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Personal information

Alex Humberto Di Genova Bravo.
Chilean.

Postdoctoral researcher.

Academic degrees
Bioinformatics Engineering, University of Talca, Chile, Engineer.
Undergraduate Thesis
Structural study of K+ channels sensed by pH TASK-2 and TASK-3.

Fernando Gonzalez-Nilo.

PhD in Complex Systems, University Adolfo Ibanez, Chile, Conicyt scholarship;
PhD defense 14 November 2017.

PhD Thesis
Assembly of complexr genomes: Algorithms and Applications.

Alejandro Maass, Gonzalo Ruz and Marie-France Sagot.

Research experience

Research engineer, Mathomics, University of Chile, Center for Mathematical Mod-
eling (CMM) , Santiago, Chile.

Leader of genomic unit, Mathomics, University of Chile, CMM, Santiago, Chile.

Participation in the following projects:

© SALMONID GENOMICS: IDENTIFICATION OF GENES RELATED TO PROTEIN AND
VEGETAL OIL USAGE IN ATLANTIC SALMON AND RAINBOW TROUT NUTRITION,
University of Chile, Corfo-INNOVA-07CN13PBT-41 (2008 - 2011).

0 INFORMATION BIOMINING LABORATORY: ORGANIZATION AND STATISTICAL PROCESS-
ING OF BIO-MINING DATA, GENOME ANNOTATION AND PLATFORM DEVELOPMENT,
Funded by BioSigma S.A. (2009 - 2010)

o IDENTIFICATION OF GENES RELATED TO BERRY DEVELOPMENT AND GROWTH
IN SEEDLESS TABLE GRAPES BY MEANS OF FUNCTIONAL GENOMICS, Instituto de
Investigaciones Agropecuarias. (2009 - 2012).

o POTATO GENOME SEQUENCING CONSORTIUM (PGsc) (2009 - 2011).
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Programing
languages

FAST-SG

O INTERNATIONAL ATLANTIC SALMON SEQUENCING CONSORTIUM, CHILE, CANADA
AND NORWAY (2010 - 2016).

o CENTER OF GENOME REGULATION, University of Chile, Fondap-Conicyt (2011 -
2016).

o COMMUNICATION AND INFORMATION RESEARCH AND INNOVATION CENTER (CIRIC-
INRIA), University of Chile, Corfo (2012 - 2012).

o THE CHILEGENOMICO PROJECT, University of Chile, Fondef (2012 - 2016).

Postdoctoral researcher, Alignment-free algorithms for genome assembly.,

BAOBAB/LBBE team directed by Marie-France Sagot.
INRIA, Lyon, France

Postdoctoral researcher, Understanding the role of structural variants in rare
cancers genomes., Rare Cancers Genomics team directed by Lynnette Fernandez-
Cuesta and Matthieu Foll.

TARC, Lyon, France

Languages

Native speaker.
Proficient in both spoken and written English.

Proficient in spoken French.

Teaching

Bioinformatic Four years teacher in Master of Medical informatics, Faculty of Medicine,

University of Chile (2011-2014).

Scientific programming

C++, PERL, BioPerl, BASH, R, SQL, High Per- Expert user/admin of Linux clusters

GIT, Latex, HTML formance and a proficient coder of concurrent
Computing software on shared memory systems.

Software

FAST-SG is an alignment-free algo- WENGAN WENGAN is an accurate and ultra-fast

hybrid genome assembler. WENGAN
generates high quality human genome
reconstructions using less than one
day of computing time on an average
server (20 cores, <50Gb RAM).

rithm for ultrafast scaffolding graph
construction from short or long reads.

Research Interests

Algorithms, genome assembly, computational analysis of next generation sequencing
data, and cancer genomics.
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My publication record is available in GoogleScolar and ResearchGate.


https://scholar.google.com/citations?user=KtBttDgAAAAJ&hl=en
https://www.researchgate.net/profile/Alex_Di_Genova

	Personal information
	Academic degrees
	Undergraduate Thesis
	PhD Thesis

	Research experience
	Participation in the following projects:

	Languages
	Teaching
	Scientific programming
	Software
	Research Interests
	Publications
	Selected publications
	Papers in Refereed Journals (WoS)
	Additional Information


