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Importancia: La tesis resume a precision 3 proyectos relacionados a viruses Pox. Estos proyectos fueron llevado en su totalidad por mi
persona, encontrando respuesta a preguntas de décadas en el campo de Poxvirus. 1) Identificacion de un virus de Wuhan, China, aislado y
secuenciado por NGS. 2) Primera descripcidn de la cascada de expresion génica del Molusco contagioso por NGS, 3) Identificacion de
multiples genes asociadas al hospedero de los Poxvirus.
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Memibers of fhe Porvirdas famity have been known a5 human pathogens for centuries
Thesr impact in sockety inclutsed several epidel 5 that the in the
tast feew centuries, Smallpox was of greal concem Ihat led 10 the development of our
modemn vaccmes. The systemabc study of Poxvires hosl-range and mmunagenicity
provided the knowledge 1o transiate Ihose observations into practice. Afler the giobal
waccination campaign by the Workd Healtn Organization, Smalipox was the first infectious
disease to be eradicated Nevenhedess diseases such as Monkeypox, Molluscum
conbagiosum, new bioterronst threads, and the use of poavruses as vaccines of veclons
provided the necessty 1o further undersiand (he host-range from a mokecuiar kevel
Hete, we lake advantage of Ihe newly developed 1echnologies such as 464
pyrosequencing and RNA-Seq fo address previously unresolved questions for the field
First, we were abie 1o dentify the Eryirhometagia-related pavines (ERFV) 25 years afer
its isolation in Hubed, China Whole-g quencing and identified
ERPV as an Eclromeiia strain ciosely related 1o 1he Eclromesa Naval stran. Second, by
usng RNA-Seq, the first MOCY I viv and in vitro franscrptome was generated. New
t00is have been developed 1o support futune research and for this human pathogen
Finally, deep-sequencing and comparative genomes of several recombinant MVAs
(fMUAs) in conunction wilth classical virology allowed us 10 confirm several genes (01
FS, C17. F11) association to plague formation in mammaiian cell ines. We also provided
additional evidence that plaque formabion and vins rephcation can be independent
More importanty, we identified a gene as the first gene outside MVA's deletion that
explaing it host-resiricion  Replacement of this region with 3 cassette confaining that
qene derved from a replicat tenl virus
INCrease viral yickd m al mammalian cel nes lesled. Several research and clinical
applicalions ¢an be envisioned derived rom this work
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