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11-132 December 2014
The Royal River Hotel,
Banghok

Wednesday, 10 December 2014

Room Phanurangsi Foyer
17:00-19:00 | Registration
Room Phanurangsi A & B
19:00-20:00 | Welcome Drinks Reception
Thursday, 11 December 2014
09:00-09:05 | Welcome
Room Phanurangsi C
09:05-09:45 | Opening Remarks
Plenary Session
Room Phanurangsi C
Chair M. Tibayrenc, Institut de recherche pour le développement, France
09:45-10:15 | PLO1: Genomic epidemiology of bacterial pathogens
S. Brisse, Institut Pasteur, France
Chair S. Brisse, Institut Pasteur, France
10:15 -10:45 | PLO2: Exploring the evolution and epidemiology of parasitic helminths in the -omics age
R.B. Gasser, The University of Melbourne, Australia
Room Phanurangsi A & B
10:45-11:15 | Coffee Break
Room Phanurangsi C
Chair J. Heitman, Duke University, USA
11:15-11:45 | PLO3: Ebola viruses: from the wild to humans
Prof. Jean-Claude Piffaretti, Interlifesciences, Massagno, Switzerland; President of the Federation of European Microbiological Societies
Chair Prof. Jean-Claude Piffaretti, Interlifesciences, Massagno, Switzerland; President of the Federation of European Microbiological Societies
11:45-12:15 | PLO4: Unisexual reproduction and the evolution of eukaryotic microbial pathogens
J. Heitman, Duke University, USA
Room Phanurangsi A & B
12:15-13:30 | Lunch & poster session 1
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Rooms Phanurangsi C Bongkotrat A Bongkotrat B Busabongkot A
13:30-15:30 Symposium 1-Modelling Symposium 2-Molecular epidemiology Symposium 3-Host parameters 1 Symposium 4-In silico approaches
parasitic protozoa 1
Chairs R. Duboz, CIRAD, France, A. Das, Birla Institute Of Technology J-P. Hugot, UMR-CNRS 7205, MNHN, J.F. Pothier, ZHAW Zurich University of

A. Stern, Tel Aviv University, Israel

and Science, India

France
D.H. Rubin,Vanderbilt University, USA;
VA TVHS, USA

Applied Sciences, Switzerland
P. Munk, Technical University of
Denmark, Denmark

13:30-14:00 13:30-14:00 13:30-13:54 13:30-14:00
[001.1] [002.1] [003.1] [004.1]
Temporal modeling of Crimean-Congo | Molecular detection of vector-borne Genetic variability of Talpa europea

hemorrhagic fever in Iran haemoparasites in wild rodent species | and Nova hantavirus (NVAV) in France | Withdrawn
E. Mostafavi*l’s, AA. Haghdoostz, A. in South Africa J-P. Hugot*l, C. FeIiuZ, A. Ribasz, J.

Doost Irani1'3, S. Bokaei4, S. Chinikarl, M.C. Oosthuizen*l, M. Troskiel, I Dormiona, S.H. Gu4, V. Nicolasl, "UMR-

pasteur Institute of Iran, Iran, ’Kerman Vorsterl, R. Jansenz, B.L. Penzhornl, S. CNRS 7205, MNHN, France, 2UNIV-

University of Medical Sciences, Iran, Mattheea, 1University of Pretoria, BARCELONA, Spain, *TAUP'GREEN

*Tehran University of Medical Sciences, | South Africa, *Tshwane University of FRANCE BP 19 92201 Neuilly sur Seine,

Iran, 4University of Tehran, Iran, Technology, South Africa, 3Stellenbosch France, 4University of Hawaii, USA

®Research Centre for Emerging and University, South Africa

Reemerging Infectious Diseases

(Akanlu), Iran

14:00-14:30 14:00-14:30 13:54-14:18 14:00-14:30
[001.2] [002.2] [003.2] [004.2]

Japanese encephalitis in a peri-

urban pig slaughterhouse of
Cambodia : A deterministic meta-
population model to quantify the risk
of transmission to humans

M. Yakovleff"?, J. Cappelle™?, V.
Chevalierl, R. Duboz** , 1CIRAD, France,
%Institut Pasteur, Cambodia

Making sense out of antisense in
clinical isolates of the Plasmodium
spp.

A. Das*', P.A. Boopathi®, A.K.
Boopathi1 et al, 'Birla Institute of
Technology and Science, India, ’Sardar
Patel Medical College, India,
3Genotypic Technology Pvt. Ltd., India,
4University of Health Sciences, India

Systems biology-based host-virus
pathogen gene interaction network
analysis

F. Chengl, J. Murrayz, J. Shengl, Z.
Zhaol, D.H. Rubin*3’1,1VanderbiIt
University, USA, °Zirus, USA, VA TVHS,
USA

Sequence-based analysis reveals
plasmid-borne ESBL genes encoding
resistance to critically important
antimicrobials most often linked with
other resistance genes in swine and
pork E. coli isolates

P.Munk*, Y. Agers@, Technical
University of Denmark, Denmark

14:30-15:00

[001.3]

To be or not to be diverse: Dilemmas
of a virus

A. Stern*l, S. Biancoz, M. Te Yeh3, C.
Wright3, K. Butchera, R. Nielsen4, R.
Andino3, Tel Aviv University, Israel,

14:30-15:00

[002.3]

Diversity of Cryptosporidium from
rodents in Thailand

A. Masakull, N. Thaprathoml, K.
Chaisiriz, A. Anamika
Karnchanabanthoengl, M.

14:18-14:42

[003.3]

Association of the HLA-B*52 allele
with non-progression to AIDS in
Brazilian HIV-1-infected individuals
S.L.M. Teixeira*", N.B.R. De Sa', D.P.
Camposz, A.B. Coelhoz, M.L.

14:30-15:00

[004.3]

The Salmonella In Silico typing
resource (SISTR), a platform for rapid
analysis and interpretation of
Salmonella draft genome sequence
data
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Christophe Mérieux du Laos, France

15:06-15:30

[003.5]

Association study between Japanese
encephalitis vaccine immunity and
single nucleotide polymorphisms
(SNPs) of TNF-a, IL-2, IL-4 and IL-10
genes

X.W. Xu', J. Zhou, Y. Li, Y. Zhang, J.K.
Yu, L. Shi, Y.F. Yao, M.B. Sun, Institute
of Medical Biology, Chinese Academy
of Medical Sciences & Peking Union
Medical College, China

Plenary Session

Room Phanurangsi C
Chair N. Mideo, University of Toronto, Canada
15:30-16:00 | PLO5: The greatest experiment in evolution: Viral biocontrol of rabbits
E.C. Holmes, The University of Sydney, Australia
Room Phanurangsi A & B
16:00-16.30 | Coffee Break
Room Phanurangsi C
Chair E.C. Holmes, The University of Sydney, Australia
16.30-17:00 | PLO6: New tools for detecting drug resistance in malaria infections
N. Mideo, University of Toronto, Canada
Rooms Phanurangsi C Bongkotrat A Bongkotrat B Busabongkot A
17:00-19:00 Symposium 5-Modern epidemiological Symposium 6-Phylogeny virus 1 Symposium 7-Mycobacterial diseases Symposium 8-Population
approaches 1 genetics/evolution vectors
Chairs E.N. Taboada, V.P.J. Gannon, Public T. Stadler, ETH Ziirich, Switzerland T. Wirth, EPHE, Paris, France; Natural T. De Meels, IRD, Burkina Faso, France

Health Agency of Canada, Canada
B.A. Wilcox, Tufts University, USA

K. Tohma, Tohoku University, Japan

History Museum, France

S.J. Jacquet, Cirad, France; INRA,
France

17:00-17:30

[005.1]

Detection of tick-borne infections in
birds in West Siberia

1.G. Korobitsyn*l, N.S. Moskvitinal, 0.Y.
Tyuten’kovl, S.I. Gashkovl, Y.V.

17:00-17:30

[006.1]

A unified framework for
phylodynamic inference of epidemic
spread

T. Stadler*l, A. Drummondz, D.

17:00-17:30

[007.1]

Mycobacterium tuberculosis Beijing
lineage: Origin, spread and selection
signatures

T. Wirth*?, M. Merker?, P. Supply™®, S.

17:00-17:24

[008.1]

Ecotype evolution in Glossina palpalis
subspecies, major vectors of sleeping
sickness

T. De Meeﬁs*l'S, J. Bouyer2'4, S. RaveIS,




MEEGID Xl 2014 | Oral Program

Kononovaz, S.S. Moskvitinl, V.N.
Romanenkol, T.P. Mikryukovaz, E.V.
Protopopovaz, M.Y. Kartashov’ et al,
Tomsk State University, Russia, State
Research Center for Virology and
Biotechnology “Vector”, Russia

KUhnertl, S. Bon hoefferl, "ETH Zlirich,
Switzerland, 2University of Auckland,
New Zealand

Niemann?’, lEPHE, Paris, France,
’Natural History Museum, France,
3Research Center Borstel, Germany,
*INSERM, Lille, France, >CNRS-UMR
8204, Lille, France

P. Solano™®,"IRD, Burkina Faso, “CIRAD,

Senegal, 3IRD, France, 4CIRAD, France

17:30-18:00

[005.2]

SuperPhy: Molecular epidemiology and
predictive genomics for bacterial
pathogens

M.D. Whiteside, C.R. Laing, A. Maniji, P.
Kruczkiewicz, E.N. Taboada*, V.P.J.
Gannon, Public Health Agency of
Canada, Canada

17:30-18:00

[006.2]

Pattern of HRSV epidemics in Iran:
Molecular epidemiology of the G
protein over seven years

E. Faghihloo, J. Yavarian *, T.
Mokhtari Azad, School of Public
Health, Tehran University of Medical
Sciences, Iran

17:30-18:00

[007.2]

The N-Terminal Region Of M.
tuberculosis PPE Protein RVXXXX
Induces Strong B Cell Response In
Active TB Patients

P.R. Abraham*l, G. Suman Lataz, S.
Mukhopadhyay®, 'Center for DNA
Fingerprinting and Diagnostics, India,
’Mahavir Hospital and Research
Centre, India

17:24-17:48

[008.2]

Detecting isolation by distance with
different genetic distances, with and
without null alleles of insect vectors
(tsetse flies)

M. Séré*', S. Thévenon’, A.M.G.
Belem3, T. De Meeﬁsl’z, centre
International de Recherche-
Développement sur I’Elevage en zone
Subhumide (CIRDES), 01 BP 454 Bobo-
Dioulasso 01, Burkina Faso,
’Interactions hétes - vecteurs -
parasites dans les infections par des
trypanosomatidae - (INTERTRYP), UMR
IRD/CIRAD 177, France, 2Université
Polytechnique de Bobo-Dioulasso, 01
BP 1091 Bobo-Dioulasso 01, Burkina
Faso

18:00-18:30

[005.3]

Ecology, evolution and genetics in
education and infectious disease
research in Southeast Asia

P. Saennal, H. Nguyen-Vietz, J. Steele3, .
Mendenhall4, B.A. Wilcox *5'3, ‘Khon

Kaen University, Thailand, ’Hanoi School

of Public Health, VietNam, 3Tufts
University, USA, 4Duke-NU5, Singapore,
*Mahidol University, Thailand

18:00-18:30

[006.3]

Recently observed island-to-island
transmission of rabies in Romblon,
the Philippines

K. Tohma*l, M. Saitol, C.S. Demetriaz,
D.L. Manaloz, B.P. Quiambaoz, T.
Kamigakil, H. Oshitanil,lTohoku
University, Japan, ’Research Institute
for Tropical Medicine, The Philippines

18:00-18:30

[007.3]

MixTB: An optimization-based
method for classifying complex TB
infections

L. Chindelevitch*l’z, C. Colijn3, P.
Moodley4, D. Wilson4’5, T. Cohenl’z,
lBrigham and Women's Hospital, USA,
’Harvard School of Public Health, USA,
3lmperia/ College, UK, 4Universit‘y of
KwaZulu-Natal, South Africa, *Edendale
Hospital, South Africa

17:48-18:12

[008.3]

Phylogeogaphy of Culicoides imicola
(Diptera: Ceratopogonidae), biting
midge vector species of Orbivirus:
expansion and colonization?

S.J. Jacquet*l'z, K.H. Huberz'l, J.B.
Bouyer1’3, C.C. Chevillon4, T.B.
Balenghienl’z, C.G. Garrosl’z, 1Cirad,
France, ZINRA, France, 3ISRA, Senegal,
4IRD, France
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18:30-19:00

[005.4]

Liver fluke infection and associated
diseases in southeast asia: An eco-
evolutionary perspective

P. Echaubard*l’z, C. Richter3’4, B.
WiIcoxS’G, Laurentian University,
Canada, ’Kkhon Kaen University,
Thailand, 3Kunming Institute of Botany,
China, ‘Graduate University of Chinese
Academy of Sciences, China, *Mahidol
University, Thailand, 6Tufts University,
USA

18:30-19:00

[006.4]

Tick-borne Encephalitis virus in
Ixodes ticks and wild birds in the
Russia

V.B. Loktev*"*, T.P. Mikryukova®, E.V.
Protopopoval, Y.V. Kononoval, V.N.
Romanenkoz, E.V. Chausovl, V.A.
Ternovoil, 1.G. Korobitsynz, I.V.
Korabel’nikovs, N.S. Moskvitinaz,
IState Research Center for Virology
and Biotechnology Vector, Russia,
’Tomsk State University, Russia,
3Desinfection of Rospotrebnadzor,
Russia, *Institute of Cytology and
Genetics, Russia

14

Plenary Session

18:30-19:00

[007.4]

Thioethers - active

against Mycobacterium tuberculosis
M.I. Konaklieva*l, R. Kuskovskyl, K.
Aroraz, H.l. Boshoffz, C.E. Barry

IIIZ, !American University, USA,
“Tuberculosis Research Section, LCID,
NIAID, NIH, USA

Friday, 12 December 2014

18:12-18:36

[008.4]

Anopheles darlingi microgeographic
population structure

M. Campos*, D.P. Alonso, P.E.M.
Ribolla, Sao Paulo State University,
Brazil

18:36-19:00

[008.5]

Molecular phylogenetics of anopheline
(Anophelinae: Culicidiae) mosquitoes from
the oriental and afrotropical
zoogeographic zones

K. Munawar¥*, A. Saleh, E.I. Khater, King
Saud University, Saudi Arabia

Division, Walter and Eliza Hall Institute,
Australia

L. Gonzalez-Ceron, Instituto Nacional de
Salud Publica, Mexico

University, Thailand

Room Phanurangsi C
Chair M. Tibayrenc, Institut de recherche pour le développement, France
08:45-09:15 | PLO7: Human nature: Genes to culture
F.J. Ayala, University of California, USA
Chair F.J. Ayala, University of California, USA
09:15-09:45 | PLO8: Molecular epidemiology of Group A rotaviruses: Implications for vaccine introduction into countries of South East Asia
M.D. Bowen, Centers for Disease Control and Prevention, USA
Room Phanurangsi A & B
09:45-10:15 | Coffee Break
Rooms Phanurangsi C Bongkotrat A Bongkotrat B Busabongkot A
10:15-12:15 Symposium 9-Molecular epidemiology Symposium 10-Coevolution Symposium 11-Molecular Symposium 12- Molecular
parasitic protozoa 2 epidemiology virus 1 epidemiology bacteria 1
Chairs G.L.A. Harrison, Infection and Immunity | P.Surasombatpana, Prince of Songkla | K. Chumakov, Food and Drug S.E.G. Greiman, University of North

Administration, USA
J. Yavarian, Tehran University of
Medical Sciences, Iran

Dakota, USA
M.C. Dela Cruz, Cavite State University,
The Philippines

10:15-10:45

[009.1]

First case of cryptic speciation in avian
Plasmodium parasites, with remarks on

10:15-10:45

[010.1]

Co-evolution of the parasitic fungi
Pneumocystis and their Muridae

10:15-10:45

[011.1]

Adamantane and neuraminidase
resistant influenza A/H3N2 isolated in

10:15-10:35

[012.1]

Molecular epidemiology of Vibrio
cholerae associated with flood in
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molecular characterization, virulence

and sporogony

V. Palinauskas*, R. Ziegyte, M. llgunas,
T. lezhova, R. Bernotiene, G. Valkiunas,
Nature Research Centre, Lithuania

rodent hosts in Southeast Asia

A. Latinne*l'z, F. Bezé3, S. Morand4’5,
M. Chabé®, 1University of Liege,
Belgium, Université Montpellier 2,
France, 3‘Dunkerque Hospital, France,
*CIRAD, France, >CNRS-CIRAD,
People's Democratic Republic of Lao,
®Institut Pasteur de Lille, France

Iran from 2005 to 2013

J. Yavarian*, T. Mokhtari Azad, N.Z.
Shafiei Jandaghi, Tehran University of
Medical Sciences, Iran

Brahamputra river, Assam, India

P. Kumar*l, S.K. Bhuyanl, M.G.
Vairalez, N. Aryal, V. Veerz, L. Singh3,
P.K. Yadaval, "Jawaharlal Nehru
University, India, zDefence Research
Laboratory, India, 3DRDO, India

10:45-11:15 10:45-11:15 10:45-11:15 10:35-10:55
[009.2] [010.2] [011.2] [012.2]
Rewriting the evolutionary history of Diversity of chigger mites (Acari: Molecular prospecting for an elusive
Plasmodium falciparum with whole Trombiculidae) and their Withdrawn pathogen: The detection, molecular
mitochondrial genome sequence microbiomes across stratified phylogeny, and host associations of
analyses habitats in Thailand Neorickettsia
S. Tyagi, A. Das*, National Institute of K. Chaisiri*", A.C. Gill', A. Stekolnikov?, S.E.G. Greiman*, J.A.V. Vaughan, V.V.T.
Malaria Research, India A.C. Darbyl, S. Moranda, JW. Tkach, University of North Dakota, USA
McGarryl, B.L. Makepeacel,
1University of Liverpool, UK, ?Russian
Academy of Sciences, Russia, Centre
d’Infectiologie Christophe Mérieux du
Laos, People's Democratic Republic of
Lao
11:15-11:45 11:15-11:45 11:15-11:45 10:55-11:15
[009.3] [010.3] [011.3] [012.3]

Molecular epidemiology of
Plasmodium vivax in Nicaragua

L. Gonzélez-Cerén*l, A. Montoyaz, F.
Santillénl, J.C. Corzo-Gémezl, M.T.
OviIIa-Muﬁozl, R. Cerritoss, R.

Avendaﬁol, M.A. Sandovall, J. Martinez-
Barnetchel, YInstituto Nacional de Salud

Publica, Mexico, 2CNDR-Ministerio de

Salud, Nicaragua, Universidad Nacional

Autonoma de México, Mexico

Inhibitory effects of organic acids
produced by Clostridium ramosum
on enterohaemorrhagic Escherichia
coli 0157:H7

Y.K. Koyanagi*l, R.S. Suzukil, M.M.
Masudal, H.l. Isogail, T.A. Andol, H.Y.
Yoneyamal, E.l Isogail, Tohoku
University, Japan, ISapporo Medical
University, Japan

Deep sequencing for metagenomics-
based molecular epidemiology

V. Furtakl, M. Roivainenz, 0.
Mirochnichenkol, M. Laassril, B.
Bidzhieva', T. Zagorodnyayal, C.
Chizhikovl, K. Chumakov*l, "Food and
Drug Administration, USA, ’National
Institute for Health and Welfare,
Finland

Epidemiology and evolution of the
genetic variability of Anaplasma
marginale in South Africa

A.M. Mutshembelel’z, A. Cabezas-
Cruz*’, M.S. Mtshali***, 0.M.M.
Thekisoez, R.C. Galind04, J.dela
Fuentes, "National Zoological Gardens
of South Africa, South Africa,
2University of the Free State, South
Africa, *Instituto de Investigacion en
Recursos Cinegéticos IRES-CSIC-UCLM-
JCCM, Spain, *Université Lille Nord de
France, France, *Oklahoma State
University, USA
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11:45-12:15

[009.4]

The population genomic structure of
Plasmodium falciparum in Papua new
guinea

G.LA. Harrison*l, N. Tessierz, L. Tavul3,
M. Manske4, 0. Miottos’s, . Betuela3, P.
Sibaa, I. Muellerl, M. Bahloz, A. Barryl et
al, llnfection and Immunity Division,
Walter and Eliza Hall Institute, Australia,
zBioinformatics Division, Walter and
Eliza Hall Institute, Australia, 3Papua
New Guinea Institute of Medical
Research, Papua New Guinea,
*Wellcome Trust Sanger Institute, UK,
®University of Oxford, UK, *Mahidol
University, Thailand

11:45-12:15

[010.4]

Role of saliva in Dengue virus
transmission

P. Surasombatpana*z, D. Missel, R.
Hamell, S. Patramooll, S.
Thongrungkiat4, M. Debizot®, P.
Delaunay3, F. Thomas', N. Luplertlop4,
H. Yssel' et al, "Laboratoire MIVEGEC,
UMR CNRS 5290/IRD 224/UM1,
France, *Prince of Songkla University,
Thailand, *Ho “pital de I’Archet, CHU
de Nice-Universite” de Nice-Sophia
Antipolis/Inserm U1065, France,
*Mahidol University, Thailand,
Slnserm, U844, France, ®CNRS-UMR
5236/UM1/UM2, France

11:45-12:15

[011.4]

Hepatitis C virus genotype diversity
among general population in Yunnan
Province, southwestern China

Y.F. Yaol, Y.S. Shenz, D.F. Caol, S.Q.
Zhang®, Y.L. Li%, L. Shi', M.B. Sun’, L.
Shi*!, ‘Chinese Academy of Medical
Sciences & Peking Union Medical
College, China, ’The First People’s
Hospital in Yunnan Province & The
Affiliated Hospital of Kunming Science
and Technology University, China, *The
Third People’s Hospital of Kunming,
China

11:15-11:35

[012.4]

Molecular identification of Nocardia
spp. collected from patients with
symptom Tuberculosis

S. Zaker Bostanabad, Islamic Azad
University, Iran

11:35-11:55

[012.5]

Occurrence and characterization of
verotoxigenic escherichia coli 0157:H7
in healthy cattle (Bos taurus L.) in
Luzon, Philippines

M.C. Dela Cruz*, J.C Santos, Cavite
State University, The Philippines

11:55-12:15

[012.6]

A model for assessing the
concordance between genetic and
epidemiological similarity of microbial
isolates

B. Hetman*l'z, S.K. Mutschalll, V.P.J.
Gannonl, J. Thomasz, E.N. Taboadal,
"Public Health Agency of Canada,
Canada, 2University of Lethbridge,
Canada

Room Phanurangsi A & B
12:15-13:45 | Lunch & Poster Session 2
Rooms Phanurangsi C Bongkotrat A Bongkotrat B Busabongkot A
13:45-15:45 Symposium 13-Molecular Symposium 14-Drug/antibiotic Symposium 15-Phylogeny virus 2 Symposium 16- Host parameters 2
epidemiology bacteria 2 resistance 1
Chairs R.S. Kaas, Technical University of O.L. Franco, Universidade Catdlica de M. Calzolari, Istituto Zooprofilattico H.A.F. Stephens, Mahidol University,

Denmark, Denmark

Brasilia, Brazil; Universidade de

Sperimentale della Lombardia e

Thailand; University College London,
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Brasilia, Brazil

E. Talundzic, Center for Disease Control
and Prevention, USA; Atlanta Research
and Education Foundation, USA

dell’Emilia Romagna, Italy

I.A. Sobolev, State Research Center of
Clinical and Experimental Medicine,
Russia

UK

Y. Li, Institute of Medical Biology,
Chinese Academy of Medical Sciences
& Peking Union Medical College, China

13:45-14:09

[013.1]

Whole-genome MLST: Effect of
sequence data quality on strain
typeability and optimization of
parameters for improved analysis
D. Barker*l'z, P. Kruczkiewiczl, S.
Mutschalll, C.R. Laingl, V.P.J. Gannonl,
J. Thomasz, E.N. Taboadal, *public
Health Agency of Canada, Canada,
ZUniversity of Lethbridge, Canada

13:45-14:09

[014.1]

The utilization of multi-omics tools to
shed some light on resistance and
infectivity processes in two bacterial
models

K.C. Almeida™?, A.E.A.D. Barbosa’, A.M.
Murad3, G. Fernandesl, C. Farias Jr4,
S.C. Dias’, O.L. Franco*'?,
"Universidade Catdlica de Brasilia,
Brazil, Universidade de Brasilia, Brazil,
*EMBRAPA Recursos Genéticos e
Biotecnologia, Brazil, *Nicleo de
Bacteriologia, Laboratdrio Central de
Saude Publica Distrito Federal, Brazil

13:45-14:15

[015.1]

A group of flaviviruses detected only
in insects

M. Calzolari*l, L. Zé-ZéZ, A. Vazquez3,
M.P. Sanchez Seco3, F. Amaroz, M.
Dottori', "Istituto Zooprofilattico
Sperimentale della Lombardia e
dell’Emilia Romagna, Italy, *National
Institute of Health, Portugal, 3Institute
of Health “Carlos Ill,”, Spain

13:45-14:15

[016.1]

The association study between
inactivated Japanese encephalitis
vaccine immunity and HLA class II
genes and its haplotypes

M.B. Sun, Y.F. Yao, H.J. Yang, X.W. Xu,
Y. Li, L. Shi, J.K. Y., L. Shi* ,Institute of
Medical Biology, Chinese Academy of
Medical Sciences & Peking Union
Medical College, China

14:09-14:33

[013.2]

Identification of a cellular receptor for
Clostridium difficile toxin B

M.E. LaFrancel, M.A. Farrowl, J. Shengl,
D.H. Rubin*z'l, D.B. Lacy1,1Vanderbilt
University, USA, vA TVHS, USA

14:09-14:33

[014.2]

Modulations in cell-membrane
composition confer pediocin
resistance in Enterococcus faecalis
Rashmi Kumariya*, Anita Kumari Garsa,
S. K. Sood and Y. S. Rajput, National
Dairy Research Institute, India

14:15-14:45

[015.2]

Investigation of the influenza A/H3N2
virus circulated in the human
population in Siberia, 2008-2013

I.A. Sobolev*l, 0.G. Kurskayal, T.N.
IIyichevaZ, A.G. Durymanovz, A.M.
Shestopalovl, IState Research Center
of Clinical and Experimental Medicine,
Russia, “State Research Center of
Virology and Biotechnology “Vector”,
Russia

14:15-14:45

[016.2]

Lipoprotein lipase and PPAR alpha
gene polymorphisms, increased very-
low-density lipoprotein levels, and
decreased high-density lipoprotein
levels as risk markers for the
development of visceral leishmaniasis
by Leishmania infantum

M.D.T. Carvalho', D.P. Alonso*’, C.M.V.
Vendramel, D.L. Costa3, C.H.N. Costa3,
G.L. Werneck4'5, P.E.M. Ribollaz, H.
Gotol, *Universidade de Sao Paulo,
Brazil, Universidade Estadual Paulista,
Brazil, Universidade Federal do Piaui,
Brazil, *Universidade do Estado do Rio
de Janeiro, Brazil, Universidade
Federal do Rio de Janeiro, Brazil
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14:33-14:57

[013.3]

Genomic characterization of
pathogenic Leptospires by variable-
number Tandem-repeat method

P. khaki*, M. Abdollahpour Alitappeh,
S. Moradi Bidhendi, M. Esmaelizad, K.
Tadayon, R. Ghaderi, A. Zarei, Razi
Vaccine &Serum Research Institute, Iran

14:33-14:57

[014.3]

The detection of oseltamivir-resistant
influenza A/H3N2 viruses using a
Real-time RT- PCR assay and
comparison the results with direct
sequencing

J. Yavarian*, T. Mokhtari Azad, M.H.
Karbalaie Niya, School of Public Health,
Tehran University of Medical Sciences,
Iran

14:45-15:15

[015.3]

Molecular epidemiology of FMD in
the Republic of Kazakhstan 2011-
2013

M. Orynbayev*, K. Sultankulova, V.
Strochkov, A. Kerimbayev, G.
Musayeva, Z. Omarova, A. Sansyzbay,
Research Institute for Biological Safety
Problems, Kazakhstan

14:45-15:15

[016.3]

HLA class | supertype associations
with dengue in Bangkok

S. Vejbaeysal, H.A.F. Stephens*l’z,
"Mahidol University, Thailand,
*University College London, UK

14:57-15:21

[013.4]

Molecular epidemiology of human
clinical Campylobacter jejuni isolates
in the urban area of Brussels, Belgium
L. Mekkaouil’z, D. Martinyl’z, C.
Ragimbeau3, L. VIaesZ, M-J. Stoutenz, 0.
Vandenbergl’z, M. HaIIin*l’z,
“Université Libre de Bruxelles, Belgium,
’Saint-Pierre University Hospital,
Belgium, *National Health Laboratory,

14:57-15:21

[014.4]

Detection of Panton-valentine
leukocidin gene by polymerase chain
reaction in Methicillin-resistant
Staphylococcus aureus isolates from
tertiary care hospital

N. Nagalakshmi*, G. Sreejith, I. Bairy,
G. Shenoy, Manipal University, India

Luxembourg
15:21-15:45 15:21-15:45
[013.5] [014.5]

Largest Vibrio cholera outbreak in
Cameroon history studied using whole
genome sequencing

R.S. Kaas*l, M.C. Fonkouaz, A.
Ngandjioz, F.M. Aarestrupl, R.
Hendriksen" ) Technical University of
Denmark, Denmark, ’Centre pasteur du
Cameroun, Cameroon

Selection and spread of artemisinin
resistant alleles in thailand prior to
the malaria containment campaign
E. Talundzic*l’z, S. Akinyiz, K.
Congpuong3’4, L. Mortonl, .
Gorldmanl, S.P. Kachurl, C.
Wongsrichanalais, W. Satimai3, J.S.
Barnwelll, V. Udhayakumar1 et al,
ICenter for Disease Control and
Prevention, USA, ’Atlanta Research
and Education Foundation, USA,
*Bureau of Vector Borne Diseases,
Ministry of Public Health, Thailand,
4Bansomdej—chaopraya Rajabhat

15:15-15:45

[015.4]

Detection and molecular
characterization of noro, astro and
adenoviruses circulating in children
under five years of age in several
regions of Angola

C. Tavaresl, A. Estevesz, C. Mendesl, J.
Nordgrena, J. Piedadez, F. Fortes4, P.R.
Dimbu4, N. Saraiva4, C. Istrate*l,
"Universidade Nova de Lisboa,
Portugal, Unidade de Parasitologia e
Microbiologia Médicas, Portugal,
3Linkc’5ping University, Sweden,
*Departamento do Controlo de
Doengas da Dire¢éo Nacional de Saude
Publica, Angola

15:15-15:45

[016.4]

Association study of TAP1 and TAP2
polymorphisms with hepatitis C virus
chronic infection in Han population in
Yunnan province of China

Y. Li*, X.W. Xu, J. Zhou, J.K. Yu, Y.F.
Yao, M.B. Sun, L. Shi, Chinese Academy
of Medical Sciences & Peking Union
Medical College, China
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University, Thailand, Slndependent
Scholar, Thailand

Plenary Session

Room Phanurangsi C
Chair RM. Pitchappan, Chettinad Academy of Research & Education, India
15:45-16:15 PL09: Molecular epidemiology of giardia and cryptosporidium infections
RC A. Thompson, Murdoch University, Australia
Chair RC A. Thompson, Murdoch University, Australia
16:15-16:45 | PL10: Human genomic diversities & disease susceptibility in India
RM. Pitchappan, Chettinad Academy of Research & Education, India
Room PhanurangsiA & B
16:45-17:15 Coffee Break
Rooms Phanurangsi C Bongkotrat A Bongkotrat B Busabongkot A
17:15-19:15 Symposium 17-Drug/antibiotic Symposium 18-Molecular Symposium 19-Molecular Symposium 20-Mycobacterial
resistance 2 epidemiology Salmonella epidemiology Virus 2 diseases 2
Chairs T. Chookajorn, Mahidol University, R. Ghaderi, Razi Vaccine & Serum A. Lacroix, Réseau international des U.G. Gurjav, The University of Sydney,

Thailand

V. Chaumeau, Université Montpellier
1, France; Centre hospitalo-
universitaire de Montpellier, France

Research Institute, Karaj, Iran
E. Litrup, Statens Serum Institute,
Denmark

Instituts Pasteur, Cambodia

Australia; Institute of Clinical
Pathology and Medical Research —
Pathology West, Australia

C.A. Ahlstrom, University of Calgary,
Canada

17:15-17:39

[017.1]

Global health crisis in the making:
How malaria parasites improve
robustness to become drug resistance

17:15-17:45

[018.1]

Salmonella Typhimurium core
genome typing and its public health
significance for phylogeny inference

17:15-17:39

[019.1]

Evolution of the influenza A HIN1
HA1 receptor-binding site

M.E. Cueno*, K. Ochiai, Nihon

17:15-17:45

[020.1]

Genetic diversity of the
mycobacterium tuberculosis Beijing
family based on multiple genotyping
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T. Chookajorn, Mahidol University,
Thailand

and epidemiological investigation

S.F. Fu*, S.0. Octavia, M.T. Tanaka, R.L.

Lan, UNSW, Australia

University School of Dentistry, Japan

profiles in eastern Asian areas
Y. Liu, Y. Zhang, B. Xu, Q. Zhao, W.B.
Wang* , Fudan University, China

17:39-18:03
[017.2]

Moved to Symposium 12: Molecular
epidemiology bacteria 1

17:45-18:15

[018.2]

Iranian clonal population of
Salmonella enterica serovar
Enteritidis, recovered by multi-locus
sequence typing (MLST) method

R. Ghaderi*, K. Tadayon, P. Khaki, S.
Moradi Bidhendi, L. Djozebayat, S.R.

Banihashemi, M. Sekhavati, A. Zarei, N.

Mosavari, Razi Vaccine & Serum
Research Institute, Karaj, Iran

17:39-18:03

[019.2]

Detection of coronaviruses in bats in
Cambodia and Laos

A. Lacroix*l, V. Duongl, V. Hull, S.
Sanl’z, K. Omalissl’z, R. Frutosl’s, W.
Theppangnal’s, Z. Greatorexl's, L.
Keattsl'4, P. Buchy1 et al, "Réseau
international des Instituts Pasteur,
Cambodia, zMinistry of Agriculture
Forestry and Fisheries, Cambodia,
3Université Montpellier 2, France,
*Wildlife Conservation Society,
Cambodia, ®National Animal Health
Laboratory, Ministry of Agriculture
Forestry and Fisheries, People's
Democratic Republic of Lao, EWiIdlife
Conservation Society, People's
Democratic Republic of Lao

17:45-18:15

[020.2]

Mycobacterium tuberculosis
reactivation in New South Wales,
Australia

U.G. Gurjav*™?, P.J. Jelfs*?, G.H.C. Hill-
Cawthornel, B.M. Maraisl, V.S.
Sintchenko™?, 'The University of
Sydney, Australia, ’Institute of Clinical
Pathology and Medical Research —
Pathology West, Australia, 3Centre for
Infectious Diseases and Microbiology —
Public Health, Australia

18:03-18:27

[017.3]

Genomic epidemiology of Klebsiella
pneumoniae in Italy provides novel
insights into the origin of resistance to
carbapenem antibiotics

F. Comandatore*l’z, S. Gaiarsal’s, P.
Gaibani4, M. Corbella3, C. Dalla VaI|e3,
S. Episl, E. Scaltritis, E. CarrettoG, C.
Farina7, M. Labonia® et al, "Universita
degli studi di Milano, Italy, Universita
degli Studi di Pavia, Italy, *Fondazione
IRCCS Policlinico San Matteo (Pavia),
Italy, “st. Orsola University Hospital
(Bologna), Italy, ’Istituto
Zooprofilattico Sperimentale della
Lombardia e dell’Emilia Romagna,

18:15-18:45

[018.3]

Global genomic epidemiology and
evolutionary genetics of Salmonella
Typhimurium DT104

P. Leekitcharoenphon*, R.S.
Hendriksen, F.M. Aarestrup, Technical
University of Denmark, Denmark

18:03-18:27

[019.3]

siRNA Silencing: mRNA expression
knockdown of Potato Leaf Roll Virus-
Capsid Protein gene Co-transfection
with mammalian (CHO-k) cell line in-
vivo

M.B. Hossain*l, I.A. Nasirl, T.
Husnain® , ISher—e-Bangla Agricultural
University, Bangladesh, ZUniversity of
the Punjab, Pakistan, 3University of the
Punjab, Pakistan

18:15-18:45

[020.3]

The epidemiology and phylogenomics
of Mycobacterium avium subsp.
paratuberculosis on a global, national,
and provincial level

C.A. Ahlstrom*l, H.W. Barkemal, K.
Stevensonz, R.N. Zadoksz’g, R. Biek3,
R.R. Kao3, H. Trewbys, J. De Buckl,
1University of Calgary, Canada,
’Moredun Research Institute, UK,
3University of Glasgow, UK
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Italy, °IrRCCS Arcispedale S. Maria
Nuova (Reggio Emilia), Italy, A0 Papa
Giovanni XXIIl (Bergamo), Italy, ®Irccs
Casa Sollievo della Sofferenza (San
Giovanni Rotondo), Italy, °The Greater
Romagna Area-Hub Laboratory
(Pievesestina), Italy

18:27-18:51

[017.4]

Dynamic of malaria transmission
along the Thai-Myanmar border in a
context of Targeted Chemo
elimination

V. Chaumeau*l’z, N. Kwansomboon4,
C. Montazeaul, B. Fustec3'4, C.
AndoIinaS'G, D. Cerqueiral, T.
Chareonviriyaphap®, F. Nosten>®, V.
Corbel3'4, YUniversité Montpellier 1,
France, *Centre hospitalo-universitaire
de Montpellier, France, *Maladies
Infectieuses et Vecteurs, Ecologie,
Génétique, Evolution et Controdle,
Institut de Recherche pour le
Développement, France, ‘Kasetsart
University, Thailand, 5MaidoI-Oxford
Research Unit, Thailand, ®Shoklo
Malaria Research Unit, Thailand

18:51-19:15

[017.5]

Attempts to control Trypanosoma
lewisi in rats using intramuscular
injection of veterinary trypanocidal
drugs

M. Desquesnes*l’z, S. Herder2’3, S.
Yangtarraz, S. Jittapalapongz, 'CIRAD-
Bios, France, ’Kasetsart University,
Thailand, 3/RD, France

18:45-19:15

[018.4]

Impact of prophages on the evolution
of the salmonella infantis population
E. Litrup*l, P. Gymoesel, K. Kiill, Z.
Zhouz, G. Soerensen3, D. Guttman4, M.
Torpdahll, M. Achtmanz, E.M.
Nielsenl, IStatens Serum Institute,
Denmark, 2University of Warwick, UK,
*National Food Institute, Denmark,
4University of Toronto, Canada

18:27-18:51

[019.4]

Population genetic analysis of
pathogen sequences to infer
prevalence of poliovirus infection
L.M. Li*, N.C. Grassly, C. Fraser,
Imperial College London, UK

18:51-19:15

[019.5]

Dengue virus serotypes and
genotypes circulating in Indonesia for
the last 13 years

H. Harapanl’z, A.M. Setiawan*z'S,
ISyiah Kuala University, Indonesia,
*The University of Western Australia,
Australia, *Maulana Malik Ibrahim
Islamic State University, Indonesia

18:45-19:15

[020.4]

Understanding impacts of pathogen
genetics and host management on the
phylodynamics of Mycobacterium
avium subsp. paratuberculosis

C.A. AhIstrom*l, H.W. Barkemal, J.D.
Wasmuthl, C. Colijnz, J. De Buckl,
1University of Calgary, Canada,
zlmperia/ College London, UK

19:45-22:30

Gala Dinner — Riverboat Cruise (Optional — tickets can be purchased)
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Saturday, 13 December 2014

Plenary Session

pour le développement, France
K. Yahara, University of Tokyo, Japan

Thailand
T. Forde, University of Calgary, Canada

Room Phanurangsi C
Chair A.F. Read, The Pennsylvania State University, USA; Fogarty International Center, NIH, USA
09:00-09:30 PL11: Molecular epidemiology of chikungunya virus infection
Y. Poovorawan*, P. Linsuwanon, S. Vongpunsawad, Chulalongkorn University, Thailand
Chair Y. Poovorawan, Chulalongkorn University, Thailand
09:30-10:00 PL12: Vaccination and the emergence of virulent viruses. Evolutionary lessons from a poultry disease
A.F. Read*l‘z, S.J. Baigentg, C. Powers3, L.B. Kgosanaa, L. BIackweII3, L.P. Smith3, D.A. Kennedyl’z, S. Walkden-Brown4, V. Nair3, The Pennsylvania State University,
USA, 2Fogarty International Center, NIH, USA, 3Pirbright Institute, UK, 4University of New England, Australia
Room Phanurangsi A & B
10:00-10:30 | Coffee Break
Room Phanurangsi C Bongkotrat A Bongkotrat B Busabongkot A
10:30-12:30 Symposium 21-Clonality vs Symposium 22-Diseases of veterinary Symposium 23-Molecular Symposium 24-Molecular
recombination relevance epidemiology helminths epidemiology bacteria 3
Chairs M. Tibayrenc, Institut de recherche G. Kaewmongkol, Kasetsart University | A. Ito, Asahikawa Medical University, L. Zhang, Michigan State University,

Japan
J-P. Hugot, UMR-CNRS 7205, MNHN,
France

USA

E.C. Coipan, National Institute for
Public Health and Environment (RIVM),
The Netherlands; Wageningen
University, The Netherlands

10:30-10:54

[021.1]

Phylogenetic analysis of a circulating
hepatitis C virus recombinant 1b/1a
strain isolated in a French hospital
centre

V. Morel*l’z, F. Ghoubras, L.
Izquierdol’z, E. Martinl’z, C. Grilo de
Oliveiral, C. Francoisl'z, E. Brochotl'z, F.
HeIIel, G. Duverliel'z, S. Castelainl'z,
!Jules Verne University of Picardie,
France, 2Amiens University Hospital,
France, 3pasteur Institute of Tunis,
Tunisia

10:30-10:50

[022.1]

Identification of uncultured-bacteria
detected from abscesses of pet
animals by broad range nested 16S
rRNA PCR

G. Kaewmongkol*l, S. Kaewmongkoll,
T. Duangurail, K. Sutashal, L.
Areevijittrakull, T. Sirinarumitrl, S.
Jittapalapongl, S. Fenwickz, Kasetsart
University Bangkok, Thailand,
’Murdoch University, Australia

10:30-11:00

[023.1]

Recent advances and perspectives in
molecular epidemiology of Taenia
solium cysticercosis

A. Ito*, T. Yanagida, M. Nakao, Y. Sako,
M. Okamoto, Asahikawa Medical
University, Japan

10:30-11:00

[024.1]

Molecular and phenotypic
characterization of Photobacterium
damselae, a pathogen of the grey
mullet Mugil cephalus

A. Abedian amiri*l’z, F. Naseril, M.
Heidarzadehl, R. Zahedil, P.
Arabzadehl, Yslamic Azad University,
Iran, 2Veterinary Office of Chabahar,
Iran, 3Sistan and Baluchestan
Veterinary, Iran

10:54-11:18
[021.2]
Chromosome painting in silico in a

10:50-11:10
[022.2]
Molecular epidemiology of viral

11:00-11:30
[023.2]
Dinosaurs had they pinworms ?

11:00-11:30
[024.2]
E. coli diversity and transmission of
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bacterial species reveals fine
population structure

K. Yahara*l, Y. Furutal, K. Oshimal, M.
Yoshidal, T. Azumal, M. Hattoril, I
Uchiyama', I. Kobayashi®, *University
of Tokyo, Japan, “Max Planck Institute
for Evolutionary Anthropology,
Germany, *National Institute for Basic
Biology, Japan, *Kobe University, Japan

infections of domestic aniimals

S. ViIcek*l, A. Jackoval, M. VIasakoval,
I. Sliz', W. Rossmanith®, lUniversity of
Veterinary Medicine and Pharmacy,
Slovakia, *Office of the Government of
Lower Austria, Dept. of Veterinary
Affairs, Austria

(Origin of pinworm parasites: From
mammalian reptiles to humans)

J-P. Hugot*l, S.L. Gardnerz, V. Borbag,
P. Araujo4, D. Leles4, A. Da—RosaS, L.
Dutra3, L.F. Ferreira3, A. Araujol,
"Museum National d'Histoire Naturelle,
OSEB, UMR 7205 CNRS, France,
2University of Nebraska State Museum
and School of Biological Sciences,
University of Nebraska — Lincoln, USA,
*Escola Nacional de Satde Publica
Sergio Arouca, Fundagdo Oswaldo
Cruz, Rua Leopoldo Bulhées 1480,
Brazil, *Universidade Federal
Fluminense, Brazil, *Universidade
Federal de Santa Maria, Brazil

pathogens in Northwestern

Ecuador: Spatial trends across a
landscape

L. Zhang*l, K. Levyz, G. Trueba3, W.
Cevallos®, J.N. Eisenberg5 , 1Michigan
State University, USA, 2Emory
University, USA, *Universidad San
Francisco de Quito, Ecuador,
*Universidad Central del Ecuador,
Ecuador, *University of Michigan, USA

11:18-11:42 11:10-11:30 11:30-12:00 11:30-12:00
[021.3] [022.3] [023.3] [024.3]
Distribution pattern of virulence The high prevalence of human MRSA colonizing the anterior nares of
Withdrawn genes in Pasteurella multocida strains | intestinal fluke, Haplorchis taichui hospitalized patients; are they
associated with porcine and bovine among the thiarid snails and cyprinoid | originating from the hospital or in the
diseases in Thailand fishes in Bo Kluea district, Nan community?
T. E-kobon*l, P. Thongkamkoonz, A. province, Thailand S. Govindan*, A. Yong, M. Godinho, S.
Thamchaipenetl, N. Hussarangsiz, P. D. Boonmekam*l, S. Namchotel, W. Raj, K.K. Gan, A. Dhillon, Manipal
Anuntasomboonl, R. Leeananl, S. Nak-aiz, D. Krailasl, ISinakom University, India
Pannoil, TKasetsart University, University, Thailand, ZMinistry of Public
Thailand, ’National Institute of Animal | Health, Thailand
Health,Ministry of Agriculture &
Cooperatives, Thailand
11:42-12:06 11:30-11:50 12:00-12:30 12:00-12:30
[021.4] [022.4] [023.4] [024.4]

The predominant clonal evolution
(PCE) concept of microbial pathogens
M. Tibayrenc*l, F.J. Ayalal, Institut de
recherche pour le développement,
France, 2Univer5ity of California Irvine,
USA

Phylogenomic analyses suggest a
recently emerged strain of
Erysipelothrix rhusiopathiae is
associated with muskox die-offs in the
Canadian Arctic

T. Forde*", K. Orsel, R. Biek?, J. De
Buckl, H. Trewbyz, F. van der Meerl, R.
Zadoksz, S. Kutzl’s, 1University of

Phylogenetic relationships and
taxonomy of cestodes of Laonastes
aenigmamus

J-P. Hugot*l, H. Henttonenz, B.
Douangboupha3, V.

Haukisalmi’, ‘Hugot UMR-CNRS 7205,
France, 2University Of Helsinki, Finland,
3Nafri Nongviengkham, People's

Geodemographic analysis of Borrelia
burgdorferi sensu lato using the 5S-
23S rDNA spacer region

E.C. Coipan*l’z, M. Fonvillel, E. Tijsse-
Klasenl, J.W.B. van der Giessenl, W.
Takkenz, H. Sprongl’z, K. Takumil,
'National Institute for Public Health
and Environment (RIVM), The
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Calgary, Canada, 2University of
Glasgow, UK, 3Canadian Wildlife
Health Cooperative, Canada

12:06-12:30

[021.5]

Use of PCR-RFLP HSP70 sequence
targeting to identify putative hybrids
of Leishmania sp. isolated from
patients with cutaneous leishmaniasis
in the Amazon region of Brazil

A.C.S. Lima*', R.A. Zampieri’, T.Y.
Tomokanel, C.M.C. Gomesl, L.M.
FIoeter—Winterz, F.T. Silveira1’3, C.E.P.
Corbett", "Medical School of University
of Sdo Paulo, Brazil, ’Biosciences
Institute of University of SGo Paulo,
Brazil, *Evandro Chagas Institute, Brazil

11:50-12:10

[022.5]

Heterogeneity of genes encoding the
structural proteins of avian infectious
bronchitis virus

S.H. Abro*l'3, S. Zoharil’z, L. Renstrbmz,
D. Janssonz, E* Otmanz, K. UIImanZ, S.
Belak"?, C. Baule®, *Swedish University
of Agricultural Sciences, Sweden,
’National Veterinary Institute, Sweden,
3sindh Agriculture University
Tandojam, Pakistan

12:10-12:30

[022.6]

An innovative broad-range molecular
screening of avian respiratory
pathogens on a high throughput PCR
microfluidic platform

G. Croville*, A. Senet, C. Foret, M.F.
Ducatez, J-L. Guérin, Université de
Toulouse, INP, ENVT and INRA, France

Democratic Republic of Lao

Netherlands, ZWageningen University,
The Netherlands

Room PhanurangsiA & B
12:45-14:00 Lunch
13:00-14:00 Author Workshop
Plenary Session
Room Phanurangsi C
Chair M. Tibayrenc, Institut de recherche pour le développement, France
14:00-14:30 PL13: Worldwide population structure and molecular evolution of the Leishmania donovani complex
G. Schoenian, Charité University Medicine Berlin, Germany
Chair C. Walton, University of Manchester, UK
14:30-15:00 PL14: From antiquity to present - dengue, a constantly evolving story
N. Vasilakis, UTMB, USA
Room Phanurangsi A & B
15:00-15:30 | Coffee break
Room Phanurangsi C
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Chair N. Vasilakis, UTMB, USA
15:30-16:00 PL15: Population genetics and population genomics of Anopheles mosquitoes in SE Asia
C. Walton, University of Manchester, UK
16:00-16:30 | Closing Remarks & Awards




