ determination. This approach works well with both
classical colorimetric and fluorogenic dyes, as well as with nontrivial fluorescent probes.
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1. Introduction

In biochemical studies involving the study of proteins, determining their concentration
is one of the most frequent tasks encountered [1,2]. The classic method for determining
protein concentrations is the Bradford assay, which utilizes the Coomassie® Brilliant Blue
G-250 dye [3,4]. In acidic media, the absorption maximum of the dye shifts from 465 nm
to 595 nm when binding to a protein. Such behavior of Coomassie G-250 is explained by
the protonation of acidic amino acid residues in an acidic medium, resulting in the protein
becoming more hydrophobic and positively charged, thus increasing the binding to the
hydrophobic part of the dye; on the other hand, the positive charges of arginine and lysine
residues stabilize the anionic form of the dye [5]. Recently, it has become increasingly
popular to use fluorogenic dyes to determine protein concentrations [1,6,7]. In this case,
the fluorescence intensity increases when the dye binds to protein, which results from
the chemical modification of the dye [8] or from a decrease in the vibrational freedom
of the dye in the protein-bound state and a consequent increase in the quantum yield of
fluorescence [9,10]. In this paper, using two commercially available dyes as examples, we
compared the effectiveness of new fluorogenic techniques with the classical colorimetric
assay for the determination of protein concentrations.

Fluorescent methods are now widely used for the determination of various types of
analytes [11–16]. The most important characteristics related to the sensitivity of fluorescent
sensors are the limit of detection (LoD) and the limit of quantification (LoQ), which are the
concentrations where the response is most probably (95%) above the noise level (LoD) or can
be confidently quantified (LoQ). They are defined as the signal gain over the background
noise by factors of 3.3 and 10, respectively [17,18]. The LoD and LoQ are usually defined
as LoD = 3.3 S/b, LoQ = 10 S/b, where S is the standard deviation (SD) of the response
and b is the slope of the calibration curve. In the present work, we showed that this
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traditional approach may produce incorrect results. To properly estimate the LoD and
LoQ, we modified the standard algorithm by accounting for the standard deviations
of the response at low concentrations and by adding to the equation a term that takes
into account deviations of the experimental data from the linear dependence in the low
concentration range.

2. Materials and Methods

Bovine serum albumin (BSA) was purchased from Sigma-Aldrich (St. Louis, MO, USA).
Solutions with the defined protein concentrations were obtained by a series of sequential
dilutions of 10 mg/mL BSA in phosphate-buffered saline (PBS). The protein concentra-
tion was verified by the absorption of the sample at 280 nm (ε280 nm = 43,824 M−1cm−1,
MW = 66,400 Da). Bradford reagent was used as part of the protein assay kit (Bio-Rad,
Hercules, CA, USA); fluorogenic dyes ProteOrange and QuDye were purchased from
Lumiprobe (Moscow, Russia). Assays were conducted according to manufacturers instruc-
tions. Samples of proteins were diluted with working solutions of the dyes according to
Table 1. All samples were prepared in triplicate (for each concentration, three independent
dilutions with working solution were produced to take into account possible errors in
pipetting and measuring). Measurements were performed in 96-well plates using a plate
reader (Tecan Infinite® M1000 Pro, Switzerland).

Table 1. Composition of the assay reaction mixtures.

Dye Volume of Sample Added, µL Volume of Working Solution, µL

Coomassie G-250 10 200
ProteOrange 2.5 97.5

QuDye 5 95

For the spectrophotometric measurements of the samples with Bradford reagent, the
sample volume was ~200 µL according to the manufacturer’s protocol. At this volume, the
optical density was close to the optimum 0.3–0.9 [19]. For fluorescent dyes, the final sample
volume was 100 µL, instead of the manufacturer’s recommended 200 µL. This allowed
us to use half of the protein at the same concentration to increase the sensitivity of the
method. The plate reader we used had an excitation/detection spot of only 2 mm, so it
was not reasonable to take a larger volume. Before measurements, the Z- position of the
focusing optics was optimized; settings at which the dispersion of the detected parameters
was minimal were used.

For the Bradford assay, the background absorbance of the samples at 800 nm was
subtracted from the absorbance at the absorbance maximum of 595 nm. To measure the
fluorescence signal of fluorogenic probes, samples were excited at 480 nm, emission was
detected at 590 nm, and the slit was set to 10 nm. Absorption and fluorescence emission
spectra were measured using the same plate reader. Linear regression was performed using
Origin 2021 software (OriginLab).

3. Results and Discussion

We used BSA as a reference protein and prepared a series of dilutions with concentra-
tions ranging from ~10 mg/mL to 0.07 µg/mL (5 orders of magnitude). Then, we measured
the response of various dyes to the protein and generated calibration curves (Figure 1).
We also measured the absorption and fluorescence emission spectra of the samples for the
visual comparison of the dyes properties. For a better representation of the regions of low
concentrations, the calibration curves were also plotted in logarithmic scale (Figure 2).
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Bradford reagent (a,b), ProteOrange (c,d), and QuDye (e,f). Concentrations of the stock solutions 
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are the SD. 

Figure 1. Response spectra of dye to the presence of protein (a,c,e) and calibration curves (b,d,f) for
Bradford reagent (a,b), ProteOrange (c,d), and QuDye (e,f). Concentrations of the stock solutions are
presented. For each concentration, the experiments were performed in triplicate. The error bars are the SD.
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Figure 2. Calibration curves in logarithmic scale for Bradford reagent (a), ProteOrange (b), and
QuDye (c). The arrows indicate the LoDs calculated using Equations (1) (in blue), (2) (in red), and
(3) (in green).

Bradford’s reagent (Coomassie G-250) showed a linear dependence of the growth of
light absorption with increasing protein concentration in the range of 0 to ~670 µg/mL.
ProteOrange showed linear fluorescence growth in response to the protein in the range of
up to 350 µg/mL. It was also clearly visible that the standard deviations increased with
increasing concentrations (Figure 1d). In the case of QuDye, a linear response to the protein
was observed at concentrations of 40 to 670 µg/mL. The high threshold of the response
may indicate the complex character of dye–protein interactions; this was also confirmed by
the hypsochromic shift of the emission maximum at higher concentrations (Figure 1e).

To determine the LoD, a calibration line is usually built using linear regression in the
range of the linear response of the dye to the analyte; then, the LoD is determined using
the following equation:

LoD = 3.3
S
b

(1)

where S is the standard deviation of the response (intercept with intensity axis) and b is the
slope of the calibration curve.

According to Equation (1) and the results of the linear regression for the Bradford
reagent, ProteOrange, and QuDye, the LoDs were 30.5, 34.6, and 182 µg/mL, respectively
(Table 2). However, one can see that, at these values, the dye response could reach significant
values (Figure 2, blue arrows). In the case of QuDye, it was about one-third of the dynamic
range, while the deviations of the signal in the region of “noise” were quite small. In other
words, the calculated LoDs seemed to be overestimated.

Table 2. Calculated parameters from the linear regression and blank responses as well as the LoDs
calculated by using these parameters and Equations (1)–(3).

Dye B 1 SEslope
1 I0

1 S 1 Iblank
2 Sblank

2 LoD (1) LoD (2) LoD (3) m (ng)

Coomassie
G-250 0.00117 8.6 ×

10−6 0.277 0.0108 0.275 0.00328 30.5 9.24 7.20 72

ProteOrange 2.22 0.046 59.6 23.27 67.1 16.4 34.6 24.3 27.7 69.3

QuDye 9.9 0.43 −305 546 25.5 2.43 182 0.81 34 170
1 Parameters derived from linear regression; 2 Parameters derived from the response at low concentrations;
b—slope of the calibration curve; SEslope—standard error of the slope; I0—intercept of the calibration curve;
S—standard deviation of the intercept; Iblank—average response at low concentrations (background noise at
concentrations <7 µg/mL); Sblank—standard deviation of the response at low concentrations; LoD—limit of
detection in µg/mL as calculated using Equations (1), (2), or (3); m (ng)—amount of the protein in the sample
corresponding to the LoD (3)

It was noted above that the standard deviation of the response increased with in-
creasing concentration, especially for fluorogenic dyes, while the SD of the response in the
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low-concentration region (near the actual LoD) was much lower. Therefore, to estimate the
LoD, it was more appropriate to use the SD of the response at low concentrations, or the
concentrations at which the response did not exceed the background level (Sblank). For the
tested dyes, it was the area of concentrations below 7 µg/mL. In this case, the detection
limit was determined as:

LoD = 3.3
Sblank

b
(2)

According to Equation (2), the LoDs for Bradford reagent, ProteOrange, and QuDye
were 9.24, 24.3, and 0.81 µg/mL, respectively. The use of Sblank expectedly resulted in lower
values of the determined LoDs. However, in the case of QuDye, the LoD was in the region
of background noise. This could be explained, on one hand, by the low SD in the noise
region and, on the other hand, by the significant discrepancy between the intercept of the
regression line and the actual response of the “blank” samples (Table 2).

When considering the basis for the LoD definition, Equation (1) arises from the as-
sumption of Gaussian distribution for the response to an analyte, and that the probability
of occurrence of the response values in the background noise did not exceed 5%. At this
assumption value of the response at the concentration of the LoD defined as the mean
value of the background signal (Iblank) increased by 3.3 (rounding of 3.29 [20]) standard
deviations of the response in the background (Sblank) [17,18,21]. That is,

ILoD = Iblank + 3.3Sblank

If we take the equation of linear regression of the response from the concentration

I = I0 + b[C]

the concentration at the limit of detection is expressed as

[C]LoD =
ILoD − I0

b
=

Iblank + 3.3Sblank − I0

b
=

3.3Sblank
b

+
Iblank − I0

b

thus, the LoD in the general case is expressed by the equation:

LoD = 3.3
Sblank

b
+

Iblank − I0

b
(3)

where Sblank is the standard deviation of the signal at concentrations below the LoD, i.e., at
concentrations at which the response becomes less than the noise; Iblank is the mean value
of the response at these concentrations; and I0 and b are the parameters of linear regression
of the calibration line (intercept and slope, respectively). For clarity, these parameters are
shown in Figure 3 using ProteOrane as an example.
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Figure 3. The enlarged region of low concentrations of the ProteOrange calibration curve. Experi-
mental points are shown as black diamonds. The linear regression is shown by the red line. The mean
value of Iblank and its standard deviation Sblank were calculated from the points at concentrations
below 7 µg/mL. The fluorescence signal corresponding to the LoD determined by Equation (1) is
indicated by the blue line and arrow, by Equation (2) by the red line and arrow, and by Equation (3)
by the green line and arrow.

In determining LoD, when the response is measured over the entire dynamic range of
the dye, but the impact of nearly zero concentrations is neglected, the Iblank values can be
assumed to be equal to I0 and Equation (3) degenerates into Equation (2). If the standard
deviations are assumed to be equal in the entire range of measurements, Equation (2) is
transformed into Equation (1). Such assumptions are reasonable when the deviations of the
response are comparable over the whole range of measurements and the linear regression
does not deviate significantly from the experimental data in the region of “blank” samples.
In other cases, oversimplifications can result in artifacts that can lead to incorrect LoD
determinations. As shown, the deviations can reach orders of magnitude, as in the case of
QuDye, for which the I0 value was even below zero.

The limits of protein detection by Bradford reagent, ProteOrange, and QuDye, as
calculated by Equation (3), were 7.20, 27.7, and 34 µg/mL, respectively. When multiplying
these values by the volume of sample tested (Table 1), 72, 69.3, and 170 ng of the protein
in the sample could be detected by the corresponding methods, respectively. Thus, for
determining the protein concentration in solution, the classic Bradford reagent was not
worse than newer dyes in terms of the LoD. It also had a large range of linearity of the
response in the area of high concentrations. For the measurements, it was necessary to
use spectrophotometric equipment, rather than the more expensive spectrofluorimetric
equipment, as in the case of fluorescent dyes.

Summing up the results of the LoD determination of the tested dyes, for the proper
determination of the LoD of an analyte by dye, linear regression in the region of consider-
able signals is not enough. It is also necessary to determine the mean value of the signal
and its standard deviation at near-zero concentrations. This allows for Equation (3) to
be used for a more accurate determination of LoD. Additionally, it should be noted that
the results of calculations should be critically interpreted, and the determined parameters
should be checked visually using plots of the response dependence on the concentration in
the logarithmic scale.

An important characteristic of chemosensors is also the limit of quantification (LoQ).
The same linear regression equation as that used for the LoD is usually used to determine
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the LoQ, but the multiplication factor of the standard deviation of the background is usually
10 instead of 3.3 [18,22]. That is, the LoD is the concentration at which the signal exceeds
the noise at this point by 10 times [20]. Analogous to LoD,

LoQ = 10
Sblank

b
+

Iblank − I0

b

However, it is worth noting that, in the case of significant differences in the standard
deviations of the response value in the area of the obtained LoQ from Sblank, more complex
calculations may be required.

It is also worth noting that most programs used to calculate linear regressions (such
as Origin or GraphPad Prism), in the results of the calculations display not the standard
deviations of the determined parameters, but the standard errors (SE), which are linked to
each other by the equation

SE =
SD√

N

where N is the number of points used in the parameter calculation.
It is correct to use SE in specifying the error of a parameter in the form “mean ± SE”,

but when calculating the LoD and LoQ, the obtained standard errors must be multiplied
by
√

N to obtain the standard deviations.

4. Conclusions

We have shown that the classical Bradford method allows the determination of protein
concentrations and is indeed not inferior to contemporary methods. In addition, we
showed that the use of standard approaches, including the use of linear regressions to
determine the LoD and LoQ, may not work correctly for the tested dyes. We have refined
the commonly used algorithm for analyzing experimental data so that it takes into account
possible artifacts. The described protocol can be used not only for protein concentration
assays using colorimetric and fluorogenic dyes, but also for other systems with deviations
in the experimental data from standard linear regressions.
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6. Wiśniewski, J.R.; Gaugaz, F.Z. Fast and Sensitive Total Protein and Peptide Assays for Proteomic Analysis. Anal. Chem. 2015, 87,
4110–4116. [CrossRef] [PubMed]

7. Noble, J.E.; Knight, A.E.; Reason, A.J.; Di Matola, A.; Bailey, M.J.A. A Comparison of Protein Quantitation Assays for Biopharma-
ceutical Applications. Mol. Biotechnol. 2007, 37, 99–111. [CrossRef] [PubMed]

8. You, W.W.; Haugland, R.P.; Ryan, D.K.; Haugland, R.P. 3-(4-Carboxybenzoyl)Quinoline-2-Carboxaldehyde, a Reagent with Broad
Dynamic Range for the Assay of Proteins and Lipoproteins in Solution. Anal. Biochem. 1997, 244, 277–282. [CrossRef]

9. Steinberg, T.H.; Jones, L.J.; Haugland, R.P.; Singer, V.L. SYPRO Orange and SYPRO Red Protein Gel Stains: One-Step Fluorescent
Staining of Denaturing Gels for Detection of Nanogram Levels of Protein. Anal. Biochem. 1996, 239, 223–237. [CrossRef]

10. Mora, A.K.; Nath, S. SYPRO Orange—A New Gold Standard Amyloid Probe. J. Mater. Chem. B 2020, 8, 7894–7898. [CrossRef]
11. Wu, D.; Sedgwick, A.C.; Gunnlaugsson, T.; Akkaya, E.U.; Yoon, J.; James, T.D. Fluorescent Chemosensors: The Past, Present and

Future. Chem. Soc. Rev. 2017, 46, 7105–7123. [CrossRef]
12. Kwon, N.; Hu, Y.; Yoon, J. Fluorescent Chemosensors for Various Analytes Including Reactive Oxygen Species, Biothiol, Metal

Ions, and Toxic Gases. ACS Omega 2018, 3, 13731–13751. [CrossRef] [PubMed]
13. Dongare, P.R.; Gore, A.H. Recent Advances in Colorimetric and Fluorescent Chemosensors for Ionic Species: Design, Principle

and Optical Signalling Mechanism. ChemistrySelect 2021, 6, 5657–5669. [CrossRef]
14. Martynov, V.I.; Pakhomov, A.A. BODIPY Derivatives as Fluorescent Reporters of Molecular Activities in Living Cells. Russ. Chem.

Rev. 2021, 90, 1213–1262. [CrossRef]
15. Li, Y.; Yao, S.; Fang, H.; He, W.; Chen, Y.; Guo, Z. Rational Design of Ratiometric Fluorescent Probe for Zn2+ Imaging under

Oxidative Stress in Cells. Chemosensors 2022, 10, 477. [CrossRef]
16. Nootem, J.; Sattayanon, C.; Daengngern, R.; Kamkaew, A.; Wattanathana, W.; Wannapaiboon, S.; Rashatasakhon, P.; Chansaenpak,

K. BODIPY-Pyridylhydrazone Probe for Fluorescence Turn-On Detection of Fe3+ and Its Bioimaging Application. Chemosensors
2021, 9, 165. [CrossRef]

17. Desimoni, E.; Brunetti, B. About Estimating the Limit of Detection by the Signal to Noise Approach. Pharm. Anal. Acta 2015, 6, 4.
[CrossRef]

18. Shrivastava, A.; Gupta, V. Methods for the Determination of Limit of Detection and Limit of Quantitation of the Analytical
Methods. Chron. Young Sci. 2011, 2, 21. [CrossRef]

19. Cole, R. Optimum Optical Density in Spectrophotometry. J. Opt. Soc. Am. 1951, 41, 38. [CrossRef]
20. Currie, L.A. Nomenclature in Evaluation of Analytical Methods Including Detection and Quantification Capabilities (IUPAC

Recommendations 1995). Pure Appl. Chem. 1995, 67, 1699–1723. [CrossRef]
21. Armbruster, D.A.; Pry, T. Limit of Blank, Limit of Detection and Limit of Quantitation. Clin. Biochem. Rev. 2008, 29 (Suppl. 1), S49–S52.
22. Belter, M.; Sajnóg, A.; Barałkiewicz, D. Over a Century of Detection and Quantification Capabilities in Analytical Chemistry—

Historical Overview and Trends. Talanta 2014, 129, 606–616. [CrossRef] [PubMed]

http://doi.org/10.1016/0003-2697(76)90527-3
http://www.ncbi.nlm.nih.gov/pubmed/942051
http://doi.org/10.1101/pdb.prot102269
http://www.ncbi.nlm.nih.gov/pubmed/32238597
http://doi.org/10.1016/B978-0-12-420070-8.00002-7
http://doi.org/10.1021/ac504689z
http://www.ncbi.nlm.nih.gov/pubmed/25837572
http://doi.org/10.1007/s12033-007-0038-9
http://www.ncbi.nlm.nih.gov/pubmed/17914170
http://doi.org/10.1006/abio.1996.9920
http://doi.org/10.1006/abio.1996.0319
http://doi.org/10.1039/D0TB01406K
http://doi.org/10.1039/C7CS00240H
http://doi.org/10.1021/acsomega.8b01717
http://www.ncbi.nlm.nih.gov/pubmed/31458074
http://doi.org/10.1002/slct.202101090
http://doi.org/10.1070/RCR4985
http://doi.org/10.3390/chemosensors10110477
http://doi.org/10.3390/chemosensors9070165
http://doi.org/10.4172/2153-2435.1000355
http://doi.org/10.4103/2229-5186.79345
http://doi.org/10.1364/JOSA.41.000038
http://doi.org/10.1351/pac199567101699
http://doi.org/10.1016/j.talanta.2014.05.018
http://www.ncbi.nlm.nih.gov/pubmed/25127640

	Introduction 
	Materials and Methods 
	Results and Discussion 
	Conclusions 
	References

