
BIOTECHNO 2016

The Eighth International Conference on Bioinformatics, Biocomputational Systems

and Biotechnologies

BIOCOMPUTATION 2016

The International Symposium on Big Data and BioComputation

June 26 - 30, 2016

Lisbon, Portugal

BIOTECHNO 2016 Editors

Pascal Lorenz, Université de Haute Alsace, France

Steffen G. Scholz, Karlsruhe Institute of Technology (KIT), Germany



Printed from e-media with permission by: 
 

Curran Associates, Inc. 
57 Morehouse Lane 

Red Hook, NY  12571 
 

 
 

Some format issues inherent in the e-media version may also appear in this print version. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Copyright© (2016) by International Academy, Research, and Industry Association (IARIA) 
Please refer to the Copyright Information page. 
 
Printed by Curran Associates, Inc. (2016) 
  
 
International Academy, Research, and Industry Association (IARIA) 
412 Derby Way 
Wilmington, DE 19810 
 
Phone:  (408) 893-6407 
Fax:  (408) 527-6351 
 
petre@iaria.org 
 
 
Additional copies of this publication are available from: 
 
Curran Associates, Inc. 
57 Morehouse Lane 
Red Hook, NY 12571 USA 
Phone:  845-758-0400 
Fax:      845-758-2633 
Email:   curran@proceedings.com 
Web:     www.proceedings.com 



Table of Contents

Matroska Feature Selection Method for Microarray Data
Shuichi Shinmura

1

In Vivo Single-Molecule Dynamics of Transcription of the Viral T7 Phi 10 Promoter in Escherichia coli
Nadia S. M. Goncalves, Leonardo Martins, Huy Tran, Samuel M.D. Oliveira, Ramakanth Neeli-Venkata, Jose M.
Fonseca, and Andre S. Ribeiro

9

Effect of Nasal High Flow Therapy on CO2 Tension - Physico-mathematical Modelling
Cletus Adams, Mark Jermy, Patrick Geoghegan, and Callum Spence

16

Using a Synthetic Probe to Study the Robustness of the Segregation Process of Protein Aggregates in Escherichia
coli
Andre Ribeiro and Samuel Oliveira

21

Computational Analysis of the Linear Motif Mediated Subversion of the Human Protein Synthesis Machinery
Andres Becerra Sandoval, Victor Andres Bucheli Guerrero, and Pedro Antonio Moreno Tovar

23

BioGraphDB: A New graphDB Collecting Heterogeneous Data for Bioinformatics Analysis
Antonino Fiannaca, Massimo La Rosa, Laura La Paglia, Antonio Messina, and Alfonso Urso

28

Automated Identification of Molecular Structures for NMR Based Metabolomics
Arianna Filntisi, Pantelis Asvestas, Charalambos Fotakis, Panagiotis Zoumpoulakis, George K. Matsopoulos, and
Dionisis Cavouras

35




