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IN SILICO ANALYSIS OF COMMON MUTATIONS FOUND IN THE DENGUE VIRAL ...
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1. M29095-New Guinea
2. MI2902-New Guinea
3 LC4de669-Banglades|
4 LC4dOsT70-Danglades|
S LC430671-Danglades|
6 LC4d8672-Bangladeos|
7. LC4d8673-Danglades)
8 LCAdOOT4-Dangladen|
9. LC430675-Danglades|
10. MNJ2806 1 -Dangladel
11, JQISSO2I-ndia

12. KJO10 186 -Pakimtan
13 MW730833-Nepal
14 D44S4O - Myanmar
15, MI2938-Sr Lanka
16. MI2940-5r Lanka
17 AF400004-Malaynia
18 AJSSO0B00-Mataysia
19, AVB5803S.naoness
20. AVBSS8036-mndonesi
21. MI2934-ndonesia
22 D44AS4A2-Phisppines
23. UB7321-Thakana
24. UBTII9-Thaland
25 UB7380-Thakana
26, MI20941-Thasand
27. AFO22434-Thakana
20 MI29I2-Phappnes
29. EUO3IS73.Brunel
30. EUO31574-Brunet
31. MI2942.-Vietnam
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32 MI2049-Tawan
33. EUO81180-Singapord
34. EUSB7248-Vietnam
35. FJ639697-Cambodia
38. MHB27539-China
37. M20SS8-Jamaica
38 M32933-Mexico
39. M32935-Tonga
40. M32936-Puerto Rico
41. M32937-Jamaica
42 M3I2939-Burnika Fas)
43. M32971-Venezuela
44 M32943-Tahri
45. M32946-Colombia
46. M32952-Seychelieos
47. M3295S5-ivory Coast
48. M32957-Senegal
49. M32661-New Caledd
S0. M32969-Trinkdad
51. AYO037116-Australas)|
52 HMS82099-Fi
S3. AF100467-Peru
S4. GU1I31883-Brazxi
S5 AY702039-Cuba
S6. AB122022-Dominica
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Supplementary Fig. 1. (A). 240bp DEN-2 E/NS1 nucleotide sequences of different geographical regions of the world obtained from GenBank and aligned in
MEGAT11. (B). Common and random amino acid substitutions are shown in red marked blocks here in all the 56 DEN-2 E/NS1 junction amino acid sequences.
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BEU050895-Philippines [protatype]
HLC43EETE-Bangladesh
BLCAIEETT-Bangladesh
BAY496071-Bangladesh
BAY4968 T -Bangladesh
FAY4960T3-Bangladesh
EAY40ER Td-Bangladesh
FAY406875-Bangladesh
#AY4068 T8 -Bangladesh
BAY4060T6-Bangladesh
BAY4958 T7-Bangladesh
HPT644564-India
BRYTT0511=Indin
#RYDDOI36-3ri Lanka
BAP317645-Chinn
ARF020T04-Malay=ia
BAROI9TI-Malaysin
BRYT65104-31ngapore
#ET737430-Thadland
HAYETEI 53-Thad land
#006T3520- Indonesin
BOKAGDI53-Thailand
A946504-Thad land
BXYS8ER01-Thailand
FAYETI147-Brazil
EAY0903 1 T-Martinique
FEU4BI458-Vietnas

B30 68 629-Combodia
BATT44685-French_Polynesia
HPIBE2575-Mozanbicque
¥GU131954-Colonbia
FECLEE034-Nicarngua
HPTITI304-Venezuela
BEORERELE-Baint Lucia
EPI54T071-Puerto_Rico

FEUDS0895-Philippines [provotypel ATG

FLCA3EET6-Bangladesh
FLC43EETT-Bangladesh
ARY4968T1-Bangladesh
ARY4968TI-Bangladesh
ARY4960T2-Bangladesh
AAY4960T4-Bangladesh
AAY496075-Bangladesh
BATI960TE-Bangladesh
AAY4960T6-Bangladesh
FATAFERTT-Bangladesh
FPTE44564-Tndin
HBRYTI0511-Indin
HAY099336-5e1_Lanka
#API1T645-China
HAP0ZOTH4-Malaysia
HAPOZOTHS-Malaysia
ENYTE6104-Singapare
BRIT37430-Thailand
BAYET6353-Thailand
0675520~ Indonesia
HOR4E0353-Thailand
MD26004-Thatland
FRYS2EA01-Thailand
AAYETI14T-Brazil
SAY090337-Martinique
FEU482458-Vietnam
BG08E3629-Cambodia
FAYTA468 5-French_Polynesin
FRIERZST5-Mozambique
BeU131954-Colombia
ARA1EE0T4-Nicaragua
FRIIT3304-Venezuela
#0868 616-Tannt_Lucia

| #PI547071-Puerto Rico
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152

WEUDS0E25-Philippines (prototype)

HLC4366TE=Bangladesh
HLC4366T7=Rangladesh
HAY49EET1-Bangladesh
WAYASEETI-Bangladesh
WAY4SEETI-Bangladesh
WNAY4ATEET4-Bangladesh
HAY4ZEETS5-pangladesh
HAY4D 68 TE=Bangladesh
HAY4962TE-Bangladesh
HAY4968TT-Bangladesh
HFI6A4564—Indim
HAYTTO511-Indim
WMAY0D933I 6-5ri_Lanka
HMAF317645=China
HAFOZOTS4=-Malaysia
HAFDZOTS5-Malaysia
WAYTEE104-Singapore
WEFT737430-Thailand
WNAYETE3I53-Thailand
WDSET75520-Indonesia
HOK469353=Thailand
HMI94 698 §=Thailand
WEYSB6801-Thailand
WAYETI147-Brazil
NAYODFII3 7T-Mar cinique
NEU4E2 458 -Vie tnam
HWGQBEZE20-Cambodia
HAYT44685-French Polynesia
HEJBBZ575-Mozemb ique
#6U131954-Colombin
HHQLEE034-Nicaragua
HFPT373304-Venezuela
HGCOBE3616-5aint_Lucia
HEJ547071-Puerto_Rico
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13. AY770511-ndia

14, AY099336-Sri

15. AF317645-China
16. AF029794-Malaysia
17. AF029795-Malaysia

19. KI737430-Thaland
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25. AYE79147-Brazi
26. AY099337-Martini
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Supplementary Fig. 2. (A). DEN-3 E/NSI nucleotide sequences of different geographical regions of the world obtained from GenBank and aligned in MEGA11
are shown here. (B) Common and random amino acid substitutions are shown in red marked blocks here in all the 56 DEN-3 E/NS1 junction amino acid sequences.
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