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Epidemiologia:

Estudo da distribuicdo das doencas e dos seus determinantes numa
populacdo.

Epidemiologia Molecular das Doengas Infecciosas:

Definicdo padrdo: Estudo da distribuicdo das doengas infecciosas e seus
determinantes usando técnicas moleculares.

Definicdo expandida: estudo da genética dos patégenos que determinam
a transmissido de doengas = maior poder de discriminacio.




Portanto

Qual é a sua pergunta?

Quais sdo os genes que vocé esta estudando?

E todo o gene ou um fragmento? Nucleotideos ou aminoécidos?
Qual a fungado bioldgica?

Com o que vocé esta comparando?

A inferéncia faz sentido?

Qual é o nexo epidemioldgico a ser estabelecido?
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viruléncia, rastreamento geografico, rastreamento de hospedeiro (ex. zoonoses /
transmissdo inter-espécies), antigenicidade / imunogenicidade, resisténcia,
caracterizacdo de variantes (ex. localizacdo erratica), diagndstico, taxonomia ...

01/08/2018



Conservadas / Ndo conservadas

I I |
580 590 600 610 620 630 640 650 660 e70 3

Alinhamento do gene codificador da unidade 16S
do RNA ribossomal

Diversas espécies de Brucella

Regidao conservada
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Brucella ovis

Alinhamento do gene omp2 (Outer Membrane Protein)
Diversas espécies de Brucella

Regido de variabilidade
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Alinhamento gene codificador proteina capsideo

Isolados de Calicivirus felino

Regido de alta variabilidade

Exemplo 1
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2 — Amostras relacionadas a
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Exemplo 2

Avian Pathology (April 2006) 35(2), 127-133 Taylor & Francis

Tayior & Francis Croup

Infectious bronchitis virus S| gene sequence comparison is
a better predictor of challenge of immunity in chickens than
serotyping by virus neutralization

Brian S. Ladman, Alison B. Loupos and Jack Gelb, Jr.*

Departiment of Animal and Food Sciences, University of Delaware, Newark, DE 19716, USA

Five strains of infectious bronchitis virus isolated from commercial chickens from the state of Pennsylvania,
USA during the years 1998 and 1999 were studied. The strains were selected for cross-challenge in specific
pathogen free chickens and virus neutralization in chick embryos on the basis of partial S1 sequence amino
acid identity values. The partial sequences analysed spanned the hypervariable amino terminus region of 81
from amino acid residues 48 to 219, based on the Beaudette strain. Using their S1 identity values, the strains
represented a continuum of genetic, and thus antigenic, relationships. When compared with strain PA/5083/
99, strain PA/Wolgemuth/98 had high sequence identity (96%) followed by PA/171/99 (85%), PA/5344/98
(70%) and PA/1220/98 (34%). The method of Archetti and Horsfall was used for calculating antigenic
relatedness values of virus neutralization tests. The same formula was also applied to the percentage
protection values of cross-challenge tests to derive protective relatedness values among the strains. The
antigenic relatedness values, protective relatedness values, and the partial S1 sequence identity values were
then analysed. The findings indicated partial S1 sequence identity values were more strongly correlated with
protective relatedness values and than antigenic relatedness values.
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Exemplo 3

Veterinary Parasitology 202 (2014) 156-153
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Veterinary Parasitology =

ELSEVIER journal homepage: www.elsavier.com/locata/vetpar l

Natural infection of the wild canid, Cerdocyon thous, with the G)"'“"”"“

piroplasmid Rangelia vitalii in Brazil

Jodo F. Soares ™', Bruno Dall'Agnol ™', Francisco B. Costa*, Felipe 5. Krawczak*,

Alexandra T. Comerlato®, Bruna C.D. Rossato?, Camila M. Linck®,

Eduardo K.O. Sigahi®, Rodrigo H.F. Teixeira®, Luciana Sonne ',

Mitika K. Hagiwara®, Fabio Gregori®, Maria lsabel B. Vieira“,

Jodo R. Martins®, José Reck”, Marcelo B. Labruna®~
Canine rangeliosis, caused by the piroplasmid protozoon Rangelia vitalii, is currently rec-
ognized as a reemerging disease that affects domestic dogs in Brazil. In the present study,
piroplasmid infection was searched in wild canids (20 Cerdecyon thous and 4 Lycalopex
gymnocercus) in Brazil. Molecular analysis, based on PCR and DNA sequencing of a portion
of the 185 rRNA gene, revealed that 30% (6/20) C thous were infected by R vitalii. Blood
and bone marrow samples fromoneofthe R vitalii-infected C. thous were inoculated into a
domestic dog which developed clinical rangeliosis that was confirmed by molecular tests.
However, the C thous donor showed no clinical, hematological or biochemical alterations,
even though its R vitalii infection status was confirmed for at least 80 days. These obser-
vations suggest that R vitalii is not as highly pathogenic for C thous as it is for domestic
dogs. Phylogenetic analysis inferred by the 185 rRNA gene placed R vitalii embedded in
the clade ‘Babesia sensu stricw’, consisting of a number of species that represent truly the
genus Babesia. It is proposed that the species R vitalii should be transferred to the genus
Babesia. The present study expands our knowledge on the natural historyof R vitalii, sug-
gesting that it might have a natural cycle involving the wild canid C. thous. Further studies
are needed to confirm that C thous is a natural reservoir of R vitalii in Brazil.
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Infection, Genetics and Evolution

Jaurnal hamaopage: www.slsexiar.camilosateimesgid

Whale-genomic analysis of 12 porcine group A rotaviruses isolated from
symptomatic piglers in Brazil during the years of 2012-2013

Fernanda DF. Silva”, Luis RL Espinosa, Paloma 0. Tonietti, Bruna R P. Barbosa, Fabio Gregori
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Portanto

Qual é a sua pergunta?

* Quais sdo os genes que vocé estd estudando?

E todo o gene ou um fragmento? Nucleotideos ou aminoacidos?

* Qual a func¢do bioldgica?

Com o que vocé esta comparando?

¢ Ainferéncia faz sentido?

Qual é o nexo epidemioldgico a ser estabelecido?
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