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Figure S1: Graphical representation of the immunogenic epitopes. (A) B-turn

prediction; (B) Surface accessibility; (C) Flexibility; (D) Antigenicity.



Query= FVC2 (A)

Length=386

Query= FVC2
Length=386

Sequences producing significant alignments:

Score E
(Bits) Value

R T N ,Ssore E tr|B4DLN1|B4DLN1_HUMAN cDNA FLI6@124, highly similar to Mitecho... 53.9 2e-007
Sequences producing significant alignments: (Bits) Value sp| PS2815|RM12_HUMAN 385 ribosomal protein L12, mitochondrial 0... 49.3  1e-206
sp| 060244 |MED14_HUMAN Mediztor of RNA polymerase II transcripti... 33.5 0.62
, tr|H3BQK9|H3BQK9_HUMAN Microtubule-actin cross-linking factor 1... 33.1 0.82
drugbank_target|Pe32e@ Envelope glycoprotein GP350 (DBAGA32) 128 1e-B32 | er|H38PEL|HSBPEL_HUMAN Microtubule-sctin cross-linking factor 1... 33.1 .83
drughark target P68344 Envelope glycoproteln P340 (DB0BER2) L7 eds | BBl e Fe P e oneveno. oo 1. s o
T23459| VGP3_EBVP3 17 3e-032 ] tr|H38P71[H3BPTL HUMAN E3 ubiquitin protein ligase OS=Homo sapi... 30.4 4.9
T S my 23 | e e e 2t 5
drugbank_target|Q81C05 Heat shock protein 99 (0811638) 8.9 26 :r}ﬁigigiT:;;LQTAﬁﬁzxﬁvg_H:HaN il;trgm syndzomgsg;otﬁinil_(Frag--- zg-g ; g
drughank target|(24603 Glutamate carbowypeptidase 2 (D8G0089; ... 28.1 4.4 t:\AeazaswwAeiznémmiiui;; T;ani::iﬁfizn)activifzrségﬁ"éssiIﬁ 9.6 8.5
Tg?g?l‘ FQLHl-HU”AN 28‘1 4'4 tr‘\ABAZRSV732\AOA2R8Y752_HUHN‘I Tr‘anstr‘iption activator BRGL 0S=... 29.6 8.6
score £ (Q) SerilNo.  * Epitope Name Sequence Nethod Resut Sure (D)
Sequences producing significant alignments: (Bits)  Value 1 B [RLTPRRYS W ROSITIVE 031856075
- - - ! B VLQWASLAY S POSITIVE (1618077
5p/QI2AFBIRLT_SHIDS 505 ribosomal protein LT/L12 0S=Shigella dy... 228 5.00E-74
5p/Q31U11IRLT_SHIBS 508 ribosomal protein L7/L12 0S=Shigella bo... 228 5.00E-74 J B VARV W s L3
r[F11J52/F 1%152_ECOST 503 ribosomal protein L7IL12 0S=Escheric... 28 s.00e74] |4 B WASLALTL bl POITNE D1agted
spIPOATKSIRLT_SHIFL 505 ribosomal protein L7/L12 0S=Shigella fl. 228 5.00e-74] |5 £ WTFTSPRYT S NEGATIVE 80906108
spIPOATKSIRLT_SHIFL 508 ribosomal protein LT/L12 0S=Shigella fl... 228 5.00E-74
splABAKUOIRLT_CITKG 508 ribosomal protein L7/L12 0S=Citrobacter... 226 4.00E-73
SpIABTGNIIRLT_KLEPT 508 ribosomal protein L7/L12 0S=Klebsiella ... 226 6.00E-73
triD0ZQV3|D0ZQV3 SALT1 508 ribosomal protein L7/L12 0S=Salmanel... 224 3.00E-721

Figure 52: (A) Druggability blast of the vaccine candidate. (B) homology analysis of

the vaccine candidate with gut microbiota. (C) homology analysis of the vaccine

candidate with the human host. (D) IFN-gamma stimulation potential of the MHC-

II-restricted epitopes.
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Figure S3: (A) Ramachandran plot computed using the WHAT IF server illustrating

the most preferred region amino acids as +, and preferred region amino acids as x;

(B) Ramachandran plot computed using the Z-lab server showing green residues in

the most preferred regions, yellow in the preferred regions, and red in the

questionable regions.
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Figure S4: (A) NK cell population; (B) Macrophage (MA) cell population; (C)

Dendritic cell (DC) population; (D) Antigen and Immune complex stimulation.
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Figure S5: Danger signal and Cytokine stimulation.
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Figure S6: Molecular dynamics simulation of the docked complex. (A) MD
simulation in the initial mode; (B) MD simulation in the final mode. A slight
deformability is seen in the vaccine candidate with the green arrow showing
downward movement and the red arrow showing upward movement of the

residues; (C) deformability graph of the complex; (D) B-factor plot.
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Figure S7: (A) eigenvalue plot. (B) variance % plot. (C) the covariance map; (D) the

elastic network map of the docked complex
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Figure S8: Expression analysis of the vaccine construct. (A) optimized codons with
CAI 1.000 showing the maximum optimization; (B) CLUSTAL-W analysis showing
100% similarity between the pre-optimization (depicted as 1) and post-optimization

(depicted as 2) vaccine constructs; (C) the linear map of cloned plasmid.
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Figure S9: The history of insilico cloning.



