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3.3.2 Number of books and chapters in edited 
volumes/books published and papers published in national/ 
international conference proceedings per teacher during 
last five year  

2021-2022 

 

 

Sl. No. Title of the book/chapters published 
 
Name of the teacher 

1.  

Origin and development of Hindi language and 

structure of Hindi 

Dr. Sujith Kumar 

2.  

De-motivating factors towards entrepreneurship 

career among management student 

Tess Jacob 

3.  Pokkali Krishi  Dr. Surya Babu S. 

4.  

Bio entrepreneurship in Biosciences - Recent 

Approaches 

Divya U. K. 

5.  Research Report Writing – Craft it well 

Dr Praveena K. and Dr. 

Radha  Thevannoor 

6.  India Quiz Govind S Menon 

7.  Development of a photovoltaic thermal collector Govind S Menon 

8.  

Differential Binding of SARS-COV-2 Variants to 

Anti-viral molecules: An In Silico Study 

Sethulekshmy Nair 

9.  

The Potential of Kaempferol Derivatives As Anti 

SARS-CoV-2 Drugs By In Silico Docking Study. 

Harish M. 

10.  

Business, Economic s and society – the shifting 

paradigm 

Dr Deepa Pillai 

11.  

In Silico prediction of new drug candidate from 

Piper nigrum against bacterial Mur A gene 

Kurian Anoja 

12.  

Molecular Docking Analysis of Apigenin against 

Bacterial FtsZ gene 

Deepthi D C 

13.  

Anti-inflammatory action of quercetin against 

Cyclooxygenase-1 enzyme, an Insilco approach 

Harish M 

14.  

Identifying the potential role of curcumin analogues 

as anti-breast cancer agents in an In silico approach. 

Divya U. K. 

15.  REal Life Management Deepa Pillai 
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7. Govind S Menon :Development of a photovoltaic thermal collector 
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9. Deepa Pillai: REal Life Management 
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Abstract:
Phylogenetic analysis shows how a family of related sequences was derived 
during evolution. Phylogenetic analysis attempts to group sequences with similar 
substitution patterns to reconstruct a phylogenetic tree. For example, imagine that 
we have two sequences that are related to each other. An ancestral sequence can 
partially be derived from these two sequences. With more similar sequences, more 
information can be gathered to complement a correct derivation and evolutionary 
history. For a number of genes, phylogenetic analysis can help determine which 
genes are likely to have equivalent functions. Used to track changes that occur in 
a rapidly changing species such as a virus. Take the flu, for example. By studying 
the rapidly changing genes through phylogenetic analysis, exposure for the next 
several years can be predicted and a flu vaccine can be developed. The prediction 
is not always correct, but it does offer some protection against the coronavirus, 
such as the development of vaccines against pandemic diseases..

Phylogenetic Prediction of Viral Strains

Senthilkumar V. 1 N.K. Singh 1 , Varalakshmi 1 , Shivakumar 2 , Naincy Sharma 2 

and Sachinandadas 2 

1 Department of Genetics and Plant Breeding, College of Agriculture, G.B. Pant University of 
Agriculture and Technology, Pantnagar, Uttarakhand. 
2 Department of Molecular Biology and Genetic Engineering, College of Basic Science and 
Humanities, G.B. Pant University of Agriculture and Technology, Pantnagar, Uttarakhand.

*Correspondence: senthilkumaranpbg12@gmail.com
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Abstract:
This study identifies how best to distinguish the risk for Covid-19 infected people 
who have multiple medical conditions by analysing history of drug utilisation (ATC 
codes (Anatomical Therapeutic Chemical classification system)) and diseases 
diagnosed (ICD codes (International Classification of Diseases (ICD)) alongside 
their characteristics such as age and sex. Rare features such as least occurring 
diseases and drugs in the data may pose a significant challenge for both statistical 
and machine learning analyses because of their lower prevalence in data and they 
offer a limited detection power since the dataset is sparse. We used evolutionary 
algorithm (EA) for finding the comorbidity features that are associated to the 
hospitalization of Covid-19 patients including the less prevalent features.

A total of 12793 patients who tested positive for the first time for Covid-19 in 
Piedmont (Northern Italy) are considered in this study. Since the drug utilisation 
also linked to comorbidities, we use the absence and presence of most frequently 
occurring drugs and diseases in the study population as multimorbidity features 
including their age and sex. Separate analysis is performed for population aged 45-
59 years (called Group 1 (G1)) and 60-74 years (called Group 2 (G2)).

Relevant Association Rare-variant-bin Evolver (RARE) algorithm is applied in G1 
and G2 data and top bins are obtained based on accuracy score of that bin. Later, 
the multimorbidity features which belongs to the bins with more association to the 
Covid-19 hospitalization outcome are identified after the execution of the algorithm. 
First results highlight the role of some ATC codes: C08CA (dihydropyridine 
derivatives), G04CA (alpha-adrenergic receptors antagonists), M04AA (Preparations 
inhibiting uric acid) and A10BA (blood glucose–lowering drugs biguanides) occurs 
in all iterations for G2. Also, M04AA and G04CA appeared most of the times in G1.

Identification of association between the 
multimorbidity and Covid-19 using an 
evolutionary machine learning approach
Dayana Benny1, Fulvio Ricceri1,2, Mario Giacobini1, Roberto Gnavi2,  
Giuseppe Costa1,2 

University of Turin, Italy1, Unit of Epidemiology, Regional Health Service, Italy2

*Correspondence:  - dayana.benny@edu.unito.it, fulvio.ricceri@unito.it,  
mario.giacobini@unito.it, roberto.gnavi@epi.piemonte.it, giuseppe.costa@unito.it



International conference and workshop on “Global Trends in Health & Life Sciences”  
27th-29th September 2021 

1 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



International conference and workshop on “Global Trends in Health & Life Sciences”  
27th-29th September 2021 

52 

 

 

REVA-UMS-031: Molecular Docking Analysis of Apigenin against Bacterial FtsZ gene. 

Gayana Shaji, Deepthi D C, Harish M and Nair S 

1SCMS Institute of Biosciences and Biotechnology Research & Development, South Kalamassery, Cochin-

682033, Kerala, India. 

*Corresponding Author: gayanashajigayana@gmail.com 

 

ABSTRACT: The emergence of multiple drug resistant microorganisms is a serious and worldwide problem 

that has prompted research into the identification of new biocides with broad activity. Phytochemicals from 

medicinal plants are known to have anextended history for effective treatment against various pathogens and 

infections. The genus Ocimum consists of aromatic herbs and shrubs which have medico-botanical 

importance. Apigenin is a major bioactive compounds found in Ocimum species. Filamenting temperature-

sensitive mutant Z (FtsZ) gene encoded FtsZ protein that assembles at bacterial cell division site and forms 

Z-ring structure. FtsZ is a tubulin homolog protein with low sequence similarity; hence it is possible to 

inhibit bacterial FtsZ protein without affecting the eukaryote cell division. In the present study, apigenin was 

virtually screened for their antibacterial activity against selected gram positive and gram negative bacteria’s 

cell division protein, FtsZ. In silico molecular docking were carried out using Patch dock to investigate the 

effect of apigenin as a new lead inhibitor against bacterial cell division protein FtsZ. Docking studies and 

secondary structure prediction of the FtsZ gene of bacteria revealed that apigenin has higher binding affinity 

with the FtsZ gene and also bound near to the active site of the gene. Thus, the current study presents an 

experimental validation of antimicrobial activity and potential of apigenin as a lead anti-microbial molecule. 

 

REVA-UMS-032: In Silico prediction of new drug candidate from Piper nigrum against bacterial Mur 

A gene. 

Aswathy PV, Kurian Anoja, Deepthi D C, Harish M and Nair S 

1SCMS Institute of Biosciences and Biotechnology Research & Development, South Kalamassery, Cochin-

682033, Kerala, India. 

*Corresponding Author: aswathypv535@gmail.com 

 

ABSTRACT: The use of medicinal plants to cure various diseases dates back to ancient civilizations. Piper 

nigrum or Black pepper is the most well known species with its various useful pharmacological properties. 

Black pepper is one of the most valued and widely used spices in the world and dominates multi-billion 

dollar global spices trade. It is also considered as a valuable source of various bioactive constituents. Piperine 

or piperic acid was isolated from fruits of Piper nigrum and had been reported as pharmacologically valuable 

bioactive constituents. In this study, Piperine was evaluated for its antibacterial activity against selected gram 

positive and gram negative bacteria’s MurA protein. UDP-N-acetylglucosamine enolpyruvyl transferase 

(MurA), which catalyzes the first committed step of bacterial peptidoglycan biosynthesis, is a prime 

candidate for therapeutic intervention.  Molecular docking was carried out to study the molecular interactions 

and binding affinities against the protein MurA, which is an essential enzyme for the synthesis of 
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peptidoglycan in cell wall. In silico molecular docking studies were carried out using Patch dock and 

Chimera. Compound piperine exhibited antibacterial activity along with a high docking score of -

5.92kcal/mol.  It also showed higher binding affinity to the selected bacteria except S. aureus. Thus, the 

present study proposes piperine as a potential antimicrobial candidate, significant in the age of multi drug 

resistant bacterial pathogens. 

 

REVA-UMS-033: Molecular interaction between Wolbachia pipientis and Tomato Leaf Curl New 

Delhi Virus in B. tabaci vector and its potential in combating TLCV. 

N.M. Guruprasad1*, C.N. Prashantha1, R. Ramachandra1, Uday J2 

1Department of Biotechnology, School of Applied Sciences, REVA University, Bengaluru -560064. India. 

2Good Will Group of Educational Institutions, Hegganahalli, opp. Milk Dairy Stop, Bengaluru- 560091 

India. 

*Corresponding Author: guruprasad.nm@reva.edu.in 

 

ABSTRACT: Wolbachia competes with the virus for resources, reduces the pool of cytoplasmic amino 

acids to a point that interferes with translation of viral proteins and triggers cell autonomous mechanisms of 

resistance by actively interfering with virus replication in co-infected cells. Genes encoding proteins with 

ankyrin repeats, involved in protein–protein interactions, are over-represented in the Wolbachia genome and 

are good candidates for mediators of anti-viral resistance. The coat protein (CP) is the only virus-encoded 

protein required for vector-mediated transmission. The protein modeling and insilico docking of coat protein 

with Wolbachia wall surface protein in the present study determines the interaction between the virulent 

Wolbachia pipientis and the begomovirus, ToLCNDV aiming to prevent its persistence in its whitefly vector, 

B. tabaci. 

 

REVA-UMS-035: Isolation, prediction and Insilico characterization of phytochemicals from the 

source of herbal extract for the potential target to throat cancer. 

K. Gouthami1, V. Veeraraghavan*1, Prashantha C.N2 

1*Department of Biochemistry, School of Applied Sciences, REVA University, Bengaluru-64. 

2Department of Biotechnology, School of Applied Sciences, REVA University, Bengaluru-64. 

*Corresponding Author:gouthuswami@gmail.com 

 

ABSTRACT: Colorectal cancer is the second common cancer deaths in the world population. The WNT 

signaling pathway will play a critical mediator for embryogenesis, tissue homeostasis and repair during the 

development of tumor. There are several chemotherapeutic drugs helps to inhibit the WNT signaling 

receptors to control embryogenesis and homeostasis. With the rapid progress of drug discovery and 

development, several phytochemicals are most popular to become anticancer effects. Vitex negundo (L.) has 

anticancer, anti-inflammatory, antiseptic, astringent properties. The aim of this study is to investigate 

phytochemicals that are present in V.negundo (L.) extract gas potential inhibitor to the WNT signaling 
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ABSTRACT: The emergence of multiple drug resistant microorganisms is a serious and worldwide problem 

that has prompted research into the identification of new biocides with broad activity. Phytochemicals from 

medicinal plants are known to have anextended history for effective treatment against various pathogens and 

infections. The genus Ocimum consists of aromatic herbs and shrubs which have medico-botanical 

importance. Apigenin is a major bioactive compounds found in Ocimum species. Filamenting temperature-

sensitive mutant Z (FtsZ) gene encoded FtsZ protein that assembles at bacterial cell division site and forms 

Z-ring structure. FtsZ is a tubulin homolog protein with low sequence similarity; hence it is possible to 

inhibit bacterial FtsZ protein without affecting the eukaryote cell division. In the present study, apigenin was 

virtually screened for their antibacterial activity against selected gram positive and gram negative bacteria’s 

cell division protein, FtsZ. In silico molecular docking were carried out using Patch dock to investigate the 

effect of apigenin as a new lead inhibitor against bacterial cell division protein FtsZ. Docking studies and 

secondary structure prediction of the FtsZ gene of bacteria revealed that apigenin has higher binding affinity 

with the FtsZ gene and also bound near to the active site of the gene. Thus, the current study presents an 

experimental validation of antimicrobial activity and potential of apigenin as a lead anti-microbial molecule. 

 

REVA-UMS-032: In Silico prediction of new drug candidate from Piper nigrum against bacterial Mur 

A gene. 

Aswathy PV, Kurian Anoja, Deepthi D C, Harish M and Nair S 
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682033, Kerala, India. 

*Corresponding Author: aswathypv535@gmail.com 

 

ABSTRACT: The use of medicinal plants to cure various diseases dates back to ancient civilizations. Piper 

nigrum or Black pepper is the most well known species with its various useful pharmacological properties. 

Black pepper is one of the most valued and widely used spices in the world and dominates multi-billion 

dollar global spices trade. It is also considered as a valuable source of various bioactive constituents. Piperine 

or piperic acid was isolated from fruits of Piper nigrum and had been reported as pharmacologically valuable 

bioactive constituents. In this study, Piperine was evaluated for its antibacterial activity against selected gram 

positive and gram negative bacteria’s MurA protein. UDP-N-acetylglucosamine enolpyruvyl transferase 

(MurA), which catalyzes the first committed step of bacterial peptidoglycan biosynthesis, is a prime 

candidate for therapeutic intervention.  Molecular docking was carried out to study the molecular interactions 

and binding affinities against the protein MurA, which is an essential enzyme for the synthesis of 
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trending in healthcare research. Phytochemicals proves to have great potential in this regard as they are 

pleiotropic in their function and target complex multiple signalling events of cancer. Hence, they are most 

suitable candidate for anticancer drug development. Also, they act differently on cancer cells without altering 

normal cells. Curcumin is known to have anti-cancer activity due to its phenolic constituents. It suppresses 

proliferation and metastasis of human tumors through regulation of various transcription factors, growth 

factors, inflammatory cytokines, protein kinases and other enzymes. Pharmacokinetic data has shown that 

curcumin undergoes rapid metabolism leading to glucuronidation and sulfation in the liver and excretion in 

the feces accounting for its poor systemic bioavailability. Hence the present study was conducted to detect 

possible natural analogues of curcumin (Capsaicin, Chlorogenic acid, Ferulic acid, Zingerone, Gingerol) 

which are effective against breast cancer receptors and prove the ethno-medicinal value of these analogues 

using bioinformatic tools and software’s like PDB, Patch Dock, PubChem, Chimera and My Presto. Out of 

the various curcumin analogues studied, Ferulic acid showed best binding affinity with all the breast cancer 

cell specific receptors (FGF, MMP9, RNRM1, TGF-beta, DHFR, VEGF and aromatase) which was 

confirmed through the docking studies. The current work was a preliminary step towards screening suitable 

drug candidate against breast cancer, confirmed through in silico methods. This information can be used 

further to carry out In vivo studies considering Ferulic acid which is an analogue of curcumin as a suitable 

drug candidate against breast cancer. 

 

REVA-UMS-030: Anti-inflammatory action of quercetin against Cyclooxgenases-1 enzyme, an In-

silco approach. 

Meghana PM, Harish M and Nair S 

1SCMS Institute of Bioscience and Biotechnology Research & Development (SIBB R&D)S.Kalamaserry, 

Cochin-33, Kerala,India. 

*Corresponding Author : meghnamaallu@gmail.com 

 

ABSTRACT: Quercetin is a flavonoid that belongs to the flavonol class of compounds, has many 

pharmacological activities, and in order for any clinical application, it is important to evaluate the safety of 

the compound. Cyclooxgenases are key enzymes in lipid signaling. They catalyse the first step in the 

production of prostaglandins, important mediators of inflammation, pain, cardiovascular disease, and cancer, 

and they are the molecular targets for non-steroidal anti-inflammatory drugs, which are the oldest and most 

chemically diverse set of drugs known to date. The objective of this study was to evaluate the potential of 

quercetin as anti-inflammatory agent against COX genes. The In-silico analysis showed that, quercetin binds 

at THR212 of Cyclooxgenases-1 enzyme and produces more binding affinity,-5.91 Kcal/mol than that of 

diclofenac,-3.2 Kcal/mol, an established ant inflammatory drug. Moreover, the lethal dose level of quercetin 

is three times higher than that of diclofenac, which a good edge for the standardization of dosage of quercetin 

as a potential drug candidate for the treatment of inflammations, especially when most of the emerging viral 

diseases like COVID19 have inflammatory consequences. 
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in the release of arsenic to the environment. Geological sources of arsenic release includes weathering of 

arsenic-containing rocks and volcanic activities. Conventionally arsenic is remediated from the environment 

by membrane filtration, ion-exchange, oxidation, adsorption, coagulation and flocculation techniques. 

However, remediating arsenic using these techniques involve high costs and release of hazardous sludges. 

Thus, involvement of biological methods in removal of arsenic from polluted environment has drawn 

attention of scientists. Application of heavy metals resistant microbes in remediation of arsenic can be 

considered as stable as well as economical alternative to the conventional techniques. This review article 

focuses on the hazardous impact of arsenic on environment and methods of bioremediation of arsenic. 

 

REVA-UMS-028: Nanoparticle sensors: A potential solution towards understanding the agriculture-

based pollution. 

Prabhakar Mishra1*, Sruthi Ann Alex2, Karthiga Durairaj3, Bijaylaxmi Sahoo1, Sarah Mohamed1, Kiran N 

S1 
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ABSTRACT: Humans are dependent on agriculture for food both directly and indirectly. With increase in 

global population, the demand for food has increased, while the availability of land and resources have 

decreased. To ensure maximum yield with the available resources, several pesticides, fertilizers, and 

chemicals are applied to the crops, which in turn results in pollution and eco-toxicity. Proper monitoring of 

these residual chemicals in food requires engagement of new modern technology in agricultural sciences. 

Nanotechnology has beneficially impacted agriculture in several aspects through revolutionized tools for 

better yield management, smart delivery system for pesticides, detection of excessive chemicals and for 

disease monitoring/treatment. This review article discusses about various agricultural pollutants, their 

ecotoxicity aspect and applicative potential of nanometric sensors like silver and gold nanoparticles towards 

detecting them. 

 

REVA-UMS-029: Identifying the potential role of curcumin analogues as anti-breast cancer agents an 

In silico approach.    

Praseetha N G, Divya U K and Nair S 

1SCMS Institute of Bioscience and Biotechnology Research and Development            

*Corresponding Author: titikshabypraseethagpillai@gmail.com 

 

ABSTRACT: Cancer is a major public health problem that has a significant global impact on both developed 

and developing countries. Breast cancer ranks top among newly reported cancer cases and constitute a major 

portion of cancer in women. Development of target therapy which is effective with minimal side effects is 
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trending in healthcare research. Phytochemicals proves to have great potential in this regard as they are 

pleiotropic in their function and target complex multiple signalling events of cancer. Hence, they are most 

suitable candidate for anticancer drug development. Also, they act differently on cancer cells without altering 

normal cells. Curcumin is known to have anti-cancer activity due to its phenolic constituents. It suppresses 

proliferation and metastasis of human tumors through regulation of various transcription factors, growth 

factors, inflammatory cytokines, protein kinases and other enzymes. Pharmacokinetic data has shown that 

curcumin undergoes rapid metabolism leading to glucuronidation and sulfation in the liver and excretion in 

the feces accounting for its poor systemic bioavailability. Hence the present study was conducted to detect 

possible natural analogues of curcumin (Capsaicin, Chlorogenic acid, Ferulic acid, Zingerone, Gingerol) 

which are effective against breast cancer receptors and prove the ethno-medicinal value of these analogues 

using bioinformatic tools and software’s like PDB, Patch Dock, PubChem, Chimera and My Presto. Out of 

the various curcumin analogues studied, Ferulic acid showed best binding affinity with all the breast cancer 

cell specific receptors (FGF, MMP9, RNRM1, TGF-beta, DHFR, VEGF and aromatase) which was 

confirmed through the docking studies. The current work was a preliminary step towards screening suitable 

drug candidate against breast cancer, confirmed through in silico methods. This information can be used 

further to carry out In vivo studies considering Ferulic acid which is an analogue of curcumin as a suitable 

drug candidate against breast cancer. 
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silco approach. 

Meghana PM, Harish M and Nair S 

1SCMS Institute of Bioscience and Biotechnology Research & Development (SIBB R&D)S.Kalamaserry, 

Cochin-33, Kerala,India. 

*Corresponding Author : meghnamaallu@gmail.com 

 

ABSTRACT: Quercetin is a flavonoid that belongs to the flavonol class of compounds, has many 

pharmacological activities, and in order for any clinical application, it is important to evaluate the safety of 

the compound. Cyclooxgenases are key enzymes in lipid signaling. They catalyse the first step in the 

production of prostaglandins, important mediators of inflammation, pain, cardiovascular disease, and cancer, 

and they are the molecular targets for non-steroidal anti-inflammatory drugs, which are the oldest and most 

chemically diverse set of drugs known to date. The objective of this study was to evaluate the potential of 

quercetin as anti-inflammatory agent against COX genes. The In-silico analysis showed that, quercetin binds 

at THR212 of Cyclooxgenases-1 enzyme and produces more binding affinity,-5.91 Kcal/mol than that of 

diclofenac,-3.2 Kcal/mol, an established ant inflammatory drug. Moreover, the lethal dose level of quercetin 

is three times higher than that of diclofenac, which a good edge for the standardization of dosage of quercetin 

as a potential drug candidate for the treatment of inflammations, especially when most of the emerging viral 

diseases like COVID19 have inflammatory consequences. 
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