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https://www.instagram.com/biocomputationalist/


Who are we?

We are a student group in Turkiye affiliated with the International 

Society for Computational Biology (ISCB).
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RSG-Turkiye was 

founded in 2011 by 

Dr Hatice Billur Engin, 

Dr Nurcan Tuncbağ and 

Dr Emre Güney.
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First Webinar
 

 

 

I SCB-RSG TURKI YE 

 Bioinfonet is a Project  of Internat ional Society for 

Computat ional Biology Regional Student Group Turkiye 

PLEASE   

SEND US AN E-MAIL TO 

REGISTER! 
 RSG -TURKEY@ ISCBSC .ORG   

 

FOR A LIMITED NUMBER OF PARTICIPANTS! 

RECON STRUCTION OF SIGN ALIN G N ETWORK TOPOLOGY FROM 

STEADY STATE AND DYNAMI C PERTURBATION  DATA 

ASSOC.  PROF. DR. TOLGA CAN,  METU,  TURKIYE 

ABSTRACT: Given a set of proteins of interest in a signaling pathway, a common problem is to 

elucidate the signaling interact ions and the dynamics ofthese interactions between these 

proteins. A first  step towards anaccurate solut ion is to figure out the underlying network 

topology; before working out the details of the dynamics of these interact ionsusing 

biochemistry or structural biology. Several experimental techniques, such as RNAi screens, are 

designed to infer the structure of signaling networks. Existing solut ions, either manual or 

automated, usually suffer from the scalability problem: they are not  pract ical for signaling 

networks containing more than 20-30 proteins. In our research group, we target  this problem 

and have developed a couple of algorithms in the past to construct larger scale signaling 

networks. In my talk, I will first  show that reconstruct ing signaling networks from perturbation 

data is indeed a difficult  problem. I will then propose two heurist ics to solve the problem 

approximately and showthat the approximate solut ions are biologically acceptable. Finally, I 

will discuss our recent formulat ion which ut ilizes available time series data in reconstruct ion of 

the network topology. Our results show that , time series data is very valuable in scaling the 

solution easily to networks of larger sizes. 

28.08.2014
1:30pm (UTC+2), 

12:30pm (CET) 

FREE ONLINE SEMINARS 

FROM BIOINFORMATICS 

PROFESSIONALS FOR THE 

RESEARCH COMMUNITY! 

Cover Pic. LIU, G.; LI, D.Z.; JIANG, C.S.  and  WANG, W.. Transduction motif analysis of gastric cancer based on a human signaling network. Braz J Med Biol 

Res [online]. 2014, vol.47, n.5 

1st Webinar in 2014



Distribution of people accessing RSG-Turkey webinar series worldwide.

Webinars



Workshops



Main events and activities of RSG-Turkey across years.

Events



For registration:
https://symposium.rsgturkey.com/





An excellent 
community

to be
a part of..

To join:
https://rsgturkey.com/en/membership/



For more 

information


