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Mechanistic investigation 
into the binding property 
of Yohimbe towards natural 
polymeric DNAs
Soching Luikham , Senchumbeni Yanthan  & Jhimli Bhattacharyya *

DNA interactions with multivalent ligand(s) have increasingly become the subject of substantial 
research. For several small molecules with therapeutic potential, nucleic acids serve as their primary 
molecular target. Such interaction has been shown to affect transcription or replication, ultimately 
leading to apoptotic cell death. As a result, researchers are becoming increasingly interested in 
understanding how small molecules interact with DNA making it possible to develop new, DNA-
specific drugs. The bioactive indole alkaloid, Yohimbe (Yohimbine; Yh) has been broadly studied 
in pharmacological properties while its binding mode to DNA has not been explicated so far. This 
study adopted molecular modelling and multi-spectroscopic methods to investigate the interaction 
between Yohimbine and herring testes (HT DNA) in physiological conditions. Minor hypochromic and 
bathochromic shifts of fluorescence intensity were observed, suggesting the binding of Yh to HT DNA. 
The Scatchard plot analyses using the McGhee-von Hipple method revealed non-cooperative binding 
and affinities in the range of  105  M−1. The thermodynamic parameters suggested exothermic binding, 
which was favoured by negative enthalpy and positive entropy changes from temperature-dependent 
fluorescence experiments. Salt-dependent fluorescence suggested that the interaction between 
the ligand and DNA was governed by non-polyelectrolytic forces. The results of iodide quenching, 
urea denaturation assay, dye displacement, and in silico molecular docking, suggested groove 
binding of Yh to HT DNA. Thus, the groove binding mechanism of interaction was validated by both 
biophysical and computational techniques. The structural elucidation and energetic profiling of Yh’s 
interaction with naturally occurring polymeric DNA can be useful to the development of DNA-targeted 
therapeutics.

Phytochemicals, over the years, have been receiving plenty of attention due to their pharmacological effects. 
One such phytochemical is yohimbine which has been mostly used as a stimulant and aphrodisiac for erectile 
dysfunction. Yohimbine (17α-hydroxyyohimban-16α-carboxylic acid methyl ester; Yh) (Fig. 1) is a plant alkaloid 
that is located in the bark of Pausinystalia yohimbe1 and has been used to treat various ailments. Symptoms that it 
has successfully treated include marijuana abuse, male erectile dysfunction, diabetes mellitus type II, orthostatic 
hypotension (low blood pressure when standing up), and  depression2–6. It functions by blocking the pre-and 
postsynaptic α2-adrenergic receptors that are mainly responsible for treating erectile dysfunction. Additionally, 
yohimbine not only blocks the α-adreno receptor but is also able to enhance the sympathetic outflow from the 
CNS (central nervous system) as well as increase the release of catecholamine from the peripheral sympathetic 
nerve terminals. Yh belongs to the group of β-carboline molecules which have also marked impactful impor-
tance with their therapeutic  importance7,8. These bioactive compounds are promising aspects in pharmacology 
and pharmacokinetics as they are abundantly present in nature and have lower toxicity as compared to other 
synthetically produced compounds. The interaction of these plant-derived compounds with nucleic acids is 
significant for developing various biomedical  remedies9–12. Nucleic acids, specifically DNA (deoxyribonucleic 
acid) are important as it stores all the genetic information responsible for the therapeutic effect against cancer 
and various other  diseases13–17. DNA is responsible for delivering genetic instruction to cells, assisting in cellular 
structure and function, and serving as a primary target of anticancer and antibiotics medications, etc.18. The 
structure of DNA has been well elaborated and thus makes it possible to study the effect of important chemical 
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compounds on DNA in terms of  pharmacology19–26. The fundamental goal while studying ligand–DNA interac-
tion is the investigation of the type of binding. Generally, three types of interaction take place between ligands 
and  DNA27: intercalative binding in which the ligands intercalate into the stacked DNA base pairs; groove binding 
occurs when ligands are bound on either of the two grooves of the double helix of DNA and electrostatic binding 
which takes place primarily between the negatively charged DNA phosphate backbone near the external DNA 
double helix and the cationic species. Notably, this interaction is non-specific. Groove or intercalative binding 
are two binding modes most likely to occur between the ligands which bind to the DNA non-covalently27,28. 
The interaction study of the molecule Yohimbine with HT-DNA (herring testes) was carried out to elaborate 
on the mechanism and thermodynamics involved in such types of binding studies. This study will help better 
understand the binding properties and analyze the varied structural and electronic aspects of the interaction. 
Analysis of DNA–ligand complexation is necessary to understand the molecular characteristics as well as the 
energy behind the complex  formation29–31. A detailed understanding of this interaction study can help us in 
determining the potential therapeutic values that can be further utilized for the development of novel drugs. 
These investigations can also help us to characterize and define the forces that control, regulate, and stabilize this 
type of DNA–ligand  interaction32. It also provides the overall details about the binding processes and the relation-
ship between the structure and function of these ligands towards the biomacromolecules like DNA. Although 
in recent years, such biophysical studies have increased in the past decades however more scientific information 
is required to gain more insights into this type of study. The study of these nucleic acids–ligand systems using 
kinetic, structural, and thermodynamic methods helps in the overall build-up of databases which is instrumental 
for designing rational drug programs. For the first time, a comprehensive study has been done between Yh and 
HT-DNA using different spectroscopic techniques which include UV–Vis, fluorescence and molecular docking, 
etc. Thermodynamic parameters like binding constant (K), change in free energy (Δ°G), enthalpy (Δ°H), entropy 
(Δ°S), and stoichiometry (n) have also been taken into consideration.

Materials and methods
Materials. Yohimbine (Yh) and herring testes (HT) were purchased from Sigma-Aldrich Corporation. 
 NaO2As(CH3)2·3H2O buffer containing 10 mM of sodium cacodylate was used for preparing samples and reac-
tions, which have been done at a pH of 7.0. On a digital Systronics high-precision pH meter, pH readings, and 
corrections were conducted. Molar absorption coefficient (e) values of 13,100  M−1  cm−1 at 260 nm for HT were 
used to calculate the sample concentrations. After dissolving Yh in Millipore water, 1.0 ×  10–3 Mol  L−1 of Yh was 
made as the standard stock solution. Every essential reagent and chemical used in this investigation were of 
Sigma-Aldrich analytical grade. The experimental solutions were prepared with Millipore water.

Methods. Using an Agilent Cary 100 range UV–Vis spectrophotometer at (298.15 ± 0.5) K, UV—Vis absorp-
tion experiments and binding stoichiometry (Job plot) analysis were carried out. On an Agilent Cary eclipse spec-
trofluorophotometer, fluorescence emission spectra, temperature-dependent, salt-dependent, potassium iodide 
(KI) quenching, urea denaturation, competitive dye displacement, and effect of metal ions were performed. 
Scatchard plotting studies were used to obtain the binding information from fluorimetric titrations. Molecular 
docking was carried out in AutoDock 1.5.6 using the Lamarckian Genetic Algorithm. The crystal structure of 
the DNA with the PDB-ID 1BNA for HT DNA was obtained from the Protein Data Bank. Every docked posi-
tion was visualized with PyMOL (The PyMOL Molecular Graphics System, Version 2.3.4, Schrödinger, LLC) as 
well as the UCSF Chimera 1.15 molecular graphics tool. Details of the methods are discussed in Supplementary 
Information (S1).

Results and discussion
UV–Vis absorption determination. It is viable to monitor the interaction as Yh has a distinctive 
noticeable absorption spectrum in the 200–300 nm range with two significant peaks at 220 nm and 272 nm, 
 respectively33. Similarly, Yh has also shown interactive properties with calf thymus  DNA34. The electronic transi-
tion of the chromophore in both pyrimidines and purines was suggested as the basis of the maximum absorp-
tion of HT DNA at 260  nm35. Due to such spectrum overlap shown in Fig. 2, it was difficult to determine how 
Yh and HT DNA interacted. Upon interacting with HT DNA, it was found that Yh’s UV absorbance at 220 nm 
decreased, but there was also a little hypochromic shift as well as a 1 nm bathochromic shift. This might be 
because of HT DNA base pair π orbital and the binding of ligand’s π* orbital together reduce the π–π* transition 
energy, causing an absorption red shift. The electron-filled coupling π*–orbital caused the hypochromic effect 

Figure 1.  Chemical structures of Yohimbine (Yh).
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by reducing the rate of  transfer36. Only the hypochromic effect with no or a very slight bathochromic shift can 
be observed when electrostatic and groove binding interactions  occur37.

Binding stoichiometry (Job’s plot) analysis. In UV–Vis spectroscopy at a fixed temperature, a continual 
variation approach (Job’s plot) was used to determine the Yh with HT DNA complex binding  stoichiometry38–40. 
Job’s plot analysis is a very useful technique for depicting the complex formed by the interaction of the two spe-
cies. Variations in the Yh with HT DNA molar ratio were achieved while maintaining a fixed total molar con-
centration. The absorbance (260 nm) is plotted against the mole fraction of Yh in Fig. 3. The least-square fitted 
lines for HT DNA intersected at 0.65. The numbers correspond to the amount of HT DNA base pairs attached 
per molecule of Yh. This value indicates that, throughout the range of the investigated concentrations, the 2:1 
binding stoichiometry for 2 Yh is spanned by 1 base pair of HT DNA. Similarly, Luikham et al. also obtained 2: 
1 binding for Yh with calf thymus  DNA34. The numbers of excluded sites derived from the McGhee–Von Hipple 
analysis of the fluorescence data and the values of stoichiometry are in close agreement.

Fluorescence titration experiments. An important method for determining how biomacromolecules 
and ligands interact is fluorescence  spectroscopy41,42. Fluorescence experiments can be used to determine 
parameters like binding sites, dynamics, binding affinity, and conformational changes. Since DNA has relatively 
weak fluorescence, Yh was chosen as the fluorescence probe to analyze its interaction with DNA. The emission 
spectrum of Yh exhibits a strong intrinsic fluorescence and ranges from 300 to 440 nm, with maxima at 352 nm 
if excited at 250 nm. Fluorescence was quenched by interaction with HT DNA, which eventually caused the 
binding sites to be more saturated. Figure 4 depicts the complexation of Yh with HT DNA in comparison to 
other fluorescence characteristics. The fluorescence quenching was approximately about 60%, which indicates 
that the ligand has a strong affinity for these natural polymeric DNA structures. Following the application of 
McGhee-von Hippel analysis, this data were utilized to create linear graphs of the Scatchard binding isotherm 

Figure 2.  Representative absorption spectral changes of Yh (15 μM) treatment with HT DNA (15 μM). All 
experiments were performed in sodium cacodylate buffer (10 mM) of pH 7.0 at 298.15 K.

Figure 3.  Job’s plot in absorbance plotted against mole fraction of added Yh to HT DNA at 298.15 K in sodium 
cacodylate buffer (10 mM) of pH 7.0.
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(inset Fig.  4), which revealed non-cooperative  binding43. The binding constants determined were (K)43–47 of 
2.00 ×  105  M−1 for HT DNA at 10 mM, T = 298.15 K. Therefore, the fluorescence data likewise substantially indi-
cate that Yh binds moderately to HT DNA. The “n” value, which represents the relevant number of binding sites, 
was 1.8.

Temperature dependent fluorescence spectral study. Through fluorescence titration with a constant 
drug concentration with increased DNA concentration at 288.15 to 308.15 K, the thermodynamic binding of Yh 
with HT DNA was observed. It also presents an important understanding of the molecular forces that accelerate 
the formation of  complex48. The significance is that it can be used to estimate the stoichiometry, ligand binding 
constant, and complete thermodynamic profile of the interaction. The experimental binding constant of Yh with 
HT DNA (Figs. S1 & S2) at temperatures between 288.15 and 308.15 K is represented in Table 1. Results revealed 
that with an increase in temperature from 288.15 to 308.15 K, the binding affinity of such interaction lowered, 
resulting in a moderately weak binding of Yh with HT DNA. A fall from 2.20 ×  105   M−1 to 1.59 ×  105   M−1 at 
308.15 K occurred (Table 1), which determines the ligand–DNA complexation was disrupted due to the increase 
in temperature. The ’n’ value (binding site), was approximately 1.8 for all of the temperatures condition. How-
ever, there was some significance in the thermodynamic analysis. Throughout all temperatures, the Gibbs free 
energy is negative indicating that the reaction is spontaneous.

Van der Waals forces, hydrogen bonds, hydrophobic forces, and electrostatic interactions are the primary 
force that links small molecules and  biomolecules37. You may assess the underlying forces for a ligand–DNA 
interaction to develop by observing the variations throughout the enthalpy (ΔH°), entropy (ΔS°), and free energy 
(ΔG°) values for ligand–DNA binding. Thus, the total Gibbs free binding energy (G) from the Gibbs–Helmholtz 
model and the classical van’t Hoff formula was used to establish the thermodynamic properties for Yh with HT 
DNA system at 288.15 to 308.15 K:

ΔH°, ΔS°, and ΔG° can be described from the following Eqs. (1) and (2).

where R (8.314 J  mol−1  K−1) is the universal gas constant and K is the binding strength at the suitable tempera-
ture. Equation (2) can be used to determine the free energy change. ΔH° and ΔS° values were determined by 

(1)lnK = −�H◦/RT +�S◦/R

(2)�G◦
= �H◦

−T�S◦- = −RT lnK

Figure 4.  Representative spectral changes of fluorescence emission of Yh (15 μM) with an increase in the 
concentration of HT DNA (0.5 to 28 μM) at 298.15 K in sodium cacodylate buffer (10 mM) of pH 7.0. Inset: 
representative Scatchard plot of the binding of Yh with HT DNA.

Table 1.  K (binding constant) and n (binding sites) for Yh with HT DNA interactions at different 
temperatures. All experiments were carried out in sodium cacodylate buffer (10 mM) of pH 7.0.

Temp (K)

Yh–HT

K ×  105  (M−1) n

288.15 2.20 ± 0.01 1.8 ± 0.06

293.15 2.10 ± 0.04 1.8 ± 0.08

298.15 2.00 ± 0.03 1.8 ± 0.09

303.15 1.66 ± 0.02 2.1 ± 0.36

308.15 1.59 ± 0.01 1.7 ± 0.07
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calculating the slope (–ΔH°/R) and the intercept (ΔS°/R) of the plot using Eq. (1) based on lnK versus 1/T (Fig. 5). 
Thus variables of ΔG°, ΔH°, and ΔS° were calculated using Eqs. (1) and (2), and the findings are presented 
in Table 2. In accordance with the report, the primary force includes electrostatic when ΔH° < 0 and ΔS° > 0, 
the essential factor is hydrogen bonding and Van der Waals when ΔH° < 0 and ΔS° < 0, and the major force is 
hydrophobic association when ΔH° > 0 and ΔS° >  049. According to Table 2, which shows the thermodynamic 
characterization of such interaction, the complexation favors negative enthalpy, with ΔH° = – 13.01 kJ  mol−1 
(Yh to HT DNA), and a significant positive entropy contribution, with ΔS° = 17.28 kJ  mol−1. The results imply 
that the chemical bonding is driven by both hydrogen bonds, and hydrophobic interactions, predominantly 
electrostatic forces with an exothermic binding process driven by entropy, which is a hallmark of ligand–DNA 
 complexation47,50. The binding process was spontaneous as a result of the shift in negative free energy (ΔG°) 
throughout all temperatures (ΔG° < 0).

Salt dependent fluorescence spectral study. To comprehend the origin of such molecular forces gov-
erning the binding process, salt-dependent fluorescence studies were carried  out51. Together with Van’t Hoff 
analysis carried out in fluorescence at five varying concentrations of  salt41. Around the double helix of DNA, 
cations remain available forming counter ions, and ligands attempt to release these cations to neutralize the 
phosphate backbone. Both mechanisms are thermodynamically related. Results outcomes from salt-dependent 
fluorometric experiments are shown in Table 3. When  [Na+] increased, the values of K (equilibrium constant) 
decreased, showing complexation was destabilized at a greater salt concentration (Figs. S3 and S4). As a result, 
the quantity of salt in the environment had a significant effect on how strong the interaction is. Their values of 
‘n’, meanwhile, maintained relatively consistent and indicated a 2:1 complex formation between the possible 
binding molecules under all salt concentrations.

Most ligand–DNA binding interactions depend on electrostatic interactions. Thus, according to Chaires and 
his coworkers’ study, the binding free energy was divided between polyelectrolytic and non-polyelectrolytic por-
tions. Researchers used a fluorescence experiment as well as a Van’t Hoff analysis to compare the effects of the 
salt concentration from the range of  [Na+] 10 mM to 100 mM. The binding capacity of such contact decreased 
as the  [Na+] level increased. A greater fall from 2.00 ×  105  M−1 at 10 mM to 1.10 ×  105  M−1 at 100 mM occurred 
(Table 3), A rise in  [Na+] quantity reduces total electrostatic interactions between the phosphate groups with 
negative charges of consecutive nucleotides of DNA, which may hamper the interaction of such a ligand and 
cause a reduction in binding affinity levels as seen in Table 3. Manning’s counter ions model-based polyelec-
trolytic theories just describe the process and provide a framework for interpreting the subsequent  findings52. 

Figure 5.  Van’t Hoff Plot of lnK versus 1/T of Yh with HT DNA respectively. All experiments were carried out 
in sodium cacodylate buffer (10 mM) of pH 7.0.

Table 2.  Temperature-dependent thermodynamics parameters for binding of Yh to HT DNA. All experiments 
were carried out in sodium cacodylate buffer (10 mM) of pH 7.0.

Temp (K)

Yh–HT

ΔG° kJ  mol−1 ΔH° kJ  mol−1 TΔS° kJ  mol−1

288.15 − 30.29 ± 0.06

− 13.01 ± 0.36

17.28 ± 0.04

293.15 − 30.59 ± 0.01 17.58 ± 0.09

298.15 − 30.89 ± 0.02 17.88 ± 0.03

303.15 − 31.19 ± 0.08 18.18 ± 0.02

308.15 − 31.49 ± 0.03 18.48 ± 0.07
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The best fit linear slope of such plot of lnK versus ln[Na+] is connected to the counter ion liberated based on the 
polyelectrolytic  theory53 by the given relation

Here Z is the actual value of the ligand-bound per phosphate binding, Ψ is the proportion of  [Na+] bound 
per phosphate group, and SK is the number of counter ions linked to the drug complexation. Figure 6 slope of 
the lnK versus ln[Na+] graph indicates results of 0.31. Significant evidence for this is provided by dividing the 
observed binding Gibbs free energy into components from polyelectrolytic (ΔG°pe) and non-polyelectrolytic 
(ΔG°t) processes. This relation shown below can be utilized to quantify its polyeletrolytic component towards 
the expected change in free Gibbs energy

The non-polyelectrolytic ΔG°t component is defined by the difference between ΔG° and ΔG°pe at specific  [Na+] 
concentrations. The Van’t Hoff plot’s slope is represented here by ZΨ (see Fig. 6). The proportion of ΔG°pe towards 
the overall changes in Gibbs free energy at 10 mM  [Na+] was determined to be − 3.54 kcal  mol−1 and about 25%. 
Estimated values of ΔG°pe were calculated to be − 1.77 kcal  mol−1 for salt content at 100 mM  [Na+], which is 
nearly 15% of the total change in Gibbs free energy. Figure 7 and Table 4 show a depiction of the divided Gibbs-
free energy change. It is evident that each time, whenever the  [Na+] concentration rises, the ΔG°t component 
stayed constant while the ΔG°pe component is reduced. This complexation by Yh binding to HT DNA is stabilized 
mainly by non-polyelectrolytic (ΔG°t). These outcomes presented therein serve as yet another affirmation of the 
part non-polyelectrolytic factors play throughout the complex formation. The non-polyelectrolytic component 
to the binding of Yh to HT DNA is considerably greater than that of the polyelectrolytic (ΔG°pe) component.

Potassium iodide (KI) quenching experiments. This quenching compound called potassium iodide 
(KI) was utilized to confirm the way that Yh interacts with HT DNA. Small molecules which are intercalated 
inside DNA’s helical structure are shielded from being quenched because of an ionic quencher since the negatively 
charged DNA phosphate backbone is likely to oppose a strongly negatively charged quencher. Additionally, ionic 
quenchers easily quench those groove-binding molecules that remained in proximity to the  surroundings54. As 
a result, after titrating using KI, the observed range in  Ksv values is greater for intercalating chemicals than for 

(3)SK = ln (K)/ln([Na+]) = −Z�

(4)�G◦
pe = −Z�RT ln

([

Na+
])

Table 3.  K (binding constant) and n (binding sites) for Yh to HT DNA interactions at different salt 
concentrations. Temperature = 298.15 K.

[Na+] (mM)

Yh–HT

K ×  105  (M−1) n

10 2.00 ± 0.25 1.8 ± 0.03

20 1.97 ± 0.04 1.6 ± 0.02

30 1.29 ± 0.12 1.8 ± 0.02

50 1.12 ± 0.05 1.1 ± 0.04

100 1.10 ± 0.17 1.4 ± 0.24

Figure 6.  Van’t Hoff Plot of lnK versus ln[Na+] of Yh with HT DNA respectively. All experiments were carried 
out in different salt concentrations of sodium cacodylate buffer of pH 7.0, Temperature = 298.15 K.
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molecules that bind to  grooves55. In 3 sets of tests, both emission spectra of Yh alone and Yh to HT DNA com-
plexes after titration with KI were determined. Through the use of the following formula, the  Ksv values were 
derived from the Stern–Volmer plot (Fig. 8 and Table 5):

(5)Fo/F = 1+ Ksv[KI]

Figure 7.  Partitioned polyelectrolytic (ΔG°pe) (shaded) and non-polyelectrolytic (ΔG°t) (black) presented 
to the Gibbs free energy change at (10, 20, 30, 50, 100) mM  [Na+] concentrations HT DNA respectively. 
Temperature = 298.15 K. All experiments were carried out in different salt concentrations of sodium cacodylate 
buffer of pH 7.0.

Table 4.  Salt-dependent thermodynamics parameters for binding of Yh–HT. All experiments were carried out 
at a different salt concentration of pH 7.0, Temperature = 298.15 K.

[Na+] (mM)

Yh–HT

ΔG° kcal  mol−1 ΔGt° kcal  mol−1 ΔGpe° kcal  mol−1 ZΨ

10 − 7.23 ± 0.08 − 3.69 ± 0.21 − 3.54 ± 0.17

0.31 ± 0.01

20 − 7.22 ± 0.09 − 4.22 ± 0.25 − 3.01 ± 0.16

30 − 6.97 ± 0.36 − 4.28 ± 0.04 − 2.69 ± 0.03

50 − 6.89 ± 0.07 − 4.59 ± 0.12 − 2.3 ± 0.01

100 − 6.87 ± 0.03 − 5.1 ± 0.05 − 1.77 ± 0.01

Figure 8.  The Stern–Volmer plot of fluorescence emission of Yh titrated with KI (10–600 μM) in the presence 
and absence of HT DNA (50 μM). Temperature = 298.15 K. All experiments were carried out in sodium 
cacodylate buffer (10 mM) of pH 7.0.
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Where  Fo and F indicate the emission intensities in the presence and absence of the quencher, respectively 
(KI). The  Ksv values of Yh alone and Yh to HT DNA were found to be 1.3 ± 0.21 ×  103  M−1, and 1.02 ± 0.34 ×  103  M−1 
respectively. The emission of Yh after and before the interaction with HT DNA was substantially similar in the 
results, showing little variation in the iodide quenching effect. Thus, Yh’s groove-binding mechanism with HT 
DNA is  implemented46,55,56.

Urea induced assay. This assay is often carried out to confirm how small molecules interact with natural 
polymeric DNA. The dsDNA helix is destabilized by denaturants like urea, which also causes the release of small-
intercalated ligands from DNA and alters the fluorescence emission intensity of small  molecules57. With the 
addition of urea, essentially no change is made to the photoluminescence intensity of groove-binding ligands.

Following treatment using urea, this was noted that the intensity of the fluorescence remained constant 
(Fig. 9B), indicating the groove binding mechanism instead of the intercalation  mechanism58. Figure 9A depicts 
the relationship between the emission intensities of the Yh to HT DNA complex in the addition and exclusion 
of urea  (Fo/F) as a result of urea concentration. A similar result has been obtained of Yh when interacting with 
calf thymus  DNA34. Therefore, our result supports the groove binding mode.

Competitive drug displacement assay. These fluorescent dye tests were conducted to confirm how 
a small molecule binds to natural polymeric DNA. For instance, ethidium bromide attaches to DNA through an 
intercalative association while rhodamine-B binds via a groove binding  mode59–61. The most common groove 
binding markers and intercalative binding markers are rhodamine-B and ethidium bromide, respectively. Rho-
damine-B and ethidium bromide were utilized as binding indicators in competitive binding studies to even 
further confirm the binding mechanism of Yh with HT DNA. The shift in the emission spectra of such dye–
DNA complex formation is monitored when the dye–DNA complex would be enabled to bind to Yh, its binding 
mechanism needs to be determined. As Yh competes with the dyes bound to DNA, it is therefore expected that 
it would interact with the DNA double helix in a manner that is similar to that of the dye it  replaces62.

Fluorescence spectra were obtained while the dyes to HT DNA combination were determined by titration 
with increasing amounts of Yh in various sets of assays. When HT DNA interacts with rhodamine-B and was 
titrated with Yh, fluorescence appeared to be quenched (Fig. 10A), but ethidium bromide had no such impact 

Table 5.  The binding constants of Yh with HT DNA complex with the addition of common metal ions. All 
experiment was carried out in sodium cacodylate buffer (10 mM) of pH 7.0.

HT DNA  Ksv (×  102  M−1)

Yh 1.12 ± 0.12

Yh–Ca2+ 0.83 ± 0.32

Yh–Mg2+ 0.85 ± 0.05

Yh–K+ 0.94 ± 0.24

Yh–Zn2+ 0.65 ± 0.76

Figure 9.  Fluorescence intensity spectra of Yh with (A) HT DNA titrated with urea (0–600 μM), (B). The plot 
of  Fo/F versus concentration of urea HT DNA. Temperature = 298.15 K. All experiments were carried out in 
sodium cacodylate buffer (10 mM) of pH 7.0.
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(Fig. 10B).  Ksv values from the Stern–Volmer plot were used to determine the shifts in emission intensity of such 
dyes after they were attached to HT DNA by Yh. To further confirm the groove binding mode the experiment 
was also performed with acridine orange which is an intercalator and further no shifts or significant change was 
observed (see Supplementary Fig. S5). Rhodamine-B has substantially higher  Ksv values than ethidium bromide 
(Fig. 10). Our data corroborate how Yh attaches to HT DNA through a groove binding mode based on the 
aforementioned results  obtained63,64. This is in agreement with the above mentioned experimental outcomes.

Effect of metal ions. Vitamins and minerals found in food items may increase or decrease the drug’s phar-
macokinetic profile (absorption, dispersion, digestion, or elimination) effects. Our human body requires metal 
ions to stay in good health. They take part in a variety of biological processes as co-factors65. In the current 
study, the binding influence of metal ions (such as  Mg2+,  Zn2+,  Ca2+, and  K+) on Yh with HT DNA was exam-
ined by keeping the concentrations of Yh (5 μM) and metal ions (2.5 μM) and varying the amount of HT DNA 
(0–15 μM). In Table 5, the determined bond quenching values  (Ksv) for the absence and presence of metal ions 
are presented. It is noticeable that when ions were added, the  Ksv values were altered. The interaction with both 
Yh and the metal ion could be responsible for this alteration.

Complexation of Yh with a metal ion could be the cause for the increase in  Ksv. Increased  Ksv values could 
increase Yh’s effect and retention time. Whereas, the interaction of HT DNA with metal ions, results in complex-
tion, leading to decreased  Ksv values. Such complexation is anticipated to have an influence on the structure of the 
DNA and the dynamics of Yh interaction. Therefore, the elimination rate of Yh may slightly increase (decrease 
in  Ksv), since the metal ions inhibit ligand binding or promote ligand  dissociation65. The decrease in  Ksv was in 
the order of,  Zn2+ >  Ca2+ >  Mg2+ >  K+.

Molecular modeling results. Information regarding the drug’s interaction with DNA upon binding is 
revealed through molecular modelling study. To understand the binding interactions, docking of the lowest 
energy conformer of Yh was performed with HT DNA (PDB-ID; 423D) using the AutoDock 1.5.6  program45,66. 
In each instance, docking was employed to highlight the Yh binding interaction with the HT DNA and to com-
prehend the underlying forces that are involved. The Yh compound was confirmed to exhibit a clear interaction 
with the naturally occurring polymeric HT DNA, as shown in Fig. 11A and B. During the interaction of Yh 
with HT DNA, electrostatic energy is much lower than that of the total of hydrogen bonding, Van der Waal’s 
energy, and desolvation-free energy.

In every case, hydrogen bonding (H-bond) was present. With a separation of 1.77 Å, the indole part of Yh 
formed an H-bond with the  C3-NH of the dihydropurin group of guanine (Fig. 12A,B). Researchers have also 
performed molecular docking of Yh with hemoglobin  protein33. It is estimated that Yh can attach to HT DNA 
with a binding energy of − 11.2 kcal  mol−1. The experimental findings are corroborated by the expected binding 
energy using molecular modelling. The inhibition constant was 6.81 μM. Thus, the mode of binding was via 
groove binding which also complements the experimental data.

Conclusion
In this study, a series of techniques, including multifaceted spectroscopy and molecular modeling methods, 
were utilized to investigate the binding affinity, binding mode, energitics, and structural aspects of a versatile 
indole alkaloid drug Yohimbine (Yh) with natural polymeric DNA (herring testes DNA). The complex forma-
tion, by Yh with the HT DNA, was substantiated by the analyses of UV absorption and steady-state fluorescence 
spectroscopy. Fluorescence spectrophotometric results and calculations on the binding constants revealed that 

Figure 10.  Fluorescence emission spectra obtained upon titration with Yh (0‒12.5 μM) on the complex 
between HT-DNA and (A) Rhodamine-B and (B) Ethidium bromide. Temperature = 298.15 K. All experiments 
were carried out in sodium cacodylate buffer (10 mM) of pH 7.0.



10

Vol:.(1234567890)

Scientific Reports |        (2023) 13:15487  | https://doi.org/10.1038/s41598-023-40713-5

www.nature.com/scientificreports/

Yh binds to HT DNA effectively with 2:1 complex formation (stoichiometry). According to the structural elu-
cidation data, electrostatic forces were the key factors by which Yh attached to HT DNA in the groove site; with 
a binding constant in the order of  105  M−1. Furthermore, one (01) hydrogen bond was generated at a length of 
1.77 Å between the  C3-NH of the dihydropurin group of guanine and the indole part of Yh, as confirmed by 
molecular modeling analyses. Job plot analyses confirmed the 2:1 binding for Yh on DNA which also supports 
the fluorescence data. Potassium iodide quenching, urea-induced denaturation assay as well as dye displace-
ment studies unequivocally established that Yh binds in the DNA groove region, which was also supplemented 
by computational analyses. The thermodynamic association between Yh and HT DNA was demonstrated using 
various temperature-based fluorescence and molecular modeling approaches. This interaction was exothermic, 
and the binding was facilitated by both negative enthalpy and positive entropy changes. Studies utilizing salt as a 
factor revealed that hydrophobic molecules dominated the binding with non-polyelectrolytic forces. The groove-
binding mechanism of Yh with natural polymeric DNA was computationally validated, and also the findings 
of the experiment(s) were therefore supported by the molecular docking analyses. The findings provided above 
may give pharmaceutical scientists additional knowledge as they continue to work on creating novel DNA-based 
therapeutic medicines. It was determined that the heat created by increasing temperatures unwinds DNA strands, 
allowing Yh to attach to HT DNA. The above findings reveal specific information on the complex formation 
which is important for logical personalized medicine, such as the binding constant, binding site, binding mode, 
and types of interacting forces. Thus, Yh can be a potential alkaloid-based drug with selective properties and 
greater efficacy in the future.

Data availability
All data are available in the main text or the supplementary materials.

Figure 11.  (A) Docked pose of Yh with HT DNA (PDB ID: 423D), (B) Hydrophobic surface of HT DNA 
(423D).

Figure 12.  (A) Hydrophobic forces covering the surface of HT DNA (423D) with Yh, (B) 2D diagram 
indicating the DNA base pairs of HT DNA (423D) with Yh and interacting forces in the complex formation.



11

Vol.:(0123456789)

Scientific Reports |        (2023) 13:15487  | https://doi.org/10.1038/s41598-023-40713-5

www.nature.com/scientificreports/

Received: 1 February 2023; Accepted: 16 August 2023

References
 1. Morales, A. Yohimbine in erectile dysfunction: The facts. Int. J. Impot. Res. 12, 70–74 (2000).
 2. Abdel-Zaher, A. O., Ahmed, I. T. & El-Koussi, A. E. D. A. The potential antidiabetic activity of some alpha-2 adrenoceptor antago-

nists. Pharmacol. Res. 44, 397–409 (2001).
 3. Steers, W. Pharmacologic treatment of erectile dysfunction. Rev. Urol. 4, 17–25 (2002).
 4. Wingenfeld, K. et al. Effects of noradrenergic stimulation on memory in patients with major depressive disorder. Stress 16, 191–201 

(2013).
 5. Mohamadzadeh, M. Microbial toxins: Current research and future trends. Expert Rev. Anti. Infect. Ther. 7, 695–696 (2009).
 6. Sepehry, A. A., Lang, D., Hsiung, G. Y. & Rauscher, A. Prevalence of brain microbleeds in Alzheimer disease: A systematic review 

and meta-analysis on the influence of neuroimaging techniques. Am. J. Neuroradiol. 37, 215–222 (2016).
 7. Mallick, A., Roy, U. K., Majumdar, T., Haldar, B. & Pratihar, S. Photophysical, NMR and density functional study on the ion inter-

action of norharmane: Proton transfer vs hydrogen bonding. RSC Adv. 4, 16274–16280 (2014).
 8. Paul, S., Karar, M., Paul, P., Mallick, A. & Majumdar, T. Dual mode nitro explosive detection under crowded condition: Conceptual 

development of a sensing device. J. Photochem. Photobiol. A Chem. 379, 123–129 (2019).
 9. Paul, P. et al. Circumstantial overdose management of an efficient cancer cell photosensitizer with preclinical evidence: A biophysi-

cal study. ACS Appl. Bio-Mater. 3, 8049–8060 (2020).
 10. Karar, M., Paul, S., Mallick, A. & Majumdar, T. Shipment of a photodynamic therapy agent into model membrane and its controlled 

release: A photophysical approach. Chem. Phys. Lipids 210, 122–128 (2017).
 11. Halder, D. & Purkayastha, P. A flavonol that acts as a potential DNA minor groove binder as also an efficient G-quadruplex loop 

binder. J. Mol. Liq. 265, 69–76 (2018).
 12. Das, A., Chatterjee, S. & Suresh Kumar, G. Targeting human telomeric G-quadruplex DNA with antitumour natural alkaloid 

aristololactam-β-D-glucoside and its comparison with daunomycin. J. Mol. Recognit. 30, 1–11 (2017).
 13. Das, A. et al. Targeting aloe active compounds to c-KIT promoter G-quadruplex and comparative study of their anti proliferative 

property. J. Biomol. Struct. Dyn. https:// doi. org/ 10. 1080/ 07391 102. 2022. 21453 70 (2022).
 14. Ghosh, P. & Purkayastha, P. Selective interaction of methylindoloquinolines with DNA. RSC Adv. 4, 22442–22448 (2014).
 15. Sinha, R. & Purkayastha, P. Daunomycin delivery by ultrasmall graphene quantum dots to DNA duplexes: Understanding the 

dynamics by resonance energy transfer. J. Mater. Chem. B 8, 9756–9763 (2020).
 16. Roy, A., Basu, D., Bose, D., Dutta, A. & Ghosh, S. Identification and characterization of a flexile G-quadruplex in the distal promoter 

region of stemness gene REX1. Int. J. Biol. Macromol. 231, 123263 (2023).
 17. Pramanik, S., Chatterjee, S., Saha, A., Devi, P. S. & Suresh Kumar, G. Unraveling the interaction of silver nanoparticles with mam-

malian and bacterial DNA. J. Phys. Chem. B 120, 5313–5324 (2016).
 18. Banerjee, N. et al. Sequence driven interaction of amino acids in de-novo designed peptides determines c-Myc G-quadruplex 

unfolding inducing apoptosis in cancer cells. Biochim. Biophys. Acta Gen. Subj. 1867, 130267 (2022).
 19. Liu, Y. J., Wei, X. Y., Wu, F. H., Mei, W. J. & He, L. X. Interaction studies of DNA binding of ruthenium(II) mixed-ligand complexes: 

[Ru(phen)2(dtmi)]2+ and [Ru(phen)2(dtni)]2+. Spectrochim. Acta A 70, 171–176 (2008).
 20. Sarkar, D., Das, P., Basak, S. & Chattopadhyay, N. Binding interaction of cationic phenazinium dyes with calf thymus DNA: A 

comparative. J. Phys. Chem. B 112, 9243–9249 (2008).
 21. Bi, S., Yan, L., Wang, Y., Pang, B. & Wang, T. Spectroscopic study on the interaction of eugenol with salmon sperm DNA in vitro. 

J. Lumin. 132, 2355–2360 (2012).
 22. Saha, I. & Kumar, G. S. Phenazinium dyes methylene violet 3RAX and indoine blue bind to DNA by intercalation: Evidence from 

structural and thermodynamic studies. Dye. Pigment. 96, 81–91 (2013).
 23. Hai-Bo, L., Yong, P., Lu-Qi, H., Jun, X. & Pei-Gen, X. Mechanism of selective inhibition of yohimbine and its derivatives in adreno-

ceptor α 2 subtypes. J. Chem. 2013, 1–9 (2013).
 24. Hurley, L. H. DNA and its associated processes as targets for cancer therapy. Nat. Rev. Cancer 2, 188–200 (2002).
 25. Gupta, R. C. & Spencer-Beach, G. Natural and endogenous DNA adducts as detected by 32P-postlabeling. Regul. Toxicol. Pharmacol. 

23, 14–21 (1996).
 26. Tarushi, A. et al. Zinc(ii) complexes with the quinolone antibacterial drug flumequine: Structure, DNA- and albumin-binding. 

New J. Chem. 37, 342–355 (2013).
 27. Kumar, C. V. & Asuncion, E. H. DNA binding studies and site selective fluorescence sensitization of an anthryl probe. J. Am. Chem. 

Soc. 115, 8547–8553 (1993).
 28. Waring, M. J. DNA modification and cancer. Annu. Rev. Biochem. 50, 159–192 (1981).
 29. Haq, I. Thermodynamics of drug–DNA interactions. Arch. Biochem. Biophys. 403, 1–15 (2002).
 30. Jaffer, S. S., Ghosh, P. & Purkayastha, P. Mechanistic pathway for controlled extraction of guest molecule bound to herring sperm 

DNA using α-cyclodextrin. Spectrochim. Acta A. 78, 1587–1591 (2011).
 31. Saha, U., Chatterjee, S., Dolai, M. & Kumar, G. S. Biophysical and thermodynamic investigations on the di ff erentiation of 

fluorescence response towards interaction of DNA: A pyrene-based receptor versus its Fe(III) complex. ACS Appl. Bio-Mater. 3, 
7810–7820 (2020).

 32. Ghosh, S. et al. Curcumin stably interacts with DNA hairpin through minor groove binding and demonstrates enhanced cytotoxic-
ity in combination with FdU nucleotides. Biochim. Biophys. Acta Gen. Subj. 1862, 485–494 (2018).

 33. Rupreo, V., Luikham, S. & Bhattacharyya, J. Protein-binding characteristics of yohimbine, a natural indole alkaloid-based drug 
for erectile dysfunction. Luminescence 37, 1532–1540 (2022).

 34. Luikham, S., Mavani, A., Sinha, D. & Bhattacharyya, J. Structural insight into groove binding of yohimbine with calf thymus DNA: 
A spectroscopic, calorimetric, and computational approach. J. Phys. Chem. B 127, 4966–4978 (2023).

 35. Sirajuddin, M., Ali, S. & Badshah, A. Drug-DNA interactions and their study by UV-Visible, fluorescence spectroscopies and cyclic 
voltametry. J. Photochem. Photobiol. B Biol. 124, 1–19 (2013).

 36. Ju, C. C., Zhang, A. G., Yuan, C. L., Zhao, X. L. & Wang, K. Z. The interesting DNA-binding properties of three novel dinuclear 
Ru(II) complexes with varied lengths of flexible bridges. J. Inorg. Biochem. 105, 435–443 (2011).

 37. Sarwar, T., Husain, M. A., Rehman, S. U., Ishqi, H. M. & Tabish, M. Multi-spectroscopic and molecular modelling studies on the 
interaction of esculetin with calf thymus DNA. Mol. Biosyst. 11, 522–531 (2015).

 38. Job, P. Formation and stability of inorganic complexes in solution. Ann. Chim. 9, 113–203 (1928).
 39. Huang, C. Y. Determination of binding stoichiometry by the continuous variation method: The job plot. Methods Enzymol. 87, 

509–525 (1982).
 40. Hill, Z. D. & MacCarthy, P. Novel approach to job’s method: An undergraduate experiment. J. Chem. Educ. 63, 162–167 (1986).
 41. Mavani, A. et al. Biophysical and molecular modeling evidences for the binding of sulfa molecules with hemoglobin. J. Biomol. 

Struct. Dyn. 41, 3779. https:// doi. org/ 10. 1080/ 07391 102. 2022. 20573 58 (2022).
 42. Das, S., Chatterjee, S., Pramanik, S., Devi, P. S. & Kumar, G. S. A new insight into the interaction of ZnO with calf thymus DNA 

through surface defects. J. Photochem. Photobiol. B Biol. 178, 339–347 (2018).

https://doi.org/10.1080/07391102.2022.2145370
https://doi.org/10.1080/07391102.2022.2057358


12

Vol:.(1234567890)

Scientific Reports |        (2023) 13:15487  | https://doi.org/10.1038/s41598-023-40713-5

www.nature.com/scientificreports/

 43. Luikham, S. & Bhattacharyya, J. Targeting natural polymeric DNAs with harmane: An insight into binding and thermodynamic 
interaction through biophysical approach. DNA Cell Biol. 41, 91–102 (2022).

 44. McGhee, J. & VonHippel, P. H. Theroretical aspects of DNA–protein unteractions: Co-operative and non-co-operative binding of 
large ligands to one dimensional homogenous lattice. J. Mol. Biol. 86, 469–489 (1974).

 45. Luikham, S., Mavani, A. & Bhattacharyya, J. Deciphering binding affinity, energetics, and base specificity of plant alkaloid Harmane 
with AT and GC hairpin duplex DNA. Luminescence 37, 691–701 (2022).

 46. Paul, P., Hossain, M., Yadav, R. C. & Kumar, G. S. Biophysical studies on the base specificity and energetics of the DNA interaction 
of photoactive dye thionine: Spectroscopic and calorimetric approach. Biophys. Chem. 148, 93–103 (2010).

 47. Paul, P., Hossain, M. & Suresh Kumar, G. Calorimetric and thermal analysis studies on the binding of phenothiazinium dye thionine 
with DNA polynucleotides. J. Chem. Thermodyn. 43, 1036–1043 (2011).

 48. Ovung, A., Luikham, S. & Bhattacharyya, J. Interaction of hemoglobin and sulfamethazine: A spectrofluorimetric characterization 
of the binding thermodynamics. J. Indian Chem. Soc. 97, 2667–2672 (2020).

 49. Yuan, J. L., Liu, H., Kang, X., Lv, Z. & Zou, G. L. Characteristics of the isomeric flavonoids apigenin and genistein binding to 
hemoglobin by spectroscopic methods. J. Mol. Struct. 891, 333–339 (2008).

 50. Ross, P. D. & Subramanian, S. Thermodynamics of protein association reactions: forces contributing to stability. Biochemistry 20, 
3096–3102 (1981).

 51. Chatterjee, S. et al. New 13-pyridinealkyl berberine analogues intercalate to DNA and induce apoptosis in HepG2 and MCF-7 
cells through ROS mediated P53 dependent pathway: Biophysical, biochemical and molecular modeling studies. RSC Adv. 5, 
90632–90644 (2015).

 52. Manning, G. S. Counterion condensation theory constructed from different models. Phys. A Stat. Mech. Appl. 231, 236–253 (1996).
 53. Record, M. T. & Lohman, T. M. A semiempirical extension of polyelectrolyte theory to the treatment of oligoelectrolytes: Applica-

tion to oligonucleotide helix-coil transitions. Biopolymers 17, 1101–1101 (1978).
 54. Sarwar, T. et al. Caffeic acid binds to the minor groove of calf thymus DNA: A multi-spectroscopic, thermodynamics and molecular 

modelling study. Int. J. Biol. Macromol. 98, 319–328 (2017).
 55. Li, W. Y., Xu, J. G., Guo, X. Q., Zhu, Q. Z. & Zhao, Y. B. Study on the interaction between rivanol and DNA and its application to 

DNA assay. Spectrochim. Acta A 53, 781–787 (1997).
 56. Priyadharshini, R. D., Ponkarpagam, S., Vennila, K. N. & Elango, K. P. Multi-spectroscopic and free energy landscape analysis on 

the binding of antiviral drug remdesivir with calf thymus DNA. Spectrochim. Acta A. 278, 121363 (2022).
 57. Yaseen, Z., Banday, A. R., Hussain, M. A., Tabish, M. & Ud-Din, K. Determination of the cationic amphiphilic drug-DNA binding 

mode and DNA-assisted fluorescence resonance energy transfer amplification. Spectrochim. Acta A 122, 553–564 (2014).
 58. Husain, M. A., Rehman, S. U., Ishqi, H. M., Sarwar, T. & Tabish, M. Spectroscopic and molecular docking evidence of aspirin and 

diflunisal binding to DNA: A comparative study. RSC Adv. 5, 64335–64345 (2015).
 59. Islam, M. M. et al. Binding of DNA with rhodamine B: Spectroscopic and molecular modeling studies. Dye. Pigm. 99, 412–422 

(2013).
 60. Ali, M. S. et al. Fluorescent delivery vehicle containing cobalt oxide-umbelliferone nanoconjugate: DNA/protein interaction studies 

and anticancer activity on MF7 cancer cell line. RSC Adv. 9, 26503–26518 (2019).
 61. Banerjee, A., Singh, J. & Dasgupta, D. Fluorescence spectroscopic and calorimetry based approaches to characterize the mode of 

interaction of small molecules with DNA. J. Fluoresc. 23, 745–752 (2013).
 62. Rahman, Y. et al. Unravelling the interaction of pirenzepine, a gastrointestinal disorder drug, with calf thymus DNA: An in vitro 

and molecular modelling study. Arch. Biochem. Biophys. 625–626, 1–12 (2017).
 63. Hussain, I., Fatima, S., Siddiqui, S., Ahmed, S. & Tabish, M. Exploring the binding mechanism of β-resorcylic acid with calf thymus 

DNA: Insights from multi-spectroscopic, thermodynamic and bioinformatics approaches. Spectrochim. Acta A. 260, 119952 (2021).
 64. Shahabadi, N., Hadidi, S., Ghasemian, Z., Arman, A. & Racemic, R. S-venlafaxine hydrochloride–DNA interaction: Experimental 

and computational evidence. Spectrochim. Acta A 145, 540–552 (2015).
 65. Li, D., Zhang, T. & Ji, B. Influences of pH, urea and metal ions on the interaction of sinomenine with Lysozyme by steady state 

fluorescence spectroscopy. Spectrochim. Acta A 130, 440–446 (2014).
 66. Luikham, S., Ovung, A. & Bhattacharyya, J. Unravelling the bio-molecular interaction of plant alkaloid Harmane with CT and HT 

DNA: A bioinformatics outlook. Mater. Today Proc. 68, 209–214 (2022).

Acknowledgements
JB is thankful to Twinning Research Scheme (Sanction Order No. BT/PR25026/NER/95/963/2017), DBT, Govt. 
of India. The authors would like to acknowledge Dr. Souvik Maiti, Director & Chief Scientist, CSIR—Institute of 
Genomics and Integrative Biology, New Delhi, Jt-PI for the above mentioned project, for his constant supports.

Author contributions
S.L.: Conduction of experiments, data analysis, writing the manuscript/draft preparation. S.Y.: writing the manu-
script/draft preparation. J.B.: Concept, design and overall guidance of the research work. All the authors have 
read and approved the final version.

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- 40713-5.

Correspondence and requests for materials should be addressed to J.B.

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.

https://doi.org/10.1038/s41598-023-40713-5
https://doi.org/10.1038/s41598-023-40713-5
www.nature.com/reprints


13

Vol.:(0123456789)

Scientific Reports |        (2023) 13:15487  | https://doi.org/10.1038/s41598-023-40713-5

www.nature.com/scientificreports/

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:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2023

http://creativecommons.org/licenses/by/4.0/

	Mechanistic investigation into the binding property of Yohimbe towards natural polymeric DNAs
	Materials and methods
	Materials. 
	Methods. 

	Results and discussion
	UV–Vis absorption determination. 
	Binding stoichiometry (Job’s plot) analysis. 
	Fluorescence titration experiments. 
	Temperature dependent fluorescence spectral study. 
	Salt dependent fluorescence spectral study. 
	Potassium iodide (KI) quenching experiments. 
	Urea induced assay. 
	Competitive drug displacement assay. 
	Effect of metal ions. 
	Molecular modeling results. 

	Conclusion
	References
	Acknowledgements


