n | Start Position Sequence End Position
1 4 PDPSKYAAEVSTLL 17
2 26 PYNKLLP 32
3 39 LITGCVATATAQVLNYFKYPVRG 61
4 63 GSHTVHYPA 71
5 105 EANAVATLMLHCGWVAS 120
6 134 YMTDCAAGLRT 144
7 174 KGHPLIYGGVSP 185
8 192 AGHAFVID 199
9 203 KAGLVSV 209
10 217 VDGYYKIDL 225
1 240 MVRGVYG 246

Contact Pedro Reche
Last Update: 18 August 2022

Figure S1: Antigenic Peptides determinants.
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Figure S2. Prediction of Allergenicity.



VaxiJen RESULTS

Model selected: bacteria

Threshold for this model: 0.4

'Your Sequence:

VIKPDPSEYARFEVSTLLTTTWEOOMPYNETLL
PETEREGELITGCVATATAOVLNYFEYPVRGT
GSHTVHYPANDPSGTATSADEFGNTTY DWANM
EDNYSGNYTEAEANAVATILMLHCGVASEMOY
GGPNEGSGAYMTDCAAGT.RTYFGFTDAEYTT
RANYTDEOWMDIVESELTEGHPLIYGEVSPG
SMGODAGHAFVIDGYNEAGTLVSVNWGWNGDV
DEYYRIDLILNPGNMY SFTAEQDMVEGVYGEP
LED

(Ovverall Prediction for the Protective Antigen = 0.4690 [ Probable ANTIGEN ).

Figure S3. Antigenicity Prediction.



Cluster

Membbers

Representative

vVweighted

Score

o 99 Center -596 9
Lowest Enaergy 6551 2
1 74 Center -566. 8
Lowest Energy e e
2 57 Center -580.6
Lowest Enaergyw 517 .8
3 56 Center 623 1
Lowest Energy —-S551 .1
<4 52 Center 542 0
Lowest Enaergyw 6539 .3
5 46 Center -B832 9
Lowest Energy B32.9
S 46 Center —592 .0
Lowest Energy -5611._0
4 35 Center 6126
Lowest Energy B512 6
8 32 Center 542 5
Lowest Energy G T
4 31 Center 622 1
Lowest Energy 522 1
10 31 Center -594 8
Lowest Energy -D294 8

Figure S4: Binding energy of the Predicted vaccine structure with C3.
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Figure S5: Molecular dynamic simulation analysis.



Table S1: CTL epitopes for N protein (NetCTL1.2).

S. No Peptide
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