
w
w

w
.p

os
te

rs
es

si
on

.c
om

 

www.postersession.com 

 
 

Identification of Quorum Sensing Peptides using Random 
Forest and Instance-based Classifier 

 
Akanksha Rajput, Manoj Kumar* 

 
Bioinformatics Centre, Institute of Microbial Technology, Sector 39A, Chandigarh-160036, India.  

Email: akanksha@imtech.res.in; manojk@imtech.res.in 
 

Results 
Performance of Random Forest (RF) and Instance-based                 
Classifier (IBk) by employing distinct peptide properties during   
10- fold cross validation  

 ROC of various hybrid models 

Ø Quorum sensing is mechanism of communication among bacteria. 
Quorum sensing is exhibited by signaling molecules (Miller and 
Bassler 2001). 

Ø Quorum sensing peptides (QSPs) are signaling molecules in Gram-
positive bacteria. QSPs help bacteria in various functions like biofilm 
formation, virulence, etc (Schauder and Bassler 2001). 

Ø  Therefore, identification of QSPs are important 
 
 

 

Introduction 

Objective 
Ø  To identify QSPs, we used Random Forest (RF) and Instance-

based Classifier (IBk) from Weka (Waikato Environment for 
Knowledge Analysis) package (Frank, Hall et al. 2004)  

Methodology 

Classifiers used 
Ø  R a n d o m f o re s t s a r e a n e n s e m b l e l e a r n i n g m e t h o d 

for classification (and regression) that operate by constructing a 
multitude of decision trees at training time and outputting the class 
that is the mode of the classes output by individual trees (Breiman 
2001). 

 
Ø  IBk in Weka implements K nearest neighbors algorithm which is a 

simple algorithm that stores all available cases and classifies new 
cases based on a similarity measure (e.g., distance functions) (Altman 
1992).  

Parameters used for measuring 
performance of various classifiers 

Conclusion 
Ø  In this study, we concluded that classifiers viz. RF and IBk are 

good classifiers to identify QSPs 
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