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tructural protein Sequence Conservancy Vaxijen Score

NS3 El LVLNPSVAA 100% 0.5
E2 VLNPSVAAT 100% 0.66
NS4a E3 VLVGGVLAA 100% 0.43
E4 AIIPDREVL 100% 0.58
NS4b E5 GVAGALVAF 100% 0.48
E6 RVTAILSSL 100% 0.49
NS5a E7 GLGWAGWLL 83.6% 0.86
E8 YVGGVEHRL 83.60% 116
E9 ALSTGLLHL 100% 0.77
E10 GLWSFSLLL 99.6% 06
Ell SMMAFSAAL 83.6% 0.45
E12 FVVSGLVGA 96.8% 08
E13 GILSPGALV 83.6% 0.43
El4 KVSARLLTL 97.2% 0.61
El5 FQYSPAQRV 99.6% 0.43
El6 GIVAPTMLV 97.2% 0.51
E17 YLFNWAVKT 95.6% 0.68
E18 LLLFVGVGL 88% 1.23
E19 FVGVGLFLL 88% 0.95
NS5b E20 SLLRHHNLV 100% 05
E21 VTFDRLQVL 99.6% 0.53
E22 | VLDSHYQDV 98.4% 0.81
E23 KVKANLLSV 100% 0.83
E24 KAVAHINSV 97.6% 0.64
E25 IMFAPTLWA 100% 0.71
E26 YLENWAVRT 100% 0.69
E27 LLLAAGVGI 100% 0.83

E1-E27 are the epitope codes given along with their sequence.
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203211
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7084

8296
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143-157
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321335

330344

336-350

343357

3145
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Epitope sequence

KLGVGIASV
KLNDSQAPK
KADAQQNKF
DPSQSANLL
KLNESQAPK
KLNDAQAPK

KLADKNMIK

SGGVTPAANAAQHDE

DDPSQSANVLGEAQK

AQKLNDSQAPKADAQ

KADAQQNKFNKDQQS

AKKLNESQAPKADNK

AKKLNDAQAPKADNK

GNGVHVVKPGDTVND
GDTVNDIAKANGTTA
IAKANGTTADKIAAD

TADKIAADNKLADKN

Interacting HLA alleles

HLA Class | epitopes
HLA-A*02:01, HLA-A*02:03, HLA-A*02:06
HLA-A*03:01, HLA-A*11:01, HLA-A*30:01,

HLA-A*01:01, HLA-B*58:01

HLA-B*35:01, HLA-B*51:01, HLA-B*53:01,
HLA-A*03:01, HLA-A*11:01, HLA-A*30.01
HLA-A*03:01, HLA-A*11:01, HLA-A*30:01
HLA-A"0301, HLA-A*1 101, HLA-A"3001

HLA Class Il epitopes

HLA-DRB1*04:01, HLA-DRB1*04:05, HLA-DRB1"08:02, HLA-DRB1*09:01, HLA-DRB1*11:01, HLA-DRBI*1501,
HLA-DRB3*02:02, HLA-DRB4*01:01, HLA-DQAI1*05:01/DQB103:01, HLA-DQAI*05:01/DQB1*02:01, HLA-DQAI*04:01/DQB1"04:02,
HLA-DQA1"03:01/DQB1*03:02, HLA-DQA1*01:02/DQB1*06:02,

HLA-DQA1"01:02/DQB1*06:02, HLA-DQA1*03:01/DQB1°03:02

HLA-DRBI*01:01, HLA-DRB1*0:

1, HLA-DRBI*07:01, HLA-DRB1*09:01, HLA-DRB3"02:02, HLA-DQA101:02/DQB1"06:02,
HLA-DQA1"05:01/DQB1*03:01,

HLA-DPA1*01:03/DPB1°0

1, HLA-DPA1*02:01/DPBI*01:01

HLA-DRBI*01:01, HLA-DRBI*04:01, HLA-DRBI"07:01, HLA-DRB1"09:01, HLA-DRB1*13:02, HLA-DRB3"02:02
HLA-DRB4*01:01, HLA-DQA1"01:02/DQB1*06:02, HLA-DQAI"04:01/DQB1*04:02, HLA-DQA1"05:01/DQBI*03:01

HLA-DRBI*01:01, HLA-DRBI*0401, HLA-DRB1*08:02, HLA-DRBI“09:01, HLA-DRBI*15:01, HLA-DRB3"02:02
HLA-DRB4°01:01, HLA-DRBS*01:01, HLA-DQA1"01:01/DQBI1*05:01, HLA-DQA1"01:02/DQB1°06:02,
HLA-DQA1"03:01/DQBI03:02, HLA-DQA1"04:01/DQB104:02, HLA-DQA1*05:01/DQB1°02:01, HLA-DQA1*05:01/DQB1°03:01

HLA-DRB401:01, HLA-DQA1*04:01/DQB1*04:02, HLA-DQA1%05:01/DQB1*03:01

HL/

DRBI*08:02, HLA-DRBI*11:01, HLA-DQA1*01:02/DQBI*06:02
HLA-DRBI*07:01, HLA-DQA1*01:02/DQB1*06:02, HLA-DQA1*03:01/DQB1+03:02, HLA-DQA1%05:01/DQB1*02:01, HLA-DQA1*05:01/DQB1*03:01

HLA-DRB1°03:01, HLA-DRB1"0401, HLA-DRB1"04:05, HLA-DRBI*08:02, HLA-DRB1*11:01, HLA-DRBI*13:02,
HLA-DRB3*01:01, HLA-DRB302:02, HLA-DRB4"01:01HLA-DPA102:01/DPB1*01:01, HLA-DPA1"02:01/DPB1°05:01,
HLA-DPA1"03:01/DPB1*04:02, HLA-DQA1"01:01/DQB1*05:01, HLA-DQA1"04:01/DQB1*04:02, HLA-DQA1*05:01/DQBI1*02:01

B Cell epitopes
TPAANAAQHDEAQQN
KDDPSQSANVLGEAQKLNDSQAPK

KKLNDAQAPKADNKFNKEQQNAFYEILHLPNLTEEQRNGFIQSLKDDPSVSKEILAEAKKLNDAQAP
KEEDNNKPGKEDNNKPGKEDGNKPGKEDNKKPGKEDGNKPGKEDGNKPGKEDGNGV

Their location, sequence, promiscuousity and antigenicity are depicted.
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So Sum of Squares Degrees of Freedom (df) Mean Square F-Value p-Val
Model 240.15 7 3431 318 0.0427
X, (Glucose) 28.44 1 28.44 365 0.0619
X, (Glycine Max) 22.28 1 2228 2.86 0.0915
X; (CaCO;) 252 1 252 032 05776
X x Xa 15.68 1 1568 201 [ 0.1687
X xXs 337 1 337 043 05268
X2 106.45 1 106.45 13.66 0.002
X3 92.16 1 92.16 1183 0.0033
Xs? 27.25 1 27.25 35 0.0678
Residual 140.89 18 7.83

Lack of Fit 85.43 1 11 | 7.77 l 099 0.5456

Pure Error 55.46 7 7.92
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Coefficient

Variables Estimate Standard Error VIP Score
Glucose (X;) 3.08 0.79 39 ‘ 0.0015 1.92
[ Glycine max (X,) 26 0.75 347 0.0028 1.85
‘ CaCO; (Xs) 0.89 ‘ 0.64 139 ‘ 0.179 1.05
‘ X x X, 25 0.98 255 0.0237
‘ X x Xy -0.75 091 -0.82 04258 —
‘ X2 -5.15 123 419 0.0008 —
X! -48 0 117 -4.1 | 0.0009 =
X3? -2.33 0.88 -2.65 0.0186






