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THE COMPANY

Biotech Vana SL (Biotechvana) is an internet spin-off for research and science in Computational Biology and
Bioinformatics. The company’s headquarters are at the Science Park of the University of Valencia. Biotechvana strives
to deliver know-how, IT infrastructure, and R&D products that are useful to the development of significant insight
for researchers, enabling further advancement in research, health and education.

The enterprise is managed by researchers for researchers and covers a variety of business models. Our research team
has excellence in the molecular diversity and evolution of viruses and mobile genetic elements. We cover a broad
spectrum of activities ranging from fundamental research to industrial biotechnology. This includes internet services,
creating databases, research projects, stand-alone software, and science publishing.

Our network of users spread across different areas of academia and industry, including governmental institutions,
hospitals, universities, research centers, pharma- and bio-companies.
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“We believe thatinnovation through R&D
is the only feasible Way for SUPPOrting the widest

possible dissemination of scientific advance
and knowledge”



INTERNET PROJECTS

Biotechvana launches research projects concerned with the natural sciences and/or with the bio-research.
Our system is “work in progress” where we are open to accommodate new deals.



THE GYPSY DATABASE OF MOBILE GENETIC ELEMENTS

The Gypsy Database (GyDB) of mobile genetic elements is a long-term research project that furthers the scientific
objective of excellence in research, services and education, by making available worldwide an open access in the
field of viruses and mobile genetic elements. The GyDB is devoted to the evolutionary-based classification of Mobile
Genetic Elements and related families of nonviral proteins.

"To predict the emergence of new viruses and infectious
diseases it is essential to characterize the diversity of viruses
and their related mobile genetic elements not only in
humans, but in other organisms.”
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The GyDB welcomes the contribution of other researchers interested in shedding light on the molecular biology,
diversity and evolution of mobile genetic elements; the emergence of, and role played by, mobile genetic elements
and viruses in the evolution and complexity of prokaryotes and eukaryotes; and all the different aspects of mobile
genetic elements involving the molecular changes responsible for various characteristics in humans and other
eukaryotic organisms related with infection and disease.

Subscribing researchers are free to open new research lines and create new servers in the database, which can be
published as standard in international journals and specialized open access. The project infrastructure consists of
an ongoing database freely accessible at http://gydb.uv.es. The database includes a Wiki that is only accessible for
subscribers, which can edit and/or revise contents and submit material.

Authors retain the copyright of their work and can use the database as a repository for material attached to electronic
publications by unique identifiers. Subcribers can also activate and receive the benefit of other services such as
newsletters, article alerts and/or RSS feeds.

A database devoted to the evolutionary-based classification of Mobile Genetic
Elements and related families of nonviral proteins.

%.GyDB

v Gypsy Database

further information,

of wie and policy’

Cite this Project:

~Liaens, € Futaeni, i, Bepemer, 0L, and A Moy The Gypey O gon
Lkowens € Fases, MA. and A, Moya between Ty L ymry R
a0 the Thiee Kings 1

o7



o8

BIOTECHVANA BIOINFORMATICS

Biotechvana Bioinformatics is an platform online consisting of an in-progress repository of stand-alone software,
servers, tools and database utilities. The collection covers the entire area of information processing, from state-of-
the-art research through software development and source code implementation, to computational engineering
for gene and protein analysis and annotation by the development of multiple alignments, Hidden Markov Models
and other computational tools.

Biotechvana Bioinformatics has been partly developed following internet tendencies and the philosophy of free
software and research. Depending on the tool, we consider different types of open or private source licensing. Our
online catalogue presents the collection in the form of an electronic journal. A high-resolution print of the collection
is accompanied by CD support.

Biotechvana Bioinformatics includes public sections where manuals, several servers and computational resources
attached to publications are freely available to the academic community and industrial researchers. However, full-
access to Biotechvana Bioinformatics requires payment of an annual subscription. The tools are presented in
independent sections, along with their manuals.
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For the most part, navigation of the contents at Biotechvana Bioinformatics is free. We make public sections where
manuals, several servers and computational resources attached to publications are freely available to the academic
community and industrial researchers. However, full-access to Biotechvana Bioinformatics requires payment of an
annual subscription.

Subscribers can log on to the Biotechvana Bioinformatics infrastructure to download the different software and
tools. We have a permanent support service to users” feedback, peer-review criticism helping us to improve the
tools. The technical support service includes a forum for the sharing of ideas and algorithms with our users.

Subscription also includes space in the system to run analyses and servers in private mode as well as a supercomputing
network for resolving complexity problems that are difficult to resolve with ordinary computers, such computational
models, large phylogenies, molecular studies, drug design and more.

Shouldyou are interested in subscribing to Biotechvana Bioinformatics, you can find detailed information on how to proceed at:

http://biotechvana.com/loader.php?section=contents&page=policybv
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“our §Oal is to understand
the business and research of our ClieNts

to free them to INVESI gate the data
rather than constantly maintaining their projects
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BIOINFORMATIC SERVICES

Biotechvana offers a selection of services to industrial research centres and academic institutions in order to
enhance the productivity and optimize their research projects with the highest degree of professionalism.



OMIC SERVICES

Biotechvana has excellence in computational engineering for genomics, proteomics and drug discovery. Our board
is dedicated to responding to the needs of researchers and supporting the generation of multidisciplinary research
in Biomedicine, Genetics, and Molecular Biology.

"Our expertise in molecular biology and genetics propels our condition of
full-service research hub providing diagnostic application of -omic
technologies”

Our team supports research in the following fields:

Genomics and Proteomics Structure and function prediction
Metagenomics and Metabolomics Macro- and Microarray technology
Transcriptomics and Phylogenomics Gene/protein families and profiling
Genomic medicine Epidemiology and infectious diseases
Molecular taxonomy Contig assembly and genome annotation

Drug and protein design Viral and mobile genetic element diversity
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DATABASE DEVELOPMENT AND SOFTWARE SOLUTIONS

We deliver both academic and industrial bio-databases, performing the data mining and programming the integrated
database software according to the client’s requirements and standards.

We develop web infrastructure that can give our client’s projects more effective corporate presence on the internet.
This includes web and graphical design, hosting and housing, technical support, backups, maintenance and updates,
data restoration, and other functions not available to the general public, such as security, assessment in legal
requirements, disclaimers, and more.

We also facilitate conversion and movement of data between databases comparing, synchronizing, replicating and
converting both data and database structure, among other tasks.

“In the post-genomic era,
databases are essential to managing
the biological informatics.”







Biotech Vana S.L.

Lab 16, Parc Cientific, Universitat de Valéncia,
Poligono La Coma s/n, 46980 Paterna (Valencia) Spain
Phone: (+34) 96 354 49 93 Fax: (+34) 96 354 49 87

Email: biovana@biotechvana.com
www.biotechvana.com

Fando Europea da
Dezarrolio Regional
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