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Figure S1. Phylogenetic and tMRCA analysis of DENV-1. Maximum clade credibility (MCC) tree of DENV-
1 constructed using the Bayesian Markov Chain Monte Carlo (MCMC) method implemented in the BEAST
package v1.7.4 (ref). The analysis included 89 E gene sequences selected to cover all possible viral genetic
diversity observed during the study period (highlighted in red) and 126 sequences obtained from GenBank
database. The x-axis represents the time unit (year) and the posterior probability values > 0.8 are indicated on
respective branches. The tMRCA values are shown in italics for major clade only. D1=DENV-1; GI=genotype

I; GII=genotype II; GIII=genotype III.
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Figure S2. Phylogenetic and tMRCA analysis of DENV-2. Maximum clade credibility (MCC) tree of DENV-
2 constructed using the Bayesian Markov Chain Monte Carlo (MCMC) method implemented in the BEAST
package v1.7.4 (ref). The analysis included 55 E gene sequences selected to cover all possible viral genetic
diversity observed during the study period (highlighted in red) and 77 sequences obtained from GenBank
database. The x-axis represents the time unit (year) and the posterior probability values > 0.8 are indicated on
respective branches. The tMRCA values are shown in italics for major clade only. D2=DENV-2.
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Figure S3. Phylogenetic and tMRCA analysis of DENV-3. Maximum clade credibility (MCC) tree of DENV-
3 constructed using the Bayesian Markov Chain Monte Carlo (MCMC) method implemented in the BEAST
package v1.7.4 (ref). The analysis included 106 E gene sequences selected to cover all possible viral genetic
diversity observed during the study period (highlighted in red) and 69 sequences obtained from GenBank
database. The x-axis represents the time unit (year) and the posterior probability values > 0.8 are indicated on
respective branches. The tMRCA values are shown in italics for major clade only. D3=DENV-3; GI=Genotype
I; GII=Genotype II; GIII=Genotype III.



PHL/5483_CALABARZON_2016
PHL/2245_CagayanValley_2015
PHL/3607_ZamboangaPeninsula_2016
PHL/2195_llocosRegion_2015
— PHL/3446_CAR_2015
PHL/2156_CentralLuzon_2016
PHL/2941_CAR_2016
1oy PHL/3543_CAR_2016
Lol PHL/2109_CAR_2016
PHL/1945_CAR_2016 -
PHL/4285_CALABARZON_2015 D4GII (CIade a)
1o~ PHL/4667_WesternVisayas_2016 2010
1op~ PHL/0097_NCR_2017 .
PHL/0537_NCR_2017 (95% HPD: 2007-2012)
1.0 PHL/0931_CAR_2016
Le .{ F PHL/3961_CAR_2015
PHL/6005_CARAGA_2015
10y KU509298_ttaly_2015
Lo '_-"dKU509297_Philippines_2015
PHL/4429_NCR_2016 -
o PHL/0603_MIMAROPA_2016
KP294214_China_2012
PHL/2292_WesternVisayas_2016
" KX224303_Singapore_2013
1or PHL/5100_MIMAROPA_2016 I

w[ L PHL/5542_CARAGA 2016 L
o) PHL/5988_CARAGA_2015 DA4GII (clade b)
PHL/4745_ZamboangaPeninsula_2016 _J 2013
KX147336_Thailand_2014 )
" EU448458_Philippines_2004 (95% HPD: 2011-2015)
= GQ398256_Singapore_2005

PHL/0408_Soccsksargen_2017

I LC PHLA054_Soccsksargen_2017 } DA4GII (clade ¢)
PHL/3971_CARAGA_2016 2014

Lo KT749996_Australia_2011

KU529755_Indonesia_2014 (95% HPD: 2011-201 6)

16229_Singapore_2015

KY921909_Singapore_2016

KM216740_Indonesia_2010

KY851683_Malaysia_2012

KT204459_Indonesia_2012

JQ650078_NewCaledonia_2008

KC762698 _| ia_2008

AY618937_Thailand_2000

FM986674_Malaysia_2002

EU448461_Indonesia_2004

AJ428556_Malaysia_2001

JN575585_EastTimor_2000

U18428_Indonesia_1973
EF436279_China_1978

DQ390321_Martinique_2004
KT276273_Haiti_2014
KU509301_Brazil_2013
FJ639738_Venezuela_1998
JF804055_Mexico_2006
JF804054_Ecuador_1999
KM190936_Thailand_2006

AY152857_PuertoRico_1985
KX646390_| ia_2009

Lo

GII ,

U18430_Indonesia_1977
AY762085_Singapore_1995

ia_1982

JX556938_Vi _2011

KF955521_Thailand_2006

L JN832500_Fr

AY550909_SriLanka_1978
2006

JF967792_Myanmar_2010
KX224312_Singapore_2014
AY618984_Thailand_1999

E

Lo _2011

I A
10 b KP792536_Singapore_2004
e AY618958_Thailand_1984
U18441_Thailand_1978
KT239366_Pakistan_2014

10
10
40211_Singapore_2017

10
22 KF041260_Pakistan_2009

U18437_SriLanka_1978

E Lo KT749991_Philippines_2005
" L] KY851730_Philippines_2012
GI " - JF804056_Micronesia_1995
. - U18435_Philippines_1984

Lo~ KR011349_Philippines_1956
KJ415093_China_2013

AY786200_Vietnam_1990
GIII___.o/— AY618981_Thailand_1998

r_'“’l ——— AY618940_Thailand_2001
1 U18440_Thail _1963
JQ686064_India_1962

200
T L— T T L

T T T T ™

T T T LI T T T
1905 1910 1915 1920 1925 1900 1935 1940 1945 1950 1955 1980 1985 1970 1975 1980 1985 1990 1995 2000 2005 2010 2015 200

Figure S4. Phylogenetic and tMRCA analysis of DENV-4. Maximum clade credibility (MCC) tree of DENV-
4 constructed using the Bayesian Markov Chain Monte Carlo (MCMC) method implemented in the BEAST
package v1.7.4 (ref). The analysis included 27 E gene sequences selected to cover all possible viral genetic
diversity observed during the study period (highlighted in red) and 62 sequences obtained from GenBank
database. The x-axis represents the time unit (year) and the posterior probability values > 0.8 are indicated on
respective branches. The tMRCA values are shown in italics for major clade only. D4=DENV-4; GI=Genotype

I; GII=Genotype II; GIII=Genotype III.



