
  
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 ISBN: 978-1-5108-2251-1 
 

8th International Conference  
on Bioinformatics and 
Computational Biology  
(BICOB 2016) 

Las Vegas, Nevada, USA 
4 – 6 April 2016 

 

Editors: 
 
Thomas Ioerger  
Nurit Haspel 
 
 

 

 

 
 



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 the International Society for Computers and Their Applications 
All rights reserved. Reproduction in any form without the written consent of ISCA is prohibited. 
 
Original ISBN: 978–1–943436–03–3 (Out of Print) 
Reprint ISBN: 978-1-5108-2251-1 
 
Printed by Curran Associates, Inc. (2016) 
  
For permission requests, please contact the International Society for Computers and Their Applications 
at the address below. 
  
International Society for Computers and Their Applications 
64 White Oak Court 
Winona, MN 55987 
USA 
 
 
Phone:  (507) 458-4517 
 
 
isca@ipass.net 
 
 
Additional copies of this publication are available from: 
 
Curran Associates, Inc. 
57 Morehouse Lane 
Red Hook, NY 12571 USA 
Phone:  845-758-0400 
Fax:      845-758-2634 
Email:   curran@proceedings.com 
Web:     www.proceedings.com 



Table of Contents

KEYNOTE 1
Genomics, Population Genetics, and Computational Mass Spectrometry

Vineet Bafna . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . 1

BIOMEDICAL INFORMATICS 3
Prediction of Future Hospital Admissions – What is the Tradeoff Between Specificity and Accuracy?
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