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E2 Domain A (aminoacids 16-132)

* 10 20 30 40 50 60 70
Asian_KP164572_BRPA_2014 1 PYLAHCPDCGEGHSCHSPVYALERIRNEATDGTLKIQVSLQIGI DWT KL RYMD] PADATS
= e 3 1 PYLAHCPDCGEGHSCHSPVALERIRNEATDGTLKIQVSLAlIGI DWTKLRYMDNHT P ADATS
ECSA_KY055011_BRSE_2016 1 PYLAHCPDCGEGHSCHSPYALERIRNEATDGTLKIQVYSLQIGI DWTKLRYMDN ADATE
10L_KJ796852_TH_2009 1 PYLAHCPDCGEGHSCHSP | ALERIRNEATDGTLKIQVSLQIGI DWTKLRYMDSHEPADATS
WA_HM045817_2005 *
80 90 100 110 120 130 140 150
Asian_KP164572_BRPA_2014 79 ERAGLFVRTSAPCT | TGTMGHF | LARCPKGETLTVGF TDGRK | SHSCTHPFHHDP| I LPCSTY 166
79 ERAGLFVYRTSAPCT | TGTMGHF | LTRCPKGETLTVGFTDSRK | SHSCTHPFHHDPBM | LBCcSTY 156
ECSA_KY055011_BRSE_2016
- sl = 79 ERAGLFVYRTSAPCTI| TGTMGHF | LARCPKGETLTVYGF TDSRK | SHSCTHPFHHDP)| L STY166
I0L_KJ796852_TH_2009 73 ERAGLLYRTSAPCMI TGTMGHF | LARCPKGETLTVGF TDSRK | SHTCTHPFHHEPEM | LBcsTv 156
WA_HM045817_2005
E2 Domain B ( aminoacids 173-230)
160 180 200 220 230
Asian_KP164572_BRPA_2014 457 aasTAATAER! TPORELMS GG VKI YKCNCGDSSEG KV INNCKVYDGCHAA) 234
ECSA KYOS5011 BRSE 2016 157 vasTaaliTg DTPORILMSQQSBNVK | 'YKCNCGGSNEGL| DKV INNCKVYDQCHAA 234
1OL KI796852 TH 2009 167 YQSTAATTE| TPOREIL MSQQSBN VK | ¥KCNCGGSNEG| DKV | NNCKYDQCHAA) 234
= S 157 VQSTAATAE DTPORMLMTQQSBNYK | VRYKCNCGGSNEGL KV INNCK | DQCHAA 234

WA_HM045817_2005
E2 Domain C (aminoacids 270-341)

¥ zs0’k Gk

2. 270 290 :mo*
Asian_KP164572_BRPA_2014 235 s GiEESEANTE 312
ECSA_KY055011_BRSE_2016 gg: 2 : : :::: ::\\:Ig g:g
10L_KJ796852_TH_2009 i - R e

WA_HM045817_2005

ok Sk820 330 340k 360 3‘50 370 3I30
Asian_KP164572_BRPA_2014 313 u HEM ! Ly yYELEP TMTAVVLSVASF | LLSMVGVAVGMEM 390
ECSA_KY055011_BRSE_2016 313 % HEW | LYYYELYPTMTVYVYVSVASFYLLSMYGYAYGMCM 390
10L KJ796852 TH 2009 313 L HE | ILYYYELYPTMTYVYVVSVATF | LLSMYGMAAGMCM 390
WA HM025817. 2005 313 HE Ll v EINIER T VvV | VSVASFVLLSMYGTAVGMCY 390
ADB 41 [s] 420

Asian_KP164572 BRPA_2014 391 ¢ ARRRG I TPYELTPGATVPFLLSL | GC IRTAKA 423

ECSA_KY055011_BRSE_2016 391 CARRRC I TPYELTPGATVPFLLSLICCIRTAKA 423

0L KJ796852 TH 2009 391 CARRRC I TPYELTPGATVYPFLLSL ICCIRTAKA 423

WA__HM04581_7_2305 391 CARRRC I TPYELTPGATVPFLLSLLCCVRTTKA 423
Supplementary Figure S1. Conformational epitopes prediction for Chikungunya virus
E2 Protein. Multiple alignment of E2 protein sequences corresponding to the four
genotypes with highlighted epitopes conformational prediction. On green epitopes are
conserved among all genotypes. Blue epitopes are common to more than one genotype.
On red single epitopes of each genotype; *- Amino acid changes in the regions predicted

as epitopes. *, ** CHIKV epitopes already identified and described.



E2 Domain A (aminoacids 16-132)

10 20 3 40 50 60 70
ASIAN_KP164572_BRPA_2014 \VYKATRPYLAHC HSPVALER IRNEATDGTLKIQVSLQIG KLRYMDNHMP ADA78
ECSA_C302F_BRSE_2016 VYKATRPYLAHC HSPVALER|RNEATDGTLKIQVSLQIG KLRYMDNHTPADA78
|OL KI796852 TH 2009 VYKATRPYLAHC HSPVALERIRNEATDGTLKIQVSLQIG KLRYMDNHMP ADA78
Wil HVDas817 SN 2008 VYKATRPYLAHC HSPIALER|RNEATDGTLKIQVSLQ G KLRYMDSHTPADAT78

*
80 90 100 110 * 120 130 140 160

ASIAN_KP164572_BRPA_2014 79 ERAGLFVRTSAPCT | TGTMGHF | LARCPKGETLTVGF HSCTHPFHHDPPV | GREKFHS LPCSTY156

ECSA_C302F_BRSE_2016 79 ERAGLFVRTSAPCT | TGTMGHF | LTRCPKGETLTVGF HSCTHPFHHDPPV | GREKFHS LPCSTY166

10L_KI795852_TH_2009 79 ERAGLFVRTSAPCT | TGTMGHF | LARCPKGETLTVGF HSCTHPFHHDPPV | GREKFHS LPCSTY156

WA_HMO04s817_sN_2005 79 ERAGLLVRTSAPCMI TGTMGHF | LARCPKGETLTVGF HTCTHPFHHEPPV | GRERFHS LPCSTY156

E2 Domain B ( aminoacids 173-230)

160 170 1805 190 200 skk 2t 2205 230

ASIAN_KP164572_BRPA_2014 157 AQ | EV]| S| VTNHKK 234
ECSA_C302F_BRSE_2016 167 V@ 1 EV] VTNHKK 234
10L_KJ795852_TH_2009 187 vVQ 1EV| VTNHKK234
WA_HMO045817_SN_2005 197 V@ 1EV VTNHKK 234

E2 Domain C (aminoacids 270-341)

240 250 260 280 290 300 310
ASIAN_KP161572_BRPA_2011 235 WQYNSPL FGDRKGKVH | PFPLANVTCRYV| 'YGKNQV I M PTLLSYRNMGEEPNYQEEWVT312
ECSA_C302F_BRSE_2016 235 WQYNSPL LGDRKGK | HI PFPLANVTCRYV] YGKNQY I M PTLLSYRNMGEEPNYQEEWVT312
10L_KJ796852_TH_2009 235 WQYNSPL LGDRQGKIHIPFPLANVTCRYV| YGKNQVIM PTLLSYRNMGEEPNYQEEWVM312
WA_HMO45817_SN_2005 236 WQYNSPL LGDRKGK | H | PFPLANVTCRV] YGKNQVTM PTLLSYRNMGQEPNYHEEWVT312
k%
320 330 : 360 kb kk seo k¥ k

ASIAN_KP164572_BRPA_2014 313 HKKE IRLTYPTEGL EVTWGNNEP YKY! ELYPTMT,

ECSA_C302F BRSE_2016 313 HKKEVVLTVPTEGL EVTWGNNEPYKY ELYPTMT

10L_KJ796852_TH_2009 313 HKKEVVLTVPTEGL EVTWGNNEPYKY ELYPTMT

WA_HM045817_SN_2005 313 HKKEVTLTVPTEGL EVTWGNNEPYKY! ELYPTMT

410 % % 4B

ASIAN_KP164572_BRPA_2014 3gq

423

ECSA_C302F_BRSE_2016 391 423
10L_KJ796852_TH_2009 391 423
WA_HMO045817_SN_2005 391 423

Supplementary Figure S2. Linear epitopes prediction for Chikungunya virus E2 Protein.
Multiple alignment of E2 protein sequences corresponding to the four genotypes with
highlighted epitopes linear prediction. On green epitopes are conserved among all
genotypes. Blue epitopes are common to more than one genotype. On red single epitopes
of each genotype; *- Amino acid changes in the regions predicted as epitopes. *, **
CHIKYV epitopes already identified and described.



- 0 l . 0 . 0 50 "
Asian KP164572 BRPA_2014 |PVMCLLANTTFPCSRPPCTPCCYEKEPEKTLRMLEDNVMSPGYYQLLOASLT
ECSA KY055011 BRSE 2016 |PVMCLLANTTFPCSQPPCTPCCYEREPEETLRMLEDNVMRPGYYQLLOASLT
10L KI796852 TH 2009 | PYMCLLANTTFPCSQOPPCTPCCYEKEPEETLRMLEDNVMRPGYYQLLOASLT
WA HM045817_2005 LPYLCLLANTTFPCSQPPCTPCCYEKEPESTLRMLEDNVMRPGYYQLLKASLT

¥ 10 . 20 ' 30 _ . 50 *
Asian_KP164572_BRPA_2014 CLLANTTFPCSRPPCTPCCYEKEPEKTLRMLED YYQLLOASLT
ECSA KY055011 BRSE 2016 CLLANTTFPCSOPPCTPCCYEREPEETLRMLED YYOLLOASLT
10L KI796852 TH 2009 CLLANTTFPCSOPPCTPCCYEKEPEETLRMLED YYOLLOASLT
WA HMO045817 2005 CLLANTTFPCSQPPCTPCCYEKEPESTLRMLED OLLKASLT

Supplementary Figure S3. Conformational and Linear epitopes prediction for
Chikungunya virus E3 Protein. Multiple alignment of E3 protein sequences
corresponding to the four genotypes with highlighted conformational (A) and linear (B)
epitopes predictions. Blue epitopes are common to more than one genotype. On red
single epitopes of each genotype; *- Amino acid changes in the regions predicted as
epitopes.



