(A4 )

[16jm0210047h0001]
ERk2 94 5H 31 H

YRk 2 8 £ EFE ML B % KR - E E

N E

¥ 4 o (BAGE BERSBEERBFHAIL RIS E S IR E BRI R T e

Sh (Ixr~w—, TAU)
(¥ #B) e-Asia Joint Research Program (e-Asia JRP)  Health Research:

Infectious Diseases (Myanmar, The United States of America)

WRFEBASE IS, © (AAREE) Ixv o ~— T T L TV DA~ RAKROPEIET » ZIZBIT 5T A VA

AR D ZARIEARAT

(& 7B) Dengue viral genetic diversity in selected populations in Myanmar

RS Y (BAGE) BVEESRIIEAT A VAR5 ##HdP% MOI MENG LING
ArE % K4 @ (3% 3B Institute of Tropical Medicine, Nagasaki University, Associate Professor,

MOI MENG LING

b HOM o ERk284 8H 1H ~ FRk294 3H31H

#omr g8 (AASE
o4 (R FE

WHIERsE A (RAGHE
e ek K40 (G &R

I FROME (RIEHERE)

3¢
AWFZETIE, 2 v ~—ICBWTHITT 57 v 7 U A LV ADIMER, @O E2 R L, B
JEBE N, BRA) B L OBIEFICIRIT B 7 A L ABIE AR O R L ™7 A L AR 2 YA s —
7 W= I K 0T ATV, ESEAC B R O RFE 2 FTREIC T D, AMEETIE, (1) HiE
TV TN D U A N ABIG T ORHEDRIE « fftt D= IR — 7 = —%2 a7 v
T A N ABIETEAIFEEDO FELZMS - B L7e, S6IC, fTHlo 6 H~8 HEHIZI v o~ —
ICTHRIAZTRE L, U A NV ARG O 2 H29124TH TETH D, 0. (2) S ¥ r~—ITB
FBT U TRABLOEIET v VDY — A T UAFEDD, 2 v~ —HHITBIT SRR
HORKEEZDTELLT () BARICTCY vy 747 I—T 0 7 &BEL, Gi) 7k
1



AV a— )V R OREEZZZ L, (i) 2 ¥ or~—ICRENETE (FIE) . K0T v 7ORE
FiEELA Lz, 7o 78 HIMBAD A TR OHWE M ORI DT DWW TE, 2 v or~—IC
BT HHATIER s EOFT — X INEEIT- T,

'

In this research program, we aim to investigate the viral genetic basis of recent epidemics
for severe dengue disease manifestations in Myanmar by using next generation sequencing and
determine factors that are involved in disease severity. During this fiscal year, (1) we developed
and improved next generation sequencing techniques to determine the viral genetic
determinants that are involved in severe dengue. We also devised plans to collect patient
samples in Myanmar during the dengue season from June to August, 2018. Additionally, (2,i)
we organized a kickoff meeting, (ii) developed sampling period and research plans, (iii) shared
sampling procedures and research protocols with our research collaborators. We also analyzed
the dengue and severe dengue situation in Myanmar by performing virological analyses on

recent dengue serotype epidemiologic trends in Myanmar.
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