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CLASSIFICATION OF PROTEIN SEQUENCE IN FAMILIES 

S.Pragathi 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

Classification of proteins provides valuable clues to structure, activity, and metabolic role. 

Protein family classification has several advantages as a basic approach for large-scale genomic 

annotation, It improves the identification of proteins that are difficult to characterize based on pairwise 

alignments, It assists database maintenance by promoting family-based propagation of annotation and 

making annotation errors apparent, It provides an effective means to retrieve relevant biological 

information from vast amounts of data and it reflects the underlying gene families, the analysis of which 

is essential for comparative genomics and phylogenetics.A number of different classification systems 

have been developed to organize proteins. Scientists recognize the value of these independent 

approaches, some highly automated and others curated. 

Family and super family classification frequently allow identification or probable function assignment 

for uncharacterized (‘hypothetical’) sequences. To assure correct functional assignments, protein 

identifications must be based on both Global and local sequence similarities.The Protein sequences, 

families, structures, and functions, can be revealed readily. Functional annotation of proteins requires 

association of proteins based on properties beyond sequence homology: proteins sharing common 

domains connected via related multi-domain proteins (grouped by super families); proteins in the same 

pathways, networks, or complexes; proteins correlated in their expression patterns; and proteins 

correlated in their phylogenetic profiles (with similar evolutionary patterns). 
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Pre-Processed Data Form 

 

Protein Structure Identification Form 
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Distance-based measures of protein structure similarity Form 

 

 

Result Page 
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SEQUENCE MINING OF PROTEIN DNA AND RNA SEQUENCES 

R.Preetha 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

The project entitled as “Sequence mining of protein DNA and RNA sequences”, 

which has been developed using Visual Studio .net framework. Here C#.Net as the front ends 

and SQL Server as the back end. The aim of the project is to make software used to store and 

search the protein and DNA, RNA sequences. This also facilitates the user to query a specific 

sequence to find the summary of that easy and effective manner. 

This can performed identification such as human or animal or plant based on 

sequence. This project helps to maintain the all details of the sequence such as protein, DNA, 

and RNA effectively .This project reduces the manual activity analyzing the details. Using 

this software tool easily know all the information also can make report effectively.  

In general, sequence mining problems  can  be  classified  as  string  mining  which  is  

typically  based  on  string  processing algorithms  and  item  set  mining  which  is  typically  

based  on  association  rule  learning.  Local process  models  extend  sequential  pattern  

mining  to  more  complex  patterns  that  can  include (exclusive)  choices,  loops,  and  

concurrency  constructs  in  addition  to  the  sequential  ordering construct.This makes the 

system user-friendly thus reducing the manual work. The system has been developed with 

advanced features. The objective of our project is to establish software tool for maintain all 

the details of sequence analysis and classification. 
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Data upload 

 

Data Collection 
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Upload Process 

 

 

Result 
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GENETIC ANALYSIS OF HUMAN CERVICAL CANCER CELLS 

G.Prisha 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

Bioinformatics plays an important role in almost all type of domains and applications; medical 

domain is one of the upcoming and challenging domains in the current scenario. This is due to the 

mass medical data size and multi-dimensional data format in Medical sector. Due to size is increasing 

tremendously, analysis Human Cervical Cancer Cells are very tedious to handle. The proposed system 

aims to create a Bioinformatics technique to effectively handle and ability to predict Human Cervical 

Cancer Cells using genes input.  

There are several existing solution handled genes dataset to assess and predict, however, the 

systems are suffered when the data size is huge and the attributes are dynamic. The proposed system 

creates and introduces a new decision support system and data classifier to handle such data.  

 This application proposes Bioinformatics techniques to predict Human Cervical Cancer for the 

hospital. It collects different genes dataset from various websites and resources and evaluates whether 

the user will have Cervical Cancer Cells. Decision support will be performed. This helps to find the 

effective feature and classifies with effective decisions. The proposed system is to provide an easy 

way analyze the cervical cancer details in systematic way to get the details easily. This system is to 

provide an easy way to automate all functionalities of cancer analysis here almost all work is 

computerized. So the accuracy is maintained. Informative genes are identified according to the 

existence of at least one well defined expression region that corresponds to a significant number of 

samples of the same class. 
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SCREEN SHOTS: 

 

Description: It displays the result of preprocessing dataset 

 

Description: It displays the analyzed Gene Result 
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Description: It displays result of Time Analysis 

 

 

Description: It displays the diagnosed result 
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FUNCTIONAL PATTERN MINING IN PROTEINS AND NUCLEIC ACIDS 

R.Revathi 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

The project entitled as “FUNCTIONAL PATTERN MINING IN PROTEINS AND 

NUCLEIC ACIDS”, which has been developed using Visual Studio .net framework. Here C#.Net as 

the front ends and SQL Server as the back end. 

Nucleic acid is one of the most important biopolymers. Nucleic acids, namely 

Deoxyribonucleic Acid and Ribonucleic Acid. Nucleic acid structures basically its combination of 

DNA and RNA structure. Nucleic acid structure is often divided into four different levels: primary, 

secondary, tertiary and quaternary.The aim of the project is to develop software tool for analyze 

functional and non- functional pattern detection from Nucleic acid and Proteins structure. Initially 

Nucleobases of RNA and Nucleobases of DNA structure such as [CGAU] [CGAT] different format is 

going to apply in proposed software tool this tool automatically find functional and non-functional 

pattern effectively and display the result.  

Fusion of the protein with a molecular tag, such as the green fluorescent protein (GFP), allows one to 

track its movement inside the cell. Proteins that enter the nucleus and bind to DNA can be further 

characterized by footprint analysis, a technique used to determine which regulatory sequences the 

protein binds to as it controls gene transcription. This project helps to maintain the all functional and 

non- functional pattern detect pattern functionalities in the systematic process. This makes the system 

user-friendly thus reducing the manual work. The system has been developed with advanced features. 
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SCREEN SHOTS: 

 

Description: Displaying the ID Information 

 

 

Description: Finding the match information 
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Description: User Output 

 

 

Description: Identification of Result 
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MEASUREMENTS OF SIMILARITIES IN PROTEIN STRUCTURE 

S.Pavithra 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

Interactions between proteins form protein complexes and underlie many cellular processes. 

When studying evolution of protein interactions or predicting and structurally characterizing new 

interaction interfaces, the concept of interaction similarity often plays a principal role. The properties 

of similar interfaces have been analyzed on a large scale by a number of research groups. For 

instance, it has been shown that the geometry of interactions is often conserved between similar pairs 

of proteins. Another study has revealed that homologous proteins often have their binding sites in 

similar locations on protein surfaces to interact with other, sometimes unrelated, proteins. While 

similarity of the interfaces in homologous protein complexes is not surprising, it is not clear to what 

extent two structurally unrelated complexes can have similar, “analogous”, interfaces.  

Recently, a new phenomenon of molecular mimicry in host-pathogen interactions has been 

reported, where a pathogenic protein acquires a binding surface similar to that of a host protein, 

presumably through convergent evolution. As a result, the pathogenic protein competitively binds to 

another host protein, forming an analogous interface, similar to the interface between the two host 

proteins, and thus hijacking an important cellular function. The available experimental data suggest 

that pathogenic agents extensively use the molecular mimicry to their advantage. Molecular mimicry 

can also occur in the intra-species interactions. Studying analogous interfaces is challenging since it 

requires an accurate method to detect similarity between the interfaces of structurally unrelated 

protein-protein interactions 
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Protein code and its length 

 

 

Protein structure identification 
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Similarity comparison 

 

 

 

Similarity result 
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PREDICTING PROTEIN CELLULAR LOCALIZATION 

P.Shenbaganandhini 

Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

The project entitled as “Predicting Protein Cellular Localization”, which has been 

developed using Visual Studio .net framework. Here C#.Net as the front ends and SQL 

Server as the back end. Proteins are common in nature and have several unique functions. 

The cells the basic structural, functional, and biological unit of all known living organisms. 

The main aim of the project is to develop easy and effective software tool used to predict 

where a protein resides in acell. 

The protein primary structure conventionally begins at the amino-terminal (N) end 

and continues until the carboxyl-terminal (C) end. The structure of a protein may be directly 

sequenced or inferred from the sequence of DNA. The sequence of a protein is usually 

notated as a string of letters. According to the order of the amino acids a single or three-letter 

code may be used to represent each amino acid in the sequence. This tool takes input as 

protein sequence of amino acids, and effectively produce a predicted location within the cell 

as output, such as the nucleus,Endoplasmic reticulum, Golgi apparatus, extracellular space, or 

other organelles. The aim is to build software tools that can accurately predict the outcome of 

protein targeting in cells. The system has been developed with advanced features. The 

objective of our project is to establish computerization tool for protein targeting in cells easy 

and effectivemanner. 
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SCREEN SHOTS: 

 

 
Description: this shows the input sequence key . 

 
 

 
 

Description: this shows the reports ofprotein. 
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Description: this shows the localizedproteins 

 
 

 
 

Description: this shows the summary the page 

 

 

  



CS - 19 
 

RECOGNITION AND FUNCTIONAL CATEGORIZATION OF MiRNA’s 

R.Subiksha 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

The project entitled as “Recognition and Functional Categorization of miRNAs”, which has 

been developed using Visual Studio .net framework. Here C#.Net as the front ends and SQL Server as 

the back end. 

MicroRNAs (miRNAs) are highly heterogeneous both in length and sequence. The aim of the 

project is to computerize the miRNAs recognition and functional categorization. Proposed system, 

which deals with recognizing, filtering, and functional categorizing. MicroRNAs are a subtype of 

RNAs for getting exact MicroRNAs from RNAs proposed filtering technique is applies. Recognizing 

is an important step this deal with manner of development of a disease and effects. Functional 

categorizing which means going to classify disease stage such as abnormal and highly abnormal. This 

makes the system user-friendly thus reducing the manual work. The system has been developed with 

advanced features. The objective of our project is to establish computerization and maintain all the 

details of recognition and function categorization of miRNAs. 
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SCREEN SHOTS: 

 

 

Description: It shows the initial grouping of MiRNA 

 

 

Description:It shows the classification results of the MiRNA seq 
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Description: It shows the time value chart and analysis results 

 

 

Description: It shows the class name and MiRNA count 
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IDENTIFICATION OF SPECIFIC REGION IN ORGANISMS 

D.Swetha 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

The project entitled as “Identification of specific region in organisms”, which has 

been developed using Visual Studio .net framework. Here C#.Net as the front ends SQL 

Server as the back end. The aim of the project is to design software Tool for identification of 

specific region in organisms and find related information. Organism is a creature such as a 

plant, animal or a single-celled life form, or something that has interdependent parts and that 

is being compared to a living creature. User can choose and select any type of organisms 

image such as plant, animal, etc. After successful selection our proposed tool automatically 

analysis and find name of the organisms along with this Identify the specific region with 

some other related information effectivemanner. 

This project reduces the manual activity analyzing the details. Using this software tool 

easily know all the related organisms specific region information also can make report 

effectively. This makes the system user-friendly thus reducing the manual work. The system 

has been developed with advanced features. The objective of our project is to establish for 

identification specific region organisms and related information. The comparative analysis of 

coding regions between different genomes typically involves the identification of gene- 

coding regions, comparison of gene content, and comparison of protein content. Recently 

there have also been a number of algorithms developed that use comparative genomics to aid 

function prediction of genes and specific region organisms. 
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SCREEN SHOTS: 

 

 

Upload Image 
 

Description: Used to upload the image by the admin with the necessary details 
 

 
 

Upload Data 
 

Description: To upload the data set summary with the organism name and description 
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User Search 
Description: To search the organism in detailed search using digital sequence 

 

 

User Search 
Description: To search the Organism by the User with its related words and to find the 

organism 
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HUMAN DNA BASED EARLY DISEASE PREDICTION  

P.Yamini 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

The project entitled as “Human DNA based early disease prediction”, which has been 

developed using Visual Studio .net framework. Here C#.Net as the front ends and SQL Server as 

the back end. The aim of the project is to computerize that human disease predicts using Human 

DNA. The proposed systems are developed and introduce for handling Human Disease prediction 

based on DNA. It can performed identification and functional characterization of DNA sequence 

variants that can associated with disease.   

This project helps to maintain the all details of the DNA analysis for human disease 

prediction in the systematic process. This project is used to analyzing the human disease. This 

project reduces the manual activity analyzing the details. This application allows the user to find a 

person Disease using their DNA sequences. This connected with the big DNA database. This can 

be applied in many applications like hospital laboratory. This makes the system userfriendly thus 

reducing the manual work. The system has been developed with advanced features. The objective 

of our project is to establish computerization and maintain all the details of Human DNA based 

early disease prediction.  
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SCREEN SHOTS: 

 

 

Description: It displays the data upload process page. 

 

 

Description: It shows the page 
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Description: This shows the process of uploading the DNA dataset. 

 

 

Description: This shows the diagnosed report of the DNA dataset.  
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GENE SEQUENCING STUDY OF SOILBACTERIAL AND ITS 

MULTIPLE   SEQUENCE ANALYSIS 

R.Indhumathi 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

The present investigation focused on “GENE SEQUENCING STUDY OF 

SOILBACTERIAL AND ITS MULTIPLE   SEQUENCE ANALYCIS”. The gene bank 

accessNumber were collected and downloaded. The downloaded sequences were identified 

asPSEUDOMONAS AERUGINOSA STRAIN SVSPR 16S: GENEBANK: 

MG905427.1,BACILLUS SP.STRAIN PRV 16S: GENEBANK: MG811553.1, 

PSEUDOMONASSP.STRAIN RAKS 16S: GENBANK: MG738357.1 using MEGA 

5SOFTWARE .Thesequences were aligned. The gene alignment was carried out using 

“CLUSTAL – W”. Afteralignment the genetic morphology and genetic diversity were 

studied. The homology of the bacteria was identified. Finally the phylogenetic analysis was 

carried out and thephylogenetic tree was constructed. 

 This study will help the research to identify the genetic relations among the bacterial 

populations. The present study revealed the economically importance of the soil bacteria that 

produce various bio active components. The soil bacterial gene sequences were downloaded 

from the NCBI website using BLAST the MULTIPLE SEQUENCE ALIGNMENT were 

carried out. 

     The application of ClustalW  was to carried out the sequences alignment and the codens 

were aligned using FASTA format the gene sequences were aligned and the phylogenetic tree 

was constructed. The distances among various bacteria were measured. 
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DATA ANALYSIS IN SEQUENCES

 

CS - 29 

DATA ANALYSIS IN SEQUENCES 
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TREE SECTION 

PHYLOGENETIC TREE CONSTRUCTION 

TREE SECTION 
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DISEASE DIAGNOSIS AND E-APPOINTMENT SYSTEM 

Janani.S 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

The project “Disease Diagnosis and E-Appointment System” has been developed using 

ASP.Net as front end, C#.net as coding language and SQL server as backend, which helps to 

diagnosis diseases and finds relevant hospital with e-appointment system for the users.  

Health care is changing with a new emphasis on patient-centeredness. Fundamental to this 

transformation is the increasing recognition of patients' role in health care delivery and 

design. Medical appointment scheduling, as the starting point of most non-urgent health care 

services, is undergoing major developments to support active involvement of patients. By 

using the Internet as a medium, patients are given more freedom in decision making about 

their preferences for the appointments and have improved access. 

The proposed website helps the user to effectively search and get appointment from a doctor 

online. This also helps to find the exact hospital which is near and which is suitable for user 

disease. The project can effectively reduce hospital searching, schedule problem in health 

care domain. In addition, a disease diagnosis has been conducted to identify the disease based 

on the user profile and their symptoms. 
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Form name: Doctor details 

 

Form name: Doctor details 
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Form name: appointment time 

 

 

Form name: Diseasediagonis 
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CRIME FILES WITH DNA SEQUENCE 

M.Manjusha 
Department of Computer Science, PSGR Krishnammal College for women 

 

ABSTRACT 

The project is developed as website, which is developed for a DNA lab. This includes 

the number of test requests from the criminology department. The authority can match the 

DNA report with the suspected criminal list. If the DNA matches, then the reports will be 

informed to the criminology department. This project is the integration of bio lab and 

criminology department. All the activities of the criminology and bio-lab will be maintained 

in the website. This project presents a laboratory information management system for DNA 

sequences created and based on the needs of a criminology department. DNA bar-coding is a 

global initiative for species identification through simple DNA sequence markers. This aim 

sat generating sequence code and data for all test samples.  

The website has been developed to better manage large amounts of sequence data and 

to keep track of the whole experimental procedure. The system has allowed us to classify 

strains more efficiently as the quality of sequence data has improved, and as a result, up-to-

date taxonomic names have been given to strains and more accurate correlation analyses have 

been carried out.The project has been planned to develop using ASP.Net as front end, C#.net 

as coding language and SQL server as backend, which helps to detect DNA sequences and 

finds the criminals or humans.The proposed system is to provide an easy way to maintain 

criminology details systematic way get the details easily. This system is to provide an easy 

way to automate all functionalities of Criminology department here almost all work is 

computerized. So the accuracy is maintained.  
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Form Name:DNA Profile Page 

Description: It shows the DNA Profile Details 

 

Form Name: Registration Form 

Description: It shows the Registered Form 
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Form Name: Criminal Details 

Description: It views the criminal details 

 

 

Form Name: view requisition page 

Description: It show requisition of the requestor
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Form Name:DNA match page 

Description: It shows the DNA comparing page 
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GENETIC TESTING FOR HEREDITARY DISEASES PREDICTION 

K.S. Naveena 
 Department of Computer Science, PSGR Krishnammal College for women  
 
ABSTRACT 

 The  aim  of  the  project  is  to  develop  a  web  application  for  “Genetic  Testing  for  

Hereditary Disease Prediction”.  This project is developed by using Bio PHP as Front and My 

SQL as Back-End. A Genetic Testing for Hereditary Disease Prediction is a comparison of 

multiple related DNA or amino acid sequences. A Genetic Testing for Hereditary Disease 

Prediction  can  be  used  for  many  purposes  including  inferring  the  presence  of  ancestral 

relationships  between  the  sequences.  It  should  be  noted  that  protein  sequences  that  are 

structurally very similar can be evolutionarily distant. This is referred to as distant homology. 

While handling protein sequences, it is important to be able to tell what a Genetic Testing for 

Hereditary Disease Prediction means – both structurally and evolutionarily.  It  is  not  always 

possible  to  clearly  identify  structurally  or  evolutionarily  homologous  positions  and  

create  a single “correct” Genetic Testing For Hereditary Disease Prediction (Durbin et al 

1998).  

 Genetic  Testing  for  Hereditary  Disease  Predictions  can  be  done  by  hand  but  this  

requires  expert  knowledge  of  molecular  sequence  evolution  and  experience  in  the  

field. Hence  the  need for  automatic  Genetic  Testing  for  Hereditary  Disease  Predictions  

based  on objective criteria. One way to score such an alignment would be to use a 

probabilistic model of  sequence  evolution  and  select  the  alignment  that  is  most  

probable  given  the  model  of evolution.  While  this  is  an  attractive  option  there  are  no  

efficient  algorithms  for  doing  this currently available. However a number of useful 

heuristic algorithms for Genetic Testing for Hereditary Disease Prediction do exist.  

 The  most  popular  and  time-efficient  method  of  Genetic  Testing  for  Hereditary        

Disease Prediction is progressive pairwise alignment. The idea is very simple. At each step, a  

pairwise alignment  is  performed.  In the first step, two sequences are selected and aligned. 

The pairwise alignment is added to the mix and the two sequences are removed. 
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PLANT INFO ACCESS 

V.Logesh priya, M. Heera Ragavi, S. Induja 

Department of Information Technology, PSGR Krishnammal College for Women 

ABSTRACT 

The project entitled “Plant Info Access” is automate updating of day-to-day market 

rate of agriculture plants. The front end of this project is XML and Java and the back end is 

SQLite. The development of this new application contains the following activities, Family, 

Binomial name, Morphological characters, Flowering & Fruiting, Local name, Locality,, 

Parts used, Medicinal uses. And also Books reverent for that crops and Ecology of the crop 

that grows in that particular religion. The application makes the overall management much 

easier and flexible. It can be accessed over the Internet. This can give the good security for 

information because data is not in client machine. There is no risk of data management at any 

level while the project development is under process. The automated system will provide to 

the information for reliable service. 

                              Plant Info Access application gives an idea to the farmers how to know  

the plant varieties. User will get all the new ideas to improve their productivity and they can 

buy the plant in market. If the farmers have knowledge of computer then they can directly use 

in this mobile application otherwise they can contact company’s computer professional who 

will schedule classes to teach them basics of computers and internet. They can know how 

they can open this site and register with it and sell their products online etc. Plant Info Access 

is a project developed to build a website which will help farmers/Users to know the 

agricultural crops to different cities through online. Farmers/Users can use this facility and 

can learn how it is possible and how they can use Plant Info Access. 

 

 

 

 

 

 

 

 

 



SCREEN SHOTS                                  

FORM NAME                  :  Main module 

FORM DESCRIPTION   :  Contains themain module of the application. 

 

                                      

 

FORM  NAME:  Plant family module 

FORM   DESCRIPTION   :Contains the list of family and their respective plants. 

 

                                      

 

 

 

 

 



FORM  NAME                       :  Plant  details 

FORM    DESCRIPTION         : Contains the plant information. 

 

                                         

 

 

FORM   NAME                : Book guidance 

FORM   DESCRIPTION :  Contains the you tube videos and reference book of the plants. 

 

                                          

 

 

 

 

 

 



 

FORM   NAME                       :  Ecology 

FORM    DESCRIPTION       :  Contains the different  types of lands. 

 

                                 

 

 

FORM   NAME                   :   Reference site for ecology 

FORM   DESCRIPTION    :Contain Wikipedia and youtube for references. 

 

 

                                   
 

 

 

 



EFFLEX PUMP USING GRAM POSITIVE BACTERIAL PATHOGENS 

S.Hardika, R. Gayathiri 

Department of Information Technology, PSGR Krishnammal College for Women 
 

ABSTRACT 

Resistance of bacterium to most of the categories of antibiotics could be a huge 

drawback  currently days .The element to blame for resistance in each the gram positive and 

gram negative bacterium area unit classified as multidrug resistant flow pumps.In recent 

years a large range of flow pumps area unit known in each gram- positive and gram- negative 

bacterium and these flow pumps area unit to blame for the intrinsic resistance of bacteria to 

most of the antibiotics.Efflux pump inhibitors area unit the compounds that inhibit the 

activity of flow pumps and that they have the potential to revive the activity of normal 

antibiotics.In recent years, there are many classes of efflux pump inhibitors has been 

reported.Some of these flow pump inhibitors area unit artificial whereas a number of them 

area unit natural  inhibitors . 

Efflux pump inhibitors derived from chemical sources have drawbacks as they shows 

venomous impact at high concentrations within which they will be used.Some plants show 

potential self-report personality inventory activity together withsome antibiotics and shows 

impact on several flow pumps.This review focuses on the employment of flow pump 

inhibitors from natural sources for interference the activity of flow pumps just in case of each 

gram positive and gram negative bacterium.Expression of particular drug transporters in 

response to antibiotic pressure is a critical element in the development of bacterial multidrug 

resistance, and represents a serious concern for human health. To obtain a better 

understanding of underlying regulatory mechanisms, wehave dissected the transcriptional 

activation of the ATP-binding cassette (ABC) transporter BmrC/BmrD of the Gram-positive 

model bacterium Bacillus subtilis.   

AIM AND OBJECTIVES 

 Using Insilico methods,study the interaction against efflux pumps of Gram positive 

bacteria to block efflux pump using Alkaloids Using iGEMDOCKing ,analyse alkaloids 

showing higher binding efficiencies 

 

 



 

  

 

Production of antibiotic-modifying enzymes and synthesis of antibiotic-insensitive 

bacterial targets are the primary resistance mechanisms for the other classes of antibiotics, 

including trimethoprim, the sulfonamides, the aminoglycosides, chloramphenicol, and the 

quinolone drugs. Reduced antibiotic penetration is also a resistance mechanism for several 

classes of antibiotics, including the beta-lactam drugs, the aminoglycosides, chloramphenicol, 

and the quinolones. 



The Multi antimicrobial extrusion protein family (MATE). 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

S.NO ORGANISM EFFLEX PUMP 

1 Sterptomyces peucetius DrrAB 

2 Streptococcus pneumoniae PmrA 

3 Staphylococcus aureus NorA 

4 listeria monocytogenes Lde 

5 enterococcus faecalis EfmA 

6 Bacillus subtilis Bmr and Blt 

7 streptococcus pyogenes PmtA 

8 streptococcus mitis CepA 

9 Streptococcus salivarius Mef 

10 Streptococcus agalactiae PatAB  

11 streptococcus dysgalactiae FieF 

12 Mycobacterium smegmatis LfrA 

13 Mycobacterium leprae Mmr 

14 lactococcus lactis LmrP 

15 Clostridium difficile MntP 

16 streptomyces globisporus  Na/H 

17 Staphylococcus epidermidis NorA 

18 Clostridium perfringen MntP 

19 clostridium botulinum MntP 

20 Mycobacterium tuberculosis MntP 



BIOVIA Studio Visualizer 

 

 

 iGEMDOCK 

 

 

 



ORAL BIOFILM DRUG TARGET 

T.J. Hari Priya, B. Bala Shree Devi 

Department of Information Technology, PSGR Krishnammal College for Women 
 

ABSTRACT 

Biofilm formation is a multi-step process starting with attachment to a 
surface then formation of micro-colony that leads to the formation of three 
dimensional structure and finally ending with maturation followed by 
detachment. The biofilm bacteria can share nutrients and are sheltered from 
harmful factors in the environment, such as desiccation, antibiotics, and a host 
body's immune system. A biofilm usually begins to form when a free-
swimming bacterium attaches to a surface. 

The development of a biofilm may allow for an aggregate cell colony (or 
colonies) to be increasingly resistant to antibiotics. Cell-cell communication 
or quorum sensing has been shown to be involved in the formation of biofilm in 
several bacterial species. 

AIM AND OBJECTIVES  

 Using s.mutans method,study the interaction against oral biofilm drag 
target. 

 To break oral biofilm using flavonoids. 

 Using IGEMDOCKing ,analyse flavonoids showing higher binding 
efficiencies. 

 

  

 



 

DEVOLOPMENT OF ORAL BIOFILM 

Biofilms are the product of a microbial developmental process.[18]The 
process is summarized by five major stages of biofilm development (see 
illustration on the right)  

1. Initial attachment 
2. Irreversible attachment 
3. Maturation I 
4. Maturation II 
5. Dispersion. 

 

An example of a mature single-species biofilm of Vibrio cholerae. 
 

 

Fig. An example of a mature single-species biofilm of Vibrio cholerae. 



 

Fig.Communication in oral biofilm 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



DNA CONVERSIONS 

M. Priyadarshini , C. Sandhya 

Department of Information Technology, PSGR Krishnammal College for Women 

ABSTRUCT 

DNA is deoxyribonucleic acid, a self-replicating material which is present in nearly all 

living organisms as the main constituent of chromosomes. It is the carrier of genetic information. 

The aim of the project is to conversions of DNA from one standard unit to another with their 

respective formula. This makes the conversion of units simpler and gives the accurate value 

without any mis-manipulation of values. It makes the biotechnologists work easier the can quickly 

manipulate and get accurate results. 

The project containing modules are: 

• Introduction 

• About  

• dsDNA: µg to pmol 

• dsDNA: pmol to µg 

• ssDNA: µg/ml to pmol/µl 

• ssDNA: pmol/µl to µg/ml 

• Linear DNA: µg to pmol of Ends 

 

 

 

 

 

 

 

 

 

 

 



Form Name: dsDNA: µg to pmol 

Description: To convert micrograms of dsDNA into picomoles 

 

 

Form Name:  Linear DNA: µg to pmol of Ends 

Description:To convert micrograms of linear DNA to picomoles of end 

 

 



 CALCULATION OF NUCLEIC ACID AND LIGATIONS 

T.Monissha, M. Narmatha 

Department of Information Technology, PSGR Krishnammal College for Women 

   
ABSTRACT 
 

Biotechnology is the broad area of biology involving living systems and organisms or 

any technological application that uses biological system and living things such as human 

beings.It is a highly interdisciplinary field that combines biological science with engineering 

technologies to manipulate living organisms and biological systems to produce products that 

advances healthcare, medicine, agriculture, food, pharmaceuticals and environment control. 

Biotechnology can be classified into two broad categories: R&D in Biological Sciences and 

Industrial Processes. The biological sciences aspect deals with research and development in 

areas such as Microbiology, Cell biology, Genetics, Molecular Biology etc. for understanding 

the occurrence and treatment of diseases, development of agriculture, food production, 

protection of the environment and many more. The main purpose of this project is to 

calculate the nucleic acid and ligations which are present in the human body. The calculation 

of this project is directly done with the help of calculator which is further used in R 

programming. The project entitled “CALCULATION OF NUCLEIC ACID AND 

LIGATION” is designed using R language as front end. 

MODULES 
  

The project contains following modules:  

 Introduction  

 Nucleic acid  

 Ligation  

 

 

 

 

 

 

 

 

 

 

 



 
 

Sample:  Nucleic acid DNA  
Description:  It calculates Nucleic acid in DNA sample type 

 

 
 

 
 
Sample:  Nucleic acid RNA  
Description:  It calculates Nucleic acid in RNA sample type 

 

 

 

 
 
 
 
 
 
 
 
 
 



Sample:  Nucleic acid Single Stranded DNA  
Description:  It calculates Nucleic acid in Single Stranded DNA sample type 

 

 

 
 
 
Sample: Ligation  
Description: It calculates molar ratio of insert: vector 

 

 

 

 

 

 



SMART IRRIGATION SYSTEM 

K. Aarthi, M. Divya, P. Saranya 

Department of Information Technology, PSGR Krishnammal College for Women 

ABSTRACT 

Environmental monitoring applications of the IoT typically use sensors to assist in 

environmental protection by monitoring air or water quality, atmospheric or soil conditions, 

and can even include areas like monitoring the movements of wildlife and their habitats. 

Development of resource-constrained devices connected to the Internet also means that other 

applications like earthquake or tsunami early-warning systems can also be used by 

emergency services to provide more effective aid. IoT devices in this application typically 

span a large geographic area and can also be mobile. It has been argued that the 

standardization IoT brings to wireless sensing will revolutionize this area. The IoT's major 

significant trend in recent years is the explosive growth of devices connected and controlled 

by the Internet. The wide range of applications for IoT technology mean that the specifics 

can be very different from one device to the next but there are basic characteristics shared by 

most. The IoT creates opportunities for more direct integration of the physical world into 

computer-based systems, resulting in efficiency improvements, economic benefits, and 

reduced human exertions 

The key components of IoT can be summarized as follows: 

 Sensors: sensors enable us to collect data about the status of the “Thing”. Sensors are 

probably the most important components of IOT and can include data such as 

temperature, GPS location, speed, and all other usable data about the “Thing”.

 Controllers: IoT is not just about collecting data of the status of things. It can also 

include controlling the “Thing” over the internet – such as turning off or on a device, 

stopping a vehicle, locking/unlocking a door, adjusting the temperature of an oven and 

any other controllable aspect of the “Thing”.

 Software: apart from the required hardware that should be embedded to every “Thing” 

that is connected to internet as part of “IoT”, probably the most exciting part of IoT is 

the software. Once you know the devices that can be sensed and controlled over the 

internet, you have the needed tools for endless ideas and creativity through the 

applications that can be developed to provide automated or semi-automated solutions 

based on human-device and device-device communications

 

 



SOIL MOISTURE SENSOR 

The soil moisture sensor consists of two probes which are used to measure the 

volumetric content of water. The two probes allow the current to pass through the soil 

and then it gets the resistance value to measure the moisture value.

more water, the soil will conduct more electricity which means that there will be less 

resistance. Therefore, the moisture level will be higher. Dry soil conducts electricity 

poorly, so when there will be less water, then the soil will conduct less electricity 

which means that there will be more resistance. Therefore, the moisture level will be 

lower. This sensor can be connected in two modes; Analog mode and digital mode. 

First, we will connect it in Analog mode and then we will use it in Digital mode

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

The soil moisture sensor consists of two probes which are used to measure the 

c content of water. The two probes allow the current to pass through the soil 

and then it gets the resistance value to measure the moisture value. When there is 

more water, the soil will conduct more electricity which means that there will be less 

ce. Therefore, the moisture level will be higher. Dry soil conducts electricity 

poorly, so when there will be less water, then the soil will conduct less electricity 

which means that there will be more resistance. Therefore, the moisture level will be 

This sensor can be connected in two modes; Analog mode and digital mode. 

First, we will connect it in Analog mode and then we will use it in Digital mode

The soil moisture sensor consists of two probes which are used to measure the 

c content of water. The two probes allow the current to pass through the soil 

When there is 

more water, the soil will conduct more electricity which means that there will be less 

ce. Therefore, the moisture level will be higher. Dry soil conducts electricity 

poorly, so when there will be less water, then the soil will conduct less electricity 

which means that there will be more resistance. Therefore, the moisture level will be 

This sensor can be connected in two modes; Analog mode and digital mode. 

First, we will connect it in Analog mode and then we will use it in Digital mode. 



Screen : Home Page: Smart Irrigation

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Screen : Home Page: Smart Irrigation 

  



WEATHER FORECASTING USING IOT 

A. Eswari, T. Janani, S. Nivedhitha, R.K. Sowmya, 
Department of Information Technology, PSGR Krishnammal College for Women 

 

ABSTRACT 

The aim of the project is about to detect the weather and raining condition using 

Humidity sensor and Rainfall sensor module in .Front end Angular and back end SQL .In this 

project, Humidity sensor and Rainfall sensor is used to measure the water content in air and 

senses the raining condition and we are using new sensors DHT11Humidity sensor and 

Rainfall sensor. It will show how to interface a Humidity sensor and Rainfall sensor with 

ARDUINO UNO R3.And it implements a control of relay using ARDUINO UNO, Humidity 

sensor , Rainfall sensor and a Relay Module. It monitors the temperature and controls the 

speed of the fan using the relay and DC motor. Rainfall sensor senses the rainfall and helps in 

closing and opening of curtains using the rainfall sensor and it will displayed in LCD. 

WORKING 

 Humidity sensor measures the content of water in the air.


 DHT11 Humidity sensor for measuring temperature and humidity with the 

Arduino board.


 It measures the temperature, humidity, rainfall, wind speed and direction.


 It monitors the temperature and controls the speed of the fan using the relay 

and DC motor


 Humidity sensors are employed to provide an indication of the moisture levels 

in the environment.


 The DHT11 temperature range is from 0 to 50 degrees Celsius with +-2 

degrees accuracy, while the DHT11 humidity range is from 20 to 80% with 

5% accuracy


 It senses the rainfall and helps in closing and opening of curtains using the 

rainfall sensor.


 

 

 



SCREEN SHOTS\ 

 

 

 

 

 

 

 

 

 

 

RAIN SENSOR 
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DIGITIZING THE REAL TIME IMAGES USING IMAGE ENHANCEMENT TECHNIQUES 

U. Ishwarya, S. Anice Nikila 

Department of Computer Applications, PSGR Krishnammal College for Women 

ABSTRACT 

The project entitled “Digitizing the real time images using image enhancement techniques”, has 

been developed using MATLAB. The main aim of this project is to digitising the old hand drawn record 

notebook diagrams of Botany department. This Project includes four phases (i) Image Acquisition, (ii) 

resizing (iii) Color Conversion and (iv) Adaptive Histogram Equalization. The Image Acquisition phase 

retrieves the image from the source. The second phase resizes the image into 256 x 256 pixels. The 

third phase converts the image into RGB colour channels. In final phase the image gets enhanced by 

Adaptive Histogram Equalization method. The hand drawn images of CYCAS & PINUS diagrams 

were enhanced and it improves better visual appearance. 

MODULES DESCRIPTION  

Image acquisition: 

The image of different size is collected. It can be a color image or black and white image. The 

collected image is given as input image and that image get processed for further enhancement 

techniques. 

Resizing: 

Resizing is the process of changing the size of the image according to the need of image process. 

It has the major characteristics on the exact size of an input image to be get enhanced. Pre-processing 

is the process change or resizes the input image in terms of 256*256 size. 

Color Conversion: 

The color conversion is the process in which the input image undergoes the process according 

to RGB colors. It has three segmentation of Red Channel image a, Green Channel image and Blue 

Channel Image. 

Adaptive Histogram Equalization: 

Adaptive Histogram equalization method is a modified part of histogram equalization method. 

In this method enhancement process are applied over a specific region of any image and adjust contrast 

according to their neighbor. This method is used only for homogeneous fog correction, then adjusts the 

intensity of that part and uniformly distribute into gray scale image. 
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SCREENSHOTS 

INPUT: 

 

 

OUTPUT: 
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BEFORE  ENHANCEMENT              :    AFTER  ENHANCEMENT: 

PINUS (FEMALE CONE)   

 

 

PINUS (T.S OF NEEDLE) 

 

 

CYCAS (V.S OF OVULE) 
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EEG BRAIN SIGNAL CLASSIFICATION USING MATLAB 

R. Gokilavani, A. Jayaiksuna 

Department of Computer Applications, PSGR Krishnammal College for Women 

 

ABSTRACT 

 Epilepsy is a critical neurological sickness stemming from transient strange discharges of the 

brain electric activity, leading to uncontrollable actions and trembling. Therefore, the analysis of 

epilepsy allows the selection of remedy or surgical remedy. Since the electroencephalogram (EEG) 

records display the mind electrical sports, they are able to offer valuable insight into problems of the 

brain interest. The prevalence of epileptic seizures appears unpredictable greater efforts are targeted on 

the development of computational fashions for computerized detection of epileptic discharges, which 

then can be used to expect the onset of seizure 

The brain is a nonlinear and complex dynamic gadget, so detecting seizures by means of a 

single-channel EEG isn't sufficient.  Thus, the processing of multi-channel EEG performs a vital 

position in seizure detection throughout the brain.  Such approach entails preprocessing, function 

extraction, and classification. Selecting extensive features is crucial to distinguish among every day and 

epileptic EEG indicators. So some distance, numerous automated epileptic seizure detection methods 

have been proposed the automated seizure detection technique for a protracted duration of EEG 

recordings become initiated proposed a line period of EEG as a function and artificial neural networks 

classifier-based automatic detection of epileptic seizure. The database considered changed into 

subjected to preprocessing, visual inspection, and artefact removal. EEG became decomposed into 

special sub-bands using discrete wavelet remodel (DWT), and line duration feature turned into 

extracted. 

The functions such as imply, trendy deviation, skewness, kurtosis, and the median in the first 

and second spinoff of EEG indicators had been extracted for mobile based automatic epileptic seizure 

detection. Extensive functions have been selected from neighborhood element evaluation for the 

classification of focal and non-focal EEG signals. 

 

MODULES DESCRIPTION 

PRE-PROCESSIG: 

In this signal Preprocessing is the process which is used to remove the noise. 
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DWT-(discrete Wavelet Transform): 

 n numerical analysis and functional analysis, a discrete wavelet transform (DWT) is any wavelet 

transform for which the wavelets are discretely sampled.  

 It captures both frequency and location information (location in time).  

 The Haar wavelet transform may be considered to pair up input values, storing the difference 

and passing the sum.  

 This process is repeated recursively, pairing up the sums to prove the next scale, which leads to 

differences and a final sum.  

HYBRID FEATURE EXTRACTION 

To generate a histogram for an input or a sequence of inputs:  

 Create the TEST, Histogram object and set its properties.  

 Call the object with arguments, as if it were a function.  

PERCEPTRON NEURAL NETWORK 

 Performance of the PNN classifier was evaluated in terms of training performance and 

classification accuracies.  

 Existing weights will never be alternated but only new vectors are inserted into weight matrices 

when training. So it can be used in real-time.  

 Since the training and running procedure can be implemented by matrix manipulation, the speed 

of PNN is very fast.  

In a PNN, the operations are organized into a multilayered feed forward network with four layers:  

 Input layer  

 Hidden layer  

 Pattern layer/Summary  

 Output layer 

 Input Image 
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INPUT DESIGN 

 

 

OUTPUT DESIGN 
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ACCURACY REPORT: 
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BIOLOGICALLY INSPIRED QUAD TREE COLOUR DETECTION IN 

DERMOSCOPYIMAGE OF MELANOMA 

 P. Kavipriya, S. Madhumitha   

Department of Computer Applications, PSGR Krishnammal College for Women 

 

ABSTRACT 

Cancer patients are increasing due to following factors: lifestyle, smoking tobacco, alcohol 

usage, diet, physical activity, environmental change, sun and other types of radiation, viruses and so 

on. The most common type of cancer includes skin cancer. Unusual swellings of cells for skin can be 

the skin cancer. There are four kinds of skin cancers: Actinic Keratoses (AK), Basal cell carcinoma 

(BCC), Squamous cell carcinoma (SCC), and Melanoma. Early diagnosis of the cancer helps to treat it 

successfully. There are numerous publications composed in detecting, segmenting, and classifying skin 

cancers employing different computer vision, machine learning, image processing, M-SVM, and 

classification techniques.  

This system addresses the demand for an intelligent and rapid classification system of the skin 

cancer using contemporary highly-efficient M-SVM. This system focus on the task of the classifying 

skin cancer using ECOC SVM with existing and pre-trained M-SVM.  

MODULE DESCRIPTION 

Image Acquisition 

The main purpose of this image acquisition module is to acquire the image and convert as Matrix 

format. One of the ultimate goals of this process is to have a source of input that operates within such 

controlled and measured guidelines that the same image can, if necessary, be perfectly reproduced under 

the same conditions so anomalous factors are easier to locate and eliminate. 

Image Preprocessing 

The main purpose of this Image Preprocessing module is to enhance image quality. This process 

includes several functions for image processing, Contrast increase by static or dynamic binarization, 

look-up tables or image plane separation, Resolution reduction via binning and Conversion of color 

images to gray value images. 

Image Binarization and Morphological Analysis 

Binarization is the process of converting a pixel image to a binary image. The main contribution 

of this module is to Convert the gray image into binary and remove the unwanted contents of skin. 

Morphological image processing pursues the goals of removing these imperfections by accounting for 

the form and structure of the image.  In a morphological operation, the value of each pixel in the output 

image is based on a comparison of the corresponding pixel in the input image with its neighbors. By 
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choosing the size and shape of the neighborhood, you can construct a morphological operation that is 

sensitive to specific shapes in the input image. 

ROI Selection and Segmentation 

Image preprocessing techniques are essential for discovering the orientation of the noise 

removal, and quality improvement of the image. The first phase of preprocessing includes two 

procedures; noise elimination and image contrast enhancement. The second phase involves 

segmentation, which is executed to remove the background area (high intensity rectangular label, tape 

artifact, and noise). The third deals with the application of phase reduction and global gray level 

thresholding to extract region of interest (ROI). 

Feature Extraction 

The function of this feature extraction is to obtain new variables from the matrix of the image 

in order to create distinct classes. The feature extraction procedure involves the use of the wavelet 

decomposition process. These features are then classified in the next stage. 

Classification using Multi (SVM) 

A Multi (SVM) is a computational model developed based on the configuration and functions 

of biological neural networks. SVM is an organized system of basic processing elements, nodes or 

units, whose functions are to some extent derived from the animal neuron. The processing ability of the 

network is controlled by the inter unit connection strengths, or weights, achieved via adaptation to, or 

learning from, a set of training patterns. 
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SCREENSHOTS 

CANCER CELLS 

 

 

YUV CONVERTED INTO INITIAL 

 

 

YUV CONVERTED INTO ENHANCED 
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 IMAGE LABELED BY CLUSTER INDEX 

 

 

 

CONTRAST ENHANCED IMAGE 
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LOW LEVEL AND HIGH LEVEL PART-1 

 

 

 LOW LEVEL AND HIGH LEVEL PART-2 

 

 

TYPE OF CANCER 
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LEUKEMIA DIAGNOSIS IN BLOOD MICROSCOPIC IMAGES USING LOCAL BINARY 

PATTERN AND SUPERVISED CLASSIFIER 

C. KEERTHANA, M. LAKSHMIPRABA 

Department of Computer Applications, PSGR Krishnammal College for Women 

 

ABSTRACT 

Medical imaging is a technique for creating the visual representation of the interior body for 

diagnosis of diseases. It reveals the internal structure of the body to detect the diseases. A record is 

created to store the captured image so that it will be easy to identify the diseases. Blood is fundamental 

component to human life. A human body has approximately 70 liters of water of which five liters are 

blood. Blood is essential for maintaining homeostasis. That refers to hydration, temperature regulation 

and ion concentration. A White Blood Cell (WBC) is larger than a Red Blood Cell (RBC). White Blood 

Cell (WBC) composition in the blood gives valuable information in the diagnosis of different diseases. 

The mesoderm gives raise to the blood cells. Through hematopoietic process the blood cells are 

differentiated as Red Blood Cells (RBC) or White blood Cells (WBC). 

The immature growth in White Blood Cells (WBC) causes Leukemia. The immature growth is 

considered about 30% of blast cells. These cells provide the greatest defense beside infections, and their 

individual concentration can help specialists to distinguish between the presences of pathologies. 

Cancer is a data-intensive region of study, with growing speed of development in data collection 

technology. Analysis and classification of blast cell is a valuable requirement for the diagnosis of 

leukemia and has a positive impact on treatment. Leukemia cause is unknown where the bone marrow 

produces large numbers of abnormal cells (White Blood Cells) that stop developing before maturity. 

Acute leukemia patients are referred to specialist units for evaluation. Treatment is based on 

chemotherapy through the veins, lasting four to six months, which kills also the usual body cell. Acute 

leukemia is the cancer of the White blood Cells (WBC).  

Two types of acute leukemia are Acute Lymphoblastic Leukemia (ALL) and Acute Myeloid 

Leukemia (AML). The analysis of leukemia cells were based on its morphology. Acute leukemia is a 

disease in which the malignant transformation causes accumulation of early bone marrow. The 

formation of cellular blood components is hematopoietic. The methodical presentation of leukemia is 

usually bone marrow failure caused by accumulation of blast cells. Chemotherapy, a better supportive 

care and Central Nervous System (CNS), concerning one-third of these patients can be expecting 

disease-free survival for more than five years. Furthermore, advance in action have increased the cure 

rate for AML  
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MODULES DESCRIPTION  

INPUT IMAGE  

Input is process of reading the image from MATLAB TOOL. Images of blood cells are stored 

in MATLAB tool. Further the images are taken for pre-processing.  

PRE PROCESSING  

Pre-processing is the process where the user can change or resize the input image in terms of 

256*256 size. And also pre-processing is the phase where RGB image is converted to Gray Scale image. 

K-MEANS CLUSTERING 

The procedure follows a simple and easy way to classify a given data set through a certain 

number of clusters (assume k clusters) fixed a priori. The main idea is to define k centroids, one for 

each cluster. These centroids should be placed in a cunning way because of different location causes 

different result. So, the better choice is to place them as much as possible far away from each other. 

The next step is to take each point belonging to a given 9 data set and associate it to the nearest centroid. 

When no point is pending, the first step is completed and an early groupage is done. 

DRLBP  

The proposed system uses a robust face finder called DRLBP (Discriminative Robust Local 

Binary Pattern). By using this feature the face can be fluently detected and recognized. Although only 

one classifier is trained, and using that frontal, occluded and profile faces are detected. 

PROBABILISTIC NEURAL NETWORK 

 Performance of the PNN classifier was evaluated in terms of training performance and 

classification accuracies.  

 This network is a kind of radial basis network and It gives fast and accurate classification and 

is a promising tool for classification of the defects from quality material 

 Existing weights will never be alternated but only new vectors are inserted into weight matrices 

when training. So it can be used in real-time.  

In a PNN, the operations are organized into a multilayered feed forward network with four layers:  

 Input layer  

 Hidden layer  

 Pattern layer/Summary  

 Output layer 
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SCREENSHOTS 

IMAGE OF A BLOOD CELL  

 

PRE-PROCESSED IMAGE 
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CLUSTERED IMAGE 

 

DRLBP IMAGE 
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BRAIN TUMOR DETECTION AND CLASSIFICATION USING DEEP LEARNING BASED 

NEURAL NEWTWORK 

S.CAROLINE, R. DHIVYA 

Department of Computer Applications, PSGR Krishnammal College for Women 

ABSTRACT 

 Digital Image Processing is the field which refers to the processing of digital images. A digital 

image is composed of finite number of elements called as picture elements/image elements/pixels, each 

of which has a particular location and intensity value. In the medical field for detection and visualization 

of details in the internal structure of the body MRI is commonly used. It is basically used to detect the 

differences in the body tissues which is considered to be the better technique as compared to computed 

tomography.  

The segmentation, detection, and extraction of infected Tumour area from magnetic resonance 

(MR) images are a primary concern but a tedious and time taking task performed by radiologists or 

clinical experts, and their accuracy depends on their experience only. So, the use of computer aided 

technology becomes very necessary to overcome these limitations. To detect infected tumour tissues 

from medical imaging modalities, segmentation is employed. Segmentation is necessary and important 

step in image analysis; it is a process of separating an image into different regions or blocks sharing 

common and identical properties, such as color, texture, contrast, brightness, boundaries, and sgray 

level. Thus, this technique becomes a special technique especially for the brain tumour detection. 

Basically for comparison purpose, CT uses ionizing radiation while MRI uses strong magnetic field to 

align the nuclear magnetization that follows by changes the alignment of the magnetization by radio 

frequencies that can be detected by the scanner. The signal produced can be further processed later to 

gain extra information of the body 

MODULES DESCRIPTION  

PRE-PROCESSIG  

  In this image processing Pre-processing is the process of the converting color image to gray 

scale image. Also resize the input image such as 256*256  

DWT-(discrete Wavelet Transform)  

 n numerical analysis and functional analysis, a discrete wavelet transform (DWT) is any wavelet 

transform for which the wavelets are discretely sampled.  

 As with other wavelet transforms, a key advantage it has over Fourier transforms is temporal 

resolution  
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 It captures both frequency and location information (location in time).  

 The Haar wavelet transform may be considered to pair up input values, storing the difference 

and passing the sum.  

 This process is repeated recursively, pairing up the sums to prove the next scale, which leads to 

differences and a final sum.  

GLCM – (gray Level Concurrence Matrix)  

An image is composed of pixels each with an intensity (a specific gray level), the GLCM is a 

tabulation of how often different combinations of gray levels co-occur in an image or image section. 

GLCM texture feature operator produces a virtual variable which represents a specified texture 

calculation on a single beam echogram. 

PROBABILISTIC NEURAL NETWORK 

 Performance of the PNN classifier was evaluated in terms of training performance and 

classification accuracies.  

 This network is a kind of radial basis network and It gives fast and accurate classification and 

is a promising tool for classification of the defects from quality material  

 Existing weights will never be alternated but only new vectors are inserted into weight matrices 

when training. So it can be used in real-time.  

In a PNN, the operations are organized into a multilayered feed forward network with four layers:  

 Input layer  

 Hidden layer  

 Pattern layer/Summary  

 Output layer 

 Input Image 
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PNN ALGORITHM 
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CENTRALIZED STEM CELL DONOR REPOSITORY PORTAL FOR EFFECTIVE 

TREATMENT USING DNA MATCHING 

M. Nivetha, B. SriAkilandeshwari 

Department of Computer Applications, PSGR Krishnammal College for Women 

ABSTRACT 

This  project  entitled  as  “Centralized  stem  cell  donor  repository  portal  for  effective 

treatment using DNA matching” is helps for searching stem cell transplant for blood-related diseases  

such  as  leukemia,  a plastic  anemia,  and  inherited  immune  system  and  metabolic disorders.  

Blood stem cells are not embryonic stem cells.  They  come  from  bone  marrow, circulating  

(peripheral)  blood  or  umbilical  cord  blood.   People with diseases or disorders that inhabit their 

ability to produce these kinds of cells need a transplant of healthy stem cells from a donor.  A stem 

cell transplant replaces the patient’s unhealthy stem cells with the donor’s healthy stem cells. 

Registered adult stem cell donors may be asked to donate either peripheral blood or bone  marrow 

stem  cells  depending on  the  physician’s  choice  of  therapy for the  patient.  After donating,  most  

donors  are  back  to  their  usual  routine  in  a  few  days.   

The decision to begin a search for a suitable unrelated donor rests entirely with the transplant 

center. Our mandate is to coordinate  the  search  and  subsequent  donation  of  an  unrelated  volunteer  

donor.  All  volunteer donors  must  meet  a  variety  of  eligibility  requirements  and  undergo  a  

comprehensive  health assessment to ensure that the donation process will be safe for them and anyone 

receiving their stem cells. Within one business day of receiving the request, the stem cell network 

forwards a preliminary search report of possible matches to the transplant team. These potential 

donors are contacted for further health assessment and to provide DNA samples for additional testing. 

It is important  to  remember  that  each  patient  not  only  needs  a  matched  donor,  but  also  a  

well- informed, committed and healthy donor. The search is repeated continuously, so that any newly 

added donors may be identified. The search process continues until a donor is found and makes a 

stem cell donation or until the transplant team makes a decision to cancel the search request. 

MODULES DESCRIPTION 

Stem cell bank registration 

These stem cells are collected and maintain in a specially designed environment called as stem 

cell banks.  Each  such  kind  of  banks  must  registered   in  this  portal  by  giving  all  the details 

about their branch. Once the login is succeeded they can update the stem cell details along with donor 
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details.  It  is  the  role  of  the  bank  representative  to  allocate  an  unique  id  for donor which will 

initiate the donor login registration 

Login management 

Donor  is  that  person  who  is  interested  in  donating  their  stem  cell  so  they  can  register 

themselves through this website. If any requirement comes then they will be contacted and they can 

approve to donate their stem cell. Along with it they can search for the various stem cells banks were 

they can donate and can also make request for stem cell if needed. 

In this module if any acceptor wants to register itself then they can also do it. They can also 

search for donor contact details and if needed then it can also make request for stem cell donation and 

communicate with the donor. 

Stem cell banking 

In this module the stem cell bank will collect the stem cell of donor. Give a temporary 

registered id to the stem cell collected sample and then sent it for laboratory to analyze stem cell 

details  once  the  stem  cell  details  are  received  from  laboratory  test  it  will  be  update  to  the 

database table. This stem cell details will be allowable for view by the user under their login. 

Stem cell transplantation request 

If any acceptor wants a stem cell then they first should act as requestor of stem cell. They have 

use their registered acceptor Id and login into this portal and search for the available donors and  send  

a  request  to  the  donor  for  approval  of  using  their  stem  cells  for  treatment . This requestor may 

not need to be the patient they can be a doctor of hospital of stem cell therapy centre or stem cell 

bank. 

Stem cell Verification and Matching 

Once the request of the acceptor is approved by the donor then the stem cell can be used for 

treatment. This stem cell will be moved to the analysis lab and verified whether this match with patient 

to whom this transplantation has to be done. Once it matched it will be intimated to donor and the 

stem stock delivery report will be marked by stem cell bank or repository. 

Stem cell Transplantation recording 

This module will record all the details about the donor details, acceptor details, stem cell 

transplantation   details,   treatment   history   report   of   doctors,   stem   bank   involved   in   this 

transplantation and treatment. It will be available for donor as well as acceptor logins on their inboxes. 
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IMAGE REVIVAL WITH DIVERSITY ENHANCEMENT 

P. Pavithra, N.S. Subhashini 

Department of Computer Applications, PSGR Krishnammal College for Women 

ABSTRACT 

“IMAGE     REVIVAL   WITH     DIVERSITY ENHANCEMENT”  Image  enhancement  

technology  has  become  a  hot  research  field  of image processing  recently, it can improve the 

quality of images. This project introduces two aspects, namely, histogram equalization processing 

and provision of enhanced methods. Adaptive Histogram     Equalization (AHE)     AND     CLAHE     

is     a     computer image processing technique used to improve contrast in images. 

It differs from ordinary histogram equalization in the respect that the adaptive method 

computes several histograms, each corresponding to a distinct section of the image, and uses them to 

redistribute the lightness values of the image. It is therefore suitable for improving the  local  contrast  

and  enhancing  the  definitions  of  edges  in  each  region  of  an  image. Meanwhile, compared the 

pre-processing   with post-processing, the relative formulas and standard digital images have been 

shown in this paper. 

The   experimental   results   have   shown   that   the   histogram   equalization   and specifications 

can improve the contrasted effect. According to the algorithm of histogram equalization  and  

specifications,  intensive  gray  distribution  of  the  original  image  has become  more  sparse,  so  the  

image  processing  visual  effects  and  its  contrast  can  be improved 

MODULES DESCRIPTION 

Image acquisition 

The   image   of different size is collected. It can be a color image or black and white image. 

The collected image is given as input and it is used for further processing. 

Resizing 

Resizing is the process of changing the size of the image according to the need of image process. 

RGB Color Conversion 

The  human  visual  system  can  distinguish  hundreds  of  thousands  of  different  color 

shades and intensities, but only around 100 shades of grey. Therefore, in an image, a great deal of 

extra information may be contained in the color, and this extra information can then be used to 
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simplify image analysis, e.g. object identification and extraction based on color. Three independent 

quantities are used to describe any particular color. 
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ADVERSE DRUG ALLERGY REACTION AND PREDICITION FOR HUMAN 

G. Nivetha, S. Sindhuja 

Department of Computer Applications, PSGR Krishnammal College for Women 

ABSTRACT 

Unknown adverse reactions to drugs available on the market present a significant health risk 

and limit accurate judgments of the cost/benefit trade-off for medications. Machine learning has the 

potential to predict unknown adverse reactions from current knowledge. We constructed a knowledge 

graph containing four types of node: drugs, protein targets, indications and adverse reactions.  Using  

this  graph,  we  developed  a  machine  learning  algorithm  based  on  a  simple enrichment test and 

first demonstrated this method performs extremely well at classifying known causes of adverse 

reactions.  

A cross validation scheme in which 10% of drug-adverse reaction edges were systematically 

deleted per fold showed that the method correctly predicts 68% of the deleted edges on average. Next, 

a subset of adverse reactions that could be reliably detected in anonymised electronic health records 

were used to validate predictions from the model that are not   currently known   in   public   databases.   

High-confidence   predictions   were   validated   in electronic records significantly more frequently 

than random models, and outperformed standard methods (logistic regression, decision trees and 

support vector machines). This approach has the potential to improve patient safety by predicting 

adverse reactions that were not observed during randomized trials. 

MODULES DESCRIPTION 

Role of Management and Login Creation 

In this web project, there are two types of users are involved. They are normal users (Patients) 

through this website, the normal user can search or find the drug’s allergic reactions and effects of 

tablets which they consumed or like to consume. The doctors and Authorized medical shop owners. 

The  medical  shop  owners  will  have  only  the  enough  knowledge  about  tablets  and  tonics. Here 

they have to login themselves to upload the drug’s information. 

Drug and Its Reaction’s Repository 

In this module the record of tablets information (drug information) will be recorded in a 

database in table format with the following information Name of the tablet, Tablet’s company 

name, Age limit, and Dosage limit, restricted situation of tablet avoidance, Bad effects of excess 

dosage and Bad effects on prolonged consumption of tablets. All these details will be upload by 



CA-27 
 

the medical pharmacist.  The side effects on excess of tablets dosage and the prolonged effects 

will be approved the doctors about particular tablets. 

Safety Prescription Generation 

This safety prescription will be generated by the doctors. The doctors will provide consultation 

information on consumption of tablets. They provide the information for example, if the patient has 

a particular problem like sugar, pressure, heart problem, migraine should avoid using of some 

mentioned tablets. And also an excess dosage or prolonged dosage. The users can search these details 

by typing the tablet name through this website. 

Adverse Allergic Reaction Identification 

Here the normal user plays the major role. The users will visit this website and type the tablets 

name to search the adverse allergic reactions information on conception of tablets and drugs as an 

individual item or as combo items. Our portal will find the exact matched entry of the tablet and 

reports the causes of consuming this medical prescription. 

User Allergic Mining 

Here  in this  module  the  user  can also  enter  some  of the  bad  symptoms or  allergic 

reactions on their body. Initially our small portal asks a set of pre-recorded questions to find out the 

reactions for that allergic reactions and solution for that allergic reaction with suggestion. 

SCREENSHOTS 
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HERBARIUM 

R.Tharunya, N. Sruthi 

Department of Computer Applications, PSGR Krishnammal College for Women 

ABSTRACT 

             This project is entitled as "Herbarium" The project is developed by using Android with XML 

as Front-End and Firebase as Back-end. It implemented on Android platform for making the specimen 

data available electronically. This project examines the path to success for third-party developers 

building applications by comparing them with application development for Android mobile phones.  

Specimens digitized for a Herbarium project are united by a biologically important 

commonality, e.g., type specimens, all specimens of a taxonomic group, specimens collected in a 

particular geographical area, or a common ecological feature or life strategy, such as invasive species. 

Admin will organize the herbarium project and do complete data entry for collected specimens. All the 

required details about the herbarium are entered in the system. User can search for the particular 

specimen and find out the various location of the herb. Numerous pin points are visible to the user and 

user can view its brief details by clicking on it. This system is being implemented in android platform. 

MODULES DESCRIPTION 

User Role Creation & Parameter Selection: 

 In this module the admin will create the roles for plant admins with the registration. The 

common roles are i) Shrubs, ii) Herbs iii) Climbers iv) Creepers. 

These are the types of plant variety. The every role users need to collect the plant information’s 

like categories, common name, binomial name, description and their usages. Each category of plants 

will uploaded by the each category users. 

Plant Repository Maintenance 

 In this module each type user uploads the plant information in their respective authorized login. 

And the stored data are viewed in tabular details. The plant repository is maintained by the particular 

type of admin. The type user will update the plant behavior and the fertilizer for the particular type of 

plant. 

Plant Digitalization 

  In this module the each type user will capture the plants through mobile application to upload 

under particular category and then register the plant with all the fields. The mobile application will 

predict the location of the particular place and stored in a online database through the mobile 

application.  

Plant Geosphere Googling 
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 This module is only for the users to know the information about plants and their usage with 

detailed description. The user will type the category name or a family or a common name of a plant to 

search. The Results will be shown to the user as pinpointed on Google map with specialized color 

identification. By this method the user can find the particular type of plant easily with the Geofence 

support. 

Herbarium Reporting 

 This module is also used for users to get a document about the plants. Once the user will clicks 

on the particular pin point on clicking photo image or document of the particular plant will be 

downloaded in the mobile to view or save the record. The admin can view the overall records of each 

type of plants and the detailed report of each record and the analysis of the each record can be viewed. 
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BIOSPHERE  

R. Srimathi, N Sruthi 

Department of Computer Applications, PSGR Krishnammal College for Women 

ABSTRACT 

       The biosphere is the global ecological system integrating all living beings and their relationship 

including their interaction with the atmosphere. Life forms lives in every parts of the earth biosphere 

including soil, hot springs, deep parts of ocean. Microorganisms under certain conditions have been 

observed to survive the vacuum of outer space. The biosphere is divided into a number of biomes, 

inhabited by fairly similar flora and fauna. 

The relationship between the living organisms, as well as the relations between the organisms 

and surroundings forms an ecosystem. For organisms to live, certain environmental conditions must 

exist, and the organisms must be supplied with energy and nutrients. All the animal and mineral 

nutrients necessary for life are contained within earth’s biosphere. Nutrients contained in dead 

organisms or waste products of living cells are transformed back into compounds that other organisms 

can reuse as food. 

The effect that the loss of species will have on ecosystems is appreciated only by understanding 

the relationship between organisms and their environments and by studying the ecological and 

evolutionary processes operating within ecosystem.The aim of this project is to develop information on 

the biosphere which gives all the information about plants, animals and the human tribal culture. It will 

gives all the information’s about plants and animals based on family and about human based on tribal 

culture and group of humans around the globe. 

MODULES DESCRIPTION 

Plant Biosphere 

 In this module plants admin can login with credentials to add the details about the plants and 

their family. The plants page admin is only the responsible for all information’s in the plants module 

and need to mention all behavior and usage of the particular plant. Apart from the plant information 

this user will also update the usage of plants for food of animals and humans, shelter and navigation. 

Geo location of plant is also be marked by this user. 

Animal Biosphere 

 In this module animal’s page admin can login with credentials to add the details about the 

animals and their family. The animal page admin is only the responsible for all information’s in the 
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animal’s module and need to mention the eatables of the animals then the life cycle of the particular 

animal. The animals page admin is need to mention the location of the particular animals. Plant animal 

relationship, animal human inter relationship, animal interrelationship will also be entered by the animal 

biosphere user. This can be a food chain relationship, locomotive and domestication, living place. 

Human tribal ecosystem 

 In this module, Humans page admin can login with credentials to add the details about the 

humans and their culture, customs. The humans page admin is need to mention the location of the 

particular human tribal places. The admin is responsible to find and update the tribal eco system for the 

particular humans who all live depending on nature. The tribal details includes the tribal group name , 

location of tribal group, their food habits , weapons and machineries for living , clothing and costumes, 

nature of living (Hunting or agriculture), social culture , marriage and relationship maintenance. 

Bio-sphere inter dependence 

 In this module, the system will analysis the inter dependence for all three (plants, animals and 

the humans) and the report will be generated for the particular plants or animal or human and the 

relationship and usage of both are represented in the graphical format.  

Digital Bio-sphere 

 This module is used for digitalizing the information using charts or graphical representation to 

the users. Once the user will search the particular analysis then the report will be given as graphical 

format like charts. The report of entire modules can be viewed by the admin and the admin can make 

changes in the record posted by the page admin. 
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BRAIN TUMOUR ANALYSIS SYSTEM 

S. Priya, A. Vinitha 

Department of Computer Applications, PSGR Krishnammal College for Women 

ABSTRACT 

The aim of this project is develop an application which is called “Brain Tumour Analysis 

System”. It’s developed using to PHP as Front-End and MY SQL as Back-End. Data processing refers 

to the process of collecting and manipulating raw data to yield useful information. It is also conversion 

of raw data into machine readable from and its subsequent processing by a computer. These operations 

performed on data to obtain useful information in the database. In the human body brain is very 

important part to process the human functions. In this project we are collecting level of brain and 

calculate the health details of the patient. It is proceeding by the data processing. And the basic patient 

details are also collected for the calculation. At the time, we can precede the more than 10000 patient 

details. Now a day this system was used probably in the city.  

This processing System will help in reducing lots of paper work and file work in these hospitals 

which will make easy management of hospital. It will also provide all the latest information to the 

management and hospital administration wherever they ask. This System is developed to decrease the 

work that is done manually at Hospital centers. 

MODULES DESCRIPTION 

Patient 

The Patient Module is used to manage the patient details. The patient details are managed by 

the admin of the application. This patient module is a main module. The patient module contains two 

sub modules. 

Basic Data 

The basic data is used to manage the patient name, gender, age, address, email and mobile. The 

basic details are managed by the admin. 

Medical Data 

The medical data is used to manage the patient blood group, blood pressure, height, weight, 

brain level and more. The basic details are managed by the admin. The medical data is used to predict 

the human life time, disease description and more.  
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Analyser 

The Analyser Module is used to analysis the patient data. The analyser module gives the results 

based on the big data algorithm. The algorithm totally analyse 10000 above medical records. 

Users 

The user can register into the application. The user can enter the medical details in analyser 

module. The analyser module gives the results to the users. The user can view more results based on 

their given data. 

Report 

The report module is to generate the reports based on the 10000 patient medical results. The 

patient can add their medical results to this report. The admin can add more medical data into the 

application. 
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