
Phytochemicals from Alangium salvifolium (Alangiaces): Structures, Molecular Docking and
Antioxidant Activity

Abstract

Objectives: The current study aimed at retrieve and draws the secondary metabolites structure of Alangium salvifoliuum and
assessing its anti-oxidant and ROS elimination activities. Methods: retrieve/draws of the compounds were carried out using
chem.-sketch software. The 3-D structures of the Phytochemicals compounds were visualized based on the UV, NMR spectral
data along with their mass-spectrometric analyses. The antioxidant and ROS elimination activity were evaluated in-silico using
the ACD labs,PyRx, RASMOL,PYMOL,Aragslab and Discovery studio .Key findings: Phytochemicals structure drawing
of A.salvifolium resulted in the structured and identification of five phytochemicals. The plant phytochemicals showed
significant anti-oxidant enzymes activity enhancer and ROS eliminator through blocking to its ROS generation receptor.
Conclusion: phytochemicals were drawing from A. salvifolium. To the best of our knowledge, among these phytochemicals, were
studied anti-oxidant enzymes metals binding doain to increase the ROS scavenging activity for the first time from in-silico study
with molecular docking. Moreover, study of phytochemicals simulation was for the first time from this plant. The plant revealed
promising increase the antioxidant activities virtual screening. This gives rationale to some of its pharmacological properties and
suggests additional antioxidant effects, for as a scavenger as well as anti-oxidant enzyme stimulator, which have not been
reported yet.

Key words:- Alangium salvifolium, Phytochemicals, molecular docking study, ROS elimination activity

INTRODUCTION

Phytochemical compounds are found in plants that are not required for normal functioning of the body, but have a beneficial effect on
health or play an active role in amelioration of diseases. The effectiveness phytochemicals in the treatment of various diseases may lie
in their antioxidant effects(Akinmoladun et al.,.2017). Oxygen is an element obligatory for life; living systems have evolved to survive in
the presence of molecular oxygen and for most biological systems. Oxidative properties of oxygen play a vital role in diverse
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biological phenomena. Oxygen has double-edged properties, being essential for life; it can also aggravate the damage within the cell
by oxidative events(Shinde, et al, 2006).

Alangium salvifolium wang belongs to the family of Alanginaceae. Ankola and Alangi are its common name in India, and Stone

Mango in English. It is a small deciduous thorny tree or shrub (Uthiraselvam et al., 2012) which is distributed in tropical and

subtropical region such as Bangladesh, India, China Phillipines, Africa, Srilanka and Indochina (Ronok et al., 2013). An array of

ailments including diabetes, jaundice, gastric disorders, protozoal diseases, rheumatic pain, burningsensation, haemorrhages, lung

cancer, poisonings, leprosy and many inflammatory patches have been treated by using various parts of the plant (Meera et al., 2013).

Many bioactive phytochemicals such as several flavanoids, phenolic compounds, irridoid glycosides and oxyoglucosides have been

isolated by phytochemical screening of it (Gopinath, 2013). Literature review of the plant indicates the presence of coumarins,

triterpenoids, and some potent alkaloids in it (Savithramma et al., 2012). Plant derived antioxidants play a very important role in

alleviating problems related to oxidative stress. The antioxidant property of isolated from was established on streptozotocin-induced

diabetic Wister rats. Administration of either Costunolide (20 mg/kg) or Eremanthin (20 mg/kg) for 60 days caused a significant

increase in enzymatic activity of SOD, CAT and GPx, when compared with untreated Moreover, maximum antioxidant potential,

including DPPH radical scavenging (IC50: 11.26±1.29 µg/ml), FRAP (EC50: 26.64±2.17 µg/ml) and TAC (639.55±10.51 mg/g

ascorbic acid) was found in the CASR. Donepezil, To best of our knowledge, the receptor-level mechanism behind this process is no

where mentioned. Present study was aimed at the analysis of receptor-level binding affinity of secondry metabolities of Alangium

salvifolium with SOD, CAT and GPx through molecular docking.

METHODS

I. Structure retrieval
a. The protein data bank (PDB): The structure homologues for elastin and collagen  protein
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Sequence query was retrieved in PDB.
b. The research collaboratory for structural bioinformatics (RCSB): The molecular shape of

elastin and collagen  was retrieved from RCSB PDB (PDB – www.rcsb.org/).
c. PDB sum: The PDBsum (PDBsum–www.ebi.ac.uk/pdbsum/), a pictorial database that

provides an at-a-glance overview of the contents of each 3D structure deposited in the Protein
Data Bank(PDB) was used to get the 3-D structure of elastin and collagen.

II. Structure visualization–RASMOL: RasMol (RasMol–www.rasmol.org/), a molecular graphics
program intended for the visualization of proteins, used for structural visualization of elastin
and collagen.

III. Three dimensional structure of inhibitors-CHEMSKETCH: The Chemical structure of
Withaferin-A,(Chem Sketch–www.acdlabs.com/download/), a quite powerful chemical
structure drawing program.

IV. Docking: Docking was done with the PyRx software (pyrax–www.pyraxviana.com/), in which the  result is being obtained on the
basis of pose energy. Docking calculations attempt to place ‘Ligand into Binding Sites’. The binding affinity was expressed
kcal/mol.   The atoms that make uthe  Ligand like inhibitor, and the Binding Site on the protein where the inhibitors bind thaStructure
were drawn in Discovery studio 2.1 version.

RESULTS & DISCUSSION

The SOD, CAT and GPx x-ray crystallography structure proteins were retrieved and analyzed and it was docked to phytochemical
compounds from A. salvifolium . The results are presented as follow:

I. Retrieving three dimensional structures of anti-oxidant enzymes.

The structure of antioxidant enzymes (AE) SOD, CAT, and GPx with PDB Id: 1WB8, 1JKU, 106D were as taken for further analysis.
This structure was analyzed to know details of the AE molecule. The secondary structure information about AE proteins have been
retrieved from PDB sum database. The topology of the different secondary structures of AE and the amino acid residues in which each
helices and sheets are formed . The three-dimensiona structures of AE are composed of similar α/β TIM barrels . The symmetry of the
TIM barrel is disrupted by the presence of two short antiparallel β-strands at the N-terminus connected by a tight turn closing the
bottom of the barrel (El-Kabbani et al., 1998). The PDB file was downloaded and viewed in
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RasMol and their various models are given in table-1 Fig.1a, b,c.

II. Binding site prediction – Q-SiteFinder
The protein structure of AE was given as input to QSiteFinder tool and binding site of the protein was predicted. Ten best ‘binding
sites’ were predicted. The amino acids and the atoms involved in the site were listed

III. Drawing three dimensional structures of inhibitors-

CHEMSKETCH (ACD labs)

The chemical structure of the following A. salvifolium APIs collected from literatures were drawn in ChemSketch and visualise into 2D
and 3D dimensional structures and its general properties were summarized in table-2 Fig. 2.

IV. Making legends pharmacophore by using of ArgusLab:

Ligands energy level and its simulation properties were assess by using of Argus Lab software. Various energy level calculation and
visualization was summarized in table -3 and fig3.

V. Docking ( AUTODOCK-viana):

Using PyRx 2.9 version, the receptor, AEs.pdb file and the ligand pdb file were taken and the protein side chain molecules were
removed with the help of various tool controls for their perfect visualization. Hetero atoms were removed and the molecule was used
for docking. The binding site molecules were stored as separate PDB file and that was used for the analysis. Then, the protein file and
the ligand pdb file were loaded and docking studies were performed. The best docked conformation with its binding energy was found
and details are given below Table-3. While performing docking the protein and ligand appeared in a grid as shown below and the
various binding configurations are analyzed and finally the list of number poses are given as output and saved as .SDF files.
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Hydrogen bonds were added and energy was minimized using CHARMm force field. Further, docking studies also carried out using
Discovery studio 3.1 version. The details are given in Fig. 4,5, 6.

The A. salvifolium phytochemicals effectively docked in to the binding site of AEs protein indicating that they are efficient drug
compounds. All these binding ligands viz., 4(benzoyloxy)methyl-2hydroxyphenoxy tetrahydorxy hexoxone 1,2,3,4,5, pentaium
Tetahydroxy(2hydroxy phenoxy)hexone 1,2,3,4,5 pentaium, Tetahydroxy(2hydroxy phenoxy)hexone 1,2,3,4,5 pentaium showed
efficient docking as indicated by binding energy and all are efficient inhibitors.

Table no.A:- General Properties of phytochemicals obtained from Alangium salvifolium

s.n
o. properti

es
Alangium 1 Alangiu

m 2 Alangium 3 Alangium
4

1

Name
of

chemica
ls

4(benzoyloxy)
methyl-

2hydroxyphen
oxy

tetrahydorxy
hexoxone
1,2,3,4,5,
pentaium

Tetahydroxy(
2hydroxy

phenoxy)hexo
ne 1,2,3,4,5
pentaium

Tetahydrox
y(2hydrox

y
phenoxy)h

exone
1,2,3,4,5
pentaium

2
Molecul

ar
formula

C14H15O14

C17H23

O12
C6H9O12

C16H12O4

3
molecul

ar
weight

407.26 419.36 273.13 268.26

4 Compos
ition

5
Molar

refractiv
ity

81.88 94.46 46.12 76.43
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chemical structures of Alangium salvifolium Phytochemicals  obtained from Chem-Sketch(2D,3D)
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sno Protein  name PDB ID Protein
code

No of
chain

Total
amino
acids

9 GPX 106D 2 370

10 catalyse 1JKU 8 1918

8 SOD 1WB8 6 302

Table1- protein (Receptor) general information
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Figure1:- protein 3D structure(A GPx,B CATALASE,C SOD)
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Figure;-2 Energetic structure of ligand

LIGAND HIGEST OCCIPIED LOWEST UNOCCUPIED ESP-MAPPED

ALANGIUM
1

ALANGIUM
2

ALANGIUM
3
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ALANGIUM
4

TABLE;-2 ligand energy related specification (argus lab result)

S.NO Specification Alangium 1 Alangium 2 Alangium 3 Alangium 4

1 SCF energy -231.767296889 -300.7076472584 47.3947768704 213.3165388741

2 Geometry 231.819691035 -300.771772957 47.521422858 213.325870339sss

Table 3. Mean values of docking energies (kcal/mol) and standard deviation for eachskeletal type of Alangium salvifolium
phytochemicals as liagands with anti-oxidant enzymes enzyme targets.

target ligands Dimession

Centre(x=25Ay=25z=25

No of

pose

RSD

%lower

RSD

%upper

Mean

binding
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SOD Alangium

1

X=16.0161,Y=70.1678,

Z=15.4010

9 114.74% 57.7% -7.6

2 9 52.72% 57.72% -7.0

3 9 103.74% 89.09% -6.3

4 9 42.62% 39.74% -7.4

CAT 1 X= 48.8446 y=

101.718 z=38.2861

9 61.17% 54.60% -8.9

2 9 49.96% 51.85% -8.3

3 9 72.23% 67.91% -6.7

4 9 47.92% 45.56% -8.1

gpx 1 X=-12.041 y=22.8816

Z=9.2389

6 75.32% 78.04% -7.1

2 4 79.61% 68.17% -4.7

3 9 151.01% 122.16% -5.5

%4 6 56.07% 61.34 -4.4

target ligands Dimession

Centre(x=25Ay=25z=25

No of

pose

RSD

%lower

RSD

%upper

Mean

binding

SOD Alangium

1

X=16.0161,Y=70.1678,

Z=15.4010

9 114.74% 57.7% -7.6

2 9 52.72% 57.72% -7.0

3 9 103.74% 89.09% -6.3

4 9 42.62% 39.74% -7.4

CAT 1 X= 48.8446 y=

101.718 z=38.2861

9 61.17% 54.60% -8.9

2 9 49.96% 51.85% -8.3
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3 9 72.23% 67.91% -6.7

4 9 47.92% 45.56% -8.1

gpx 1 X=-12.041 y=22.8816

Z=9.2389

6 75.32% 78.04% -7.1

2 4 79.61% 68.17% -4.7

3 9 151.01% 122.16% -5.5

%4 6 56.07% 61.34 -4.4
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Figure-3
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Fig.4. ALANGIUM (spherical & mesh model) docked with the active site of SOD, CAT and GPX
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Fig 5: ALANGIUM phytochemiclas bound with the pocket of SOD,CAT GPX   metal  domain (CPK ) of the receptor  bound
exactly with  metal site  domain of receptor.
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Fig-6(2D DIAGRAM)The receptor-ligand interaction details of  ALANGIUM

Discussion

Antioxidant enzymes are capable of stabilizing, or deactivating free radicals before they attack cellular components. They act by
reducing the energy of the free radicals or by giving up some of their electrons for its use, thereby causing it to become stable. In
addition, they may also interrupt with the oxidizing chain reaction to minimize the damage caused by free radicals. For the past
decade, countless studies have been devoted to the beneficial effects of antioxidant enzymes(Warigton enzyme manual2009) .The
superoxide dismutases (SOD) are a major cellular defense system against superoxide in all vascular cells. These enzymes contain redox metals in
the catalytic center and dismutase superoxide radicals to hydrogen peroxide and oxygen. Three different isoforms of SOD have been identified:
the mitochondrial manganese-containing SOD (MnSOD, SOD-2), the cytosolic copper/zinc-containing SOD(CuZnSOD, SOD-1), and the
extracellular SOD (ecSOD, SOD-3), which is also a copper/zinc-containing enzyme that is mainly produced and secreted by VSMC and binds to
glycosaminoglycans in the vascular extracellular matrix on the endothelial cell surface. Glutathione peroxidase (GPX) is a selenium-containing
antioxidant enzyme that effectively reduces hydrogen peroxide and lipid peroxides to water and lipid alcohols, respectively, and in turn oxidizes
glutathione to glutathione disulfide. In the absence of adequate GPX activity or glutathione levels, hydrogen peroxide and lipid peroxides are not

� ). The GPX/glutathione
system is thought to be a major defense in low-level oxidative stress. Catalase Catalase is an intracellular antioxidant enzyme that is mainly
located in cellular peroxisomes and to some extent in the cytosol, which catalyzes the reaction of hydrogen peroxide to water and molecular
oxygen in a 2-step reaction involving compound I. By removing hydrogen peroxide, it indirectly detoxifies superoxide radicals, which are turned
into hydrogen peroxide by SOD. The enzyme also has peroxidase activity and reacts with organic peroxides and hydrogen donors to water and
organic alcohols. Catalase is very effective in high-level oxidative stress and protects cells from hydrogen peroxide produced within the cell. The
enzyme is especially important in the case of limited glutathione content or reduced GPX activity and plays a significant role in the development
of tolerance to oxidative stress in the adaptive response of cells. Abundant evidence implicates antioxidant enzymes as important components
of lung defense after oxidative stress. Many of these enzymes appear to be regulated independently at the molecular level although coordinate
increases in biosynthesis and activity levels of some enzymes are observed under certain situations. Undoubtedly, the balance between levels of
enzyme induction and the magnitude or extent of oxidant injury to lung determines the outcome of biological responses which may include
either adaptation to oxidative stress or lung injury. Endogenous baseline levels of antioxidant enzymes in various lung cell types may also be
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important in susceptibility to oxidant-induced cell damage as high levels of constitutive enzymes may preclude inducibility. Although
heterogeneous effects are observed in many situations, a common denominator of several stresses (hyperoxia, paraquat, mineral dusts) is
increases in expression of MnSOD. Alleviation of paraquat (26) and asbestos-induced (27) cell damage after transfection of genes encoding
MnSOD into cells in vitro suggest a causal relationship between induction pf this enzyme and prevention of cell death. That increased expression
of MnSOD can serve as a biomarker of chronic inflammation or lung disease or a biosensor of oxidant stress is suggested by recent work in this
laboratory showing elevated steady-state mRNA levels of MnSOD in cells from bronchoalveolar lavage of rats exposed to asbestos by inhalation
(manuscript in preparation). Increases in mRNA levels occur in a dosage-dependent fashion directly related to the airborne concentrations of
dusts. In addition to the well-recognized antioxidant enzymes discussed in this review, a number of other antioxidants exist in the lung both
intracellularly and extracellularly. These include substances in epithelial cell lining fluid, cerruloplasmin, heme oxygenase, and glutathione.
Recent data suggest that the relative importance of these antioxidant sources may vary with the type and degree of oxidant stress. For example,
in human mesothelial cells (26) the glutathione redox cycle plays an important role in detoxifying low levels of oxidants, with catalase providing
protection against severe oxidant stress. The cloning of genes encoding antioxidant enzymes and the development of shuttle vectors enabling
overexpression of these enzymes in cells in vitro are exciting recent findings with implications for gene therapy. These studies should also shed
light on the relative importance of various antioxidant enzymes after selective oxidant stresses. Moreover, the development of synthetic
scavengers of AOS and techniques for more effective targeting of cells of the lung will allow both preventive and therapeutic approaches to
disease associated with exposure to environmental oxidants.

CONCLUSION

Anyhow all the four components have more or less similar docking energies and so all the four compounds can be used for good
binding affinity in different pose site AEs activity. It might be expected that the active components isolated from A. salvifolium
phytochemicals would have some pharmacological actions to promote the oxidative radical scavenging activity SOD ,CAT and GPx
enzymes .Further this may be confirmed by drug trials in in-vitro and in-vivo models to find out the optimum dose and its efficiency
in binding actively AEs and reduce ROS related complications.

UNDER PEER REVIEW

Admin
Highlight

Admin
Highlight

Admin
Highlight

Admin
Highlight



References

1. Akinmoladun AC, Ibubun EO, Afor E, Obuetor EM, Farombi EO. Phytochemical constituent and antioxidant activity of extract from the leaves of
Ocimum gratissimum. Sci Res Essay. 2007; 2:163–6.

2. Shinde V, Dhalwal K, Paradkar AR, Mahadik KR, Kadam SS. Evaluation of in vitro antioxidant activity of human placental extract, Pharmacol Onlin.
2006; 3:172–9

3. Uthiraselvam M, Asmathu FS, Peer MH, Babu SM, Kavitha G (2012). Pharmacognostical studies on the medicinal plant - Alangium salvifolium (Linn. F) Wang. (Alangiaceae). Asian J. Plant Sci.
Res. 2(6):670-674.

4. Ronok Z, Laizuman N, Luthfun NM (2013). Antinociceptive and anti-inflammatory activities of flower (Alangium salvifolium) extracts. Pak. J. Bio. Sci. 16(19):1040-1045.

5. Meera R, Shabina S, Devi P, Venkataraman S, Parameswari PT, Nagarajan K, Aruna A (2013). Anti-hyperglycemic effect of aqueous and ethanolic extracts of leaf and stem bark of Alangium
salvifolium (L.F.) Wang in alloxan induced diabetic rats. Inter. J. Phar. Res. Allied Sci. 2(4):28-32.

6. Gopinath SM (2013). Broad spectrum antimicrobial activities and phytochemical analysis of Alangium salviifolium flower extract. Global J. Res. Med. Plants Indigen. Med. 2(3):135-141.

7. Savithramma N, Ling RM, Ankanna S (2012). Preliminary phytochemical screening of some important medicinal plants. Inter. J Ayur. Herbal Med. 2(1):139-145.

8. Worthington Enzyme Manual. Worthington Biochemical Corporation. Retrieved 2009-03- 01

9. Frank L. Prolonged survival after paraquat: role of the lung antioxidant enzyme systems. Biochem Pharmacol 30:2319-2324 (1981).

10. Bagley A, Krall J, Lynch R. Superoxide mediates the toxicity of paraquat for chinese hamster ovary cells. Proc Natl Acad Sci USA 83:3189-
3193 (1986).

UNDER PEER REVIEW



11. Bus JS, Gibson JE. Paraquat: model for oxidant-initiated toxicity. Environ Health Perspect 55:37-46 (1984).

12. Stevens TM, Boswell GA, Adler R, Ackerman NR, Kerr JS. Induction of antioxidant enzyme activities by a phenylurea derivative, EDU.
Toxicol Appl Pharmacol 96:33-42 (1988).

13. Saito K. Effects of paraquat on macromolecule synthesis in cultured pneumocytes. Tohoku J Exp Med 148:303-312 (1986).

14. Kelner M, Bagnell R. Generation of endogenous glutathione peroxidase, manganese superoxide dismutase, and glutathione transferase
activity in cells transfected with a copper-zinc superoxide dismutase expression vector. J Biol Chem 265:10872-10875 (1990).

15. St Clair'D, Oberley T, Ho YS. Overproduction of Mn-superoxide dismutase modulates paraquat-mediated toxicity in mammalian cells.
FEBS Lett 293:199-203 (1991).

16. McKusker K, Hoidal J. Selective increase of antioxidant enzyme activity in the alveolar macrophages from cigarette smokers and smoke-
exposed hamsters. Am Rev Respir Dis 141:676-682 (1990).

17. Toth K, Berger E, Beehler C, Repine J. Erythrocytes from cigarette smokers contain more glutathione and catalase and protect
endothelial cells from hydrogen peroxide better than do erythrocytes from nonsmokers. Am Rev Respir Dis 134:281-284 (1986).

18. . Hay J, Shahzeidi S, Laurent G. Mechanisms of bleomycin-induced lung damage. Arch Toxicol 65:81-94 (1991).

19. . Sausville EA, Peisach J, Horwitz SB. Effect of chelating agents and metal ions on the degradation of DNA by bleomycin. Biochemistry
17:2740-2745 (1978).

20. Oberley LW, Beuttner GR. The production of hydroxyl radical by bleomycin and iron (II). FEBS Lett 97:47-49 (1979).

UNDER PEER REVIEW



21. . Giri S, Chien Z, Younker W, Schiedt M. Effects of intratracheal administration of bleomycin on GSH-shuttle enzymes, catalase, lipid
peroxidation and collagen content in the lungs of hamsters. Toxicol Appl Pharmacol 71:132-141 (1983).

22. . Giri SN, Misra HP, Chandler DB, Chen Z, Younker WR. Increases in lung prolyl hydroxylase and superoxide dismutase activities during
bleomycin-induced lung fibrosis in hamsters. Exp Mol Pathol 39:317-326 (1983).

23. . Fantone J, Phan S. Oxygen metabolite detoxifying enzyme levels in bleomycin-induced fibrotic lungs. Free Radic Biol Med 4:399-402
(1988).

24. . Ledwozyw A. Protective effect of liposome-entrapped superoxide dismutase and catalase on bleomycin-induced lung injury in rats. II.
Phospholipids of the lung surfactant. Acta Physiol Hungar 78:157-162 (1991).

25. . Borzone G, Klaassen R, Vivaldi E. Bleomycin-induced lung injury in rats: protective effect of free radical scavengers. Am Rev Respir Dis
145:A578 (1992) (Abstract).

26. . Surinrut P, Shaffer J, Marsh J, Heintz NH, Mossman BT. Transfection of a human catalase gene ameliorates asbestos-induced
cytotoxicity in hamster tracheal epithelial cells. Am Rev Respir Dis 147:A205 (1993) (Abstract)

27. . Kinnula VL, Everitt JI, Mangum JB, Chang L-Y, Crapo JD. Antioxidant defense mechanisms in cultured pleural mesothelial cells. Am J
Respir Cell Mol Biol 7:95-103 (1992)

UNDER PEER REVIEW


