
0.02

Nicaragua_MF434522_2016_08_29

Cambodia_JN860885_2010

French_Polynesia_KX447513_2013_12

Dominican_Republic_KY014300_2016_04_20

French_Polynesia_KX447509_2013_12

Central_African_Republic_KF268949_1_1980_08

Haiti_KY415988_2014_06_05

French_Polynesia_KJ776791_2013_11_28

Indonesia_KU179098_2014_12_30

Central_African_Republic_KF268948_1_1979_11

Panama_KX156774_2015_12_18

American_Samoa_exChina_KU866423_2016

French_Polynesia_KX447518_2013_12

Colombia_KU820897_2015_12

Haiti_KY415990_2014_06_02

Suriname_KU312312_2015_10_02

Uganda_MR766_AY632535_2_1947

Haiti_KU509998_2014_12_12

French_Polynesia_KX447511_2014_01

Thailand_Canada_KF993678_2013_02_19

Thailand_KX051560_2013_07_09

Micronesia_EU545988_2007_06_01

Mexico_KY606273_2016_06_30

Mexico_KY631493_2015_10_15

Cuba_MF159531_2017_04_19

Colombia_MF574572_2015_12

Puerto_Rico_KX601168_2015_12_01

French_Polynesia_KX447519_2013_11

VietNam_exJapan_LC219720_2016_11_22

Martinique_KU647676_2015_12

Thailand_KX051562_2015_01_16

French_Polynesia_KX447510_2013_12

India_MF173409_MF173410_MF173411_2016_11_14

Panama_KX156776_2015_12_18

Brazil_KX197192_2015

Thailand_MF692778_1_2016_10

Tonga_exAustralia_KX806557_2016_02

Thailand_KY272987_2016_08_30

Guatemala_KU501217_2015_11_01

Jamaica_KY785419_2016_06_13

French_Polynesia_KX447512_2013_12

Brazil_KU729217_2015

Guadeloupe_KX673530_2016_04_21

Brazil_KY272991_2016_02_12

French_Guiana_KU758877_2015_12

USA_KY325476_2016_10_11

Guatemala_KU501216_2015_12_01

Fiji_exJapan_LC191864_2016_04_21

French_Polynesia_KX447516_2014_01

Singapore_KY241691_2016_09_13

Haiti_USA_KX051563_2016_02_05

Peru_KY693678_2016_06_28

Peru_KY693679_2016_07_11

Cuba_MF438286_2017_02_12

USA_KY014323_2016_08_23

American_Samoa_exChina_KX185891_2016_02_17

Singapore_KX813683_2016_08_27

Thailand_KU681081_2014_07_19

French_Polynesia_KX447515_2013_11

French_Polynesia_KX447521_2014_02

Uganda_MR766_KU963573_1_1947_04_20

Thailand_exTaiwan_KY126351_2016_05

Malaysia_KX601167_1966_07_14

Venezuela_China_KU820898_2016_02_14

Thailand_KX694532_2013_02_12

Honduras_KY693676_2016_08_26

French_Polynesia_KX369547_2013_10_25

Uganda_MR766_NC_012532_1_1947

Honduras_KX694534_2015_01_06

Brazil_KY558999_2016_07_10

French_Polynesia_KX447517_2014_01

Thailand_KX051561_2013_09_21

Ecuador_KX879603_2016_04

Singapore_KX827309_2016_08_28

Ecuador_KX879604_2016_04

Brazil_KX520666_2015_08

Philippines_South_Korea_KY553111_2016_04

French_Polynesia_KX447520_2014_01

French_Polynesia_KX447514_2014_01

Philippines_KU681082_2012_05_09

Bangladesh_exChina_KY328290_2016_11_03

0.99

0.99

0

0.06

1

0.28

0

1

1

0.68

0

1

0.68

1

1

0.92

Supplementary figure S3 – Phylogenetic tree of Zika virus including African and Asian isolates 
based on the partial NS2b/NS3 genes (1393bp).
Phylogenetic tree computed using MrBayes with a dataset that included 5 African lineage ZIKV isolates as an 
outgroup in addition to 76 Asian lineage ZIKV sequences (eight partial Asian ZIKV sequences were removed 
due to missing data). Two parallel analyses with four MCMC chains were run for 5M MCMC generations using 
a GTR+I+G(4) model of nucleotide evolution, Dirichlet priors, sampling every 1000 generations, discarding the 
first 25 % as burn-in before computing a consensus tree. Numbers on branches indicate posterior probability 
support.


