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Introduction

 RNA viruses, including FMDV, replicate with a high
mutation rate and evolve rapidly during outbreaks.

* The last relevant FMD epidemic occured in Argentina
during 2000-2001.

 In this study, we applied a set of bioinformatic and
evolutionary tools to understand the transmission of
FMDYV in the Mar Chiquita region

Goal:

Building capacity to analyze virus transmission pathways in
the field.

@ Argentina CONICET
A
—_o -



Dataset

Mar Chiquita (50) A2001 strain outbreaks: >2000
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Recombination and variability
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180 : ,
o SR> P Py P3 3'UTR

140
120
100
80
60
40
20
0

@ Argentina CONICET
A
—_E (-2



Temporal signal

Virus Evolution, 2016, 2(1): vew007

"z, VIRUS
EVOLUTION
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Dynamic regression to estimate
Exploring the temmnoral structure of heterochronous . .
sequences using TempEst formerly Path-O-Gen) tempora]- and genetlc dlvergence'

Andrew Rambaut,’**! Tommy T. Lam,? Luiz Max Carvalho,* and Oliver G.
Pybus®+

Molcular phylogenies
Temporal dataset

The results showed
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Haplotype network

Split Tree
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BEAST: Partition-Models

Partition
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4 PS -12650,55 -12647,92 -12647,78
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[ UncorrelatedLogNormal
7 PS -12675,73 -12649,25 -12651,1
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Inferred tree
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Next steps

Obtain a de

Use more comg
every infected and

ocation of

Compare the results with a pure epidemiological model.

Get more practice with these tools and develop the
capacity to interpret the analysis.

Thenk gool
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Transmision

Red filogenética o
Red de haplotipos

e Secuencias

e Datacion temporal
* Localizacién geografica

TCS
Split Tree

Instituto Nacional de

Tecnologia Agropecuaria

Analisis filogeografico
o filodindmico

* Seinal filogenética

* Seial temporal

* Recombinacién

* Variabilidad
 Modelos evolutivos

* Reloj Molecular
 Dinadmica poblacional

BEAST
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Arboles de transmision
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52.2 I— . Epidemic Reconstruction in a Phylogenetics
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1 of the Node Set

Matthew Hall***, Mark Woolhouse'#, Andrew Rambaut™**
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SCOTTI: Efficient Reconstruction of
Transmission within Outbreaks with the
Structured Coalescent
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