Vil

Class |

329291358-Duck/China/2008

338856628

o
WO
lass|-307601279-Duck/China/2010

100

100

0 glassl-
- Cla

Class|-

R
70

Duck/Chj ® S - - i i
VII-371941847-Penguin/China/s98g  1© 712 % 5 10 Chicken/USA
VII-161110504-Chicken/China/2003 70 71 I

51
f 100 11-3386504-Chicken/USA
VI1-268043733-Goose/China/2008 71 asosd ChiskenUSA

B inal2 400 - .
v1|-363498057-Chlgkewgmglzggg e 11-301333029-Chicken/india/1987

ucl 0 1I-157,
Vll-374095584'Muscovy selChina/ " ”~1156274520/30Uth Korea
0225441-G00SE 2t 00% AQ®
Viia-11 icken/CN! 9 ®
\ TS
) 2 ™
. /\QQ & 8 ©
S
S

S - S
O 7 / Sg |
PN / <o |
N3 S g [P
o Q7 S/ T 8g 1°8
U " & L AT So, /B gl 8.
DN Fe® SGOE S P svese . =~ & Fa
E NIRRT NN
&p\f’ NP i G908 S OSLHIVIEE BSBEE <<
& SN T OSIITFTSISIT SRS nd
D NN XTI TSILS55SEEELE @
VS E SN Ty §E$ 585 8505565 £
y A " VPRI Segadsecee @
CESITIIT8E55058888 ¢
NS SIS 8EEL3888 9
RERNIN Iy 3 T
4 X SOPALRPEND - .
X OCFYSILPO5TJ03=2 9 2= .
FSITITFT LSRR 3 5% %332 %
Y ‘pr?o%’ggﬁgé‘é’%% c=9 Z%’Z ’1‘9 IX
SPEZEIREEE 22293 BLO %
SYLISTFRY 2=2RE ¢ /R
FLSFsLL 0oz =0 )
s I >>> P03 ©o B %
I £ o © LS
= P - \Jo
°» = L B
g 2z %

Vi



Supplementary figure 1. Molecular Phylogenetic anaylsis by Maximum Likelihood
method using the concatenated full coding sequences of all six structural proteins of
NDV-Belize- 3/08 among 149 NDV strains representative of different NDV
genotypes. The evolutionary history was inferred by using the Maximum Likelihood
method based on the General Time Reversible model (1). The tree with the highest log
likelihood (-278572.2698) is shown. The percentage of trees in which the associated taxa
clustered together in the bootstrap test is shown next to the branches (number of
replicates = 100). Initial tree(s) for the heuristic search were obtained automatically by
applying the Maximum Parsimony method. The tree is drawn to scale, with branch
lengths measured in the number of substitutions per site. The analysis involved 150
nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. All
positions containing gaps and missing data were eliminated. There were a total of 15022

positions in the final dataset. Evolutionary analyses were conducted in MEGAG6 (2).
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