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Graduate and undergraduate level Bioinformaticsfigial Intelligence, Machine
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Ph.D., lowa State University, Computer Science, Ames, IA, US 2004-2008
Thesis Topic: Machine Learning Approaches foitéfe Prediction
Advisor: Professor Vasant Honavar

M.S., Al-Azhar University, Systems & Computer Engineering, Egypt  1998-2000
Thesis Topic: ATM Systems Design
Advisor: Professor Hani Harb

B.S., Al-Azhar University, Systems & Computer Engineering, Egypt  1990-1995

Postdoctoral Resear ch Associate. Center for Computational Intelligence2008-present
Learning, & Discovery, lowa State University undofessor Vasant

Honavar’s supervision. Projects: Epitope predictinalysis of

biological networks, protein functional site preda.

Resear ch Assistant. Center for Computational Intelligence, Learning, & 2008
Discovery, lowa State University under Professosafd Honavar’'s
supervision. Projects: Epitope prediction, Multiptstance learning
algorithms.

Al Group Research M ember. Conducting research in various areas of 2004-2008
Machine Learning and their applications in Bioinfatics and
Immunoinformatics.

Freelance Technical Writer. www.developer.comPublished tutorials on 2004
java language, aspect-oriented programming, anticatipn frameworks.

Java Programmer and Web Developer. www.mindwork.com 1999-2000

Teaching and Lecture Assistant. Systems & Computer Engineering, Al-1997-2004
Azhar University, Egypt. Courses: database, softvegngineering, data

structure and algorithms, computer architecturenymater networking,

and artificial intelligence.

Programming Language I nstructor. Languages: C, C++, Visual C++, 1997-2004
Visual Basic, and Java. Education centers: IBM aizled education
centers, Computek Integrated Systems, and TRI-TECH.
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Research assistantship funded by the ISU Graduatege 2008

Egyptian Government Fellowship 2004-2008

Ranked nation’s second best high school graduatielest, Egypt 1990
RESEARCH Epitopes Toolkit (EpiT). A platform for developing epitope prediction 2009
PROJECTS tools. An EpiT developer can distribute his predlics a serialized Java

object (model file). This allows other EpiT usevssuse his predictor on
their own machines, rebuild the predictor on otihetia sets, or combine
the predictor with other predictors to obtain ateoszed hybrid or
consensus predictor.

URL: http://ailab.cs.iastate.edu/epit/

Repository for Epitope Datasets (RED). A large collection of epitope 2009
data sets published by our group and other puldiehilable data sets in

Weka (ARFF) format. These data sets can be usédBpiflT (Epitopes

Toolkit) for developing epitope prediction tools.

URL: http://ailab.cs.iastate.edu/red/

Repository for Epitope Predictors (REP). A collection of epitope 2009
predictors as Java Serialized objects (model filEsgse model files can

be used with EpiT (Epitopes Toolkit) for predictipgtential epitopes in
antigenic sequences.

URL: http://ailab.cs.iastate.edu/rep/

MHCIPREDS. A tool for predicting major histocompatibility cquex 2008
(MHC) class | binding using several prediction nugth covering the

major approaches for predicting MHC-I binding pdps.

URL: http://ailab.cs.iastate.edu/mhcipreds/

MHCMIR. A tool for predicting major histocompatibility cquiex 2008
(MHC) class Il binding affinity using multiple-iresihce regression.
URL: http://ailab.cs.iastate.edu/mhcmir/

BCPREDS. A resource for linear B-cell epitope predicti@urrent 2007
implementation supports three different methodgfedicting linear B-

cell epitopes and the benchmark datasets usedltbtbe classifiers.

URL: http://ailab.cs.iastate.edu/bcpreds/

Weka LibSVM (WLSVM). A wrapper for integrating libsvm tool into 2005
Weka framework. WLSVM has been fully integratedilleka 3.5.
URL: http://www.cs.iastate.edu/~yasser/wisvm.html

JPLAN. A Java implementation of the GraphPlan algoritarfgst 2004
domain independent planner.
URL.: http://sourceforge.net/projects/jplan/

PUBLICATIONS Ph.D. Thess
EL-Manzalawy, Y. (2008). Machine learning approacfar epitope prediction. lowa State

University.
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