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Figure S1. Classification of HPV viral types based upon severity.



™
<
AAY31650.1 L2 Human papillomavirus type 16

=)
o
]
5
8
=
=
-4
=
=
3
E
o
&
g
3
& 2 K
o %,
& S
o
g
I
Z
= |
E]
]
2
2
=
=3
=
3
=
=2
H
=
2
g
=

Figure S2. Phylogenetic relationship between the studied protein.
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pre.s CCCCCHHHHHHHHHHCCHHHHHHHHHHHHHHHCCCCCCCCHHHHHCCCCC
A MAKLSTDELLDAFKEMTLLELSDFVKKFEETFEVTAAAPVAVAAAGAAPA

10 20 30 40 50

)
LR

res CHHHHHHHHHCEEEEEEECCCHHHHHHHHHHHHHCCCCCHHHHHHHHCCC
Mm GAAVEAAEEQSEFDVI LEAAGDKKI GVI KVVREI VSGLGLKEAKDLVDGA

60 70 80 920 10
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peds CHHHHCCCCHHHHHHHHHHHHHCCCEEEEEHHHHHHHCCCCCCCCHHHHC
m PKPLLEKVAKEAADEAKAKLEAAGATVTVKEAAAKLTHYENDSTDLRDHI

110 120 130 140 15

-]

carn == T (.
ped CHHHHHHHHHCCCCCCCCCCCCCCCHHHCCCCCCCCCCCCHHHCCCCcCcCC

M DFKHVSKAEKYSKPRSEPDTGNPCHTTKLLHRDSVDSAPI LTAFNSSHKG

160 170 180 190 20

S

Cart —_—
ped CCCCCCCCCCCCCCCEEEEECCEEEEEEEEEEEEEEEEEECCCCEEEEEE
A RI NCNSNCPGPGGQVDYYGLYGQVDYYGLYYKSAI VTLTYNTTPI VHLKAQ

210 220 230 240 250

corr IR R

r~« EEECCCCCEECHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCHHHHHHH
M VI LCPTSVTAVSSTWHWTLKCLRYRFKTLQDVSLEVWTLQDVSLEVAAYA

260 270 280 290 300
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pe¢s HHHHHHHCCCCCCccccccCHHCCHHHHHHHHHHHHHHHHHCCCCCCCCH
m I YYKAREMGFKHI NAPI LTAFNSSHKGRI CAI YYKAREMGFKHI EKWTLQ

310 320 330 340 350

|

ped HHCHHHHHHCCCCCC
Mm DVSLEVYLTHHHHHH

360 370 380 390 400

°

Legend:

Strand Conf: -__ _-ommli+ Confidence of prediction
I Helix Cart: 3-state assignment cartoon
— Coil Pred: 3-state prediction

AA: Target Sequence

Figure S3. Predicted secondary structure of the chimeric vaccine construct
representing strand (yellow), helix (magentas), and coil (gray) colour
respectively.
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Figure S4. (A) Protein solubility profile of the recombinant vaccine. (B) in
addition to its deviation, charge and fold propensity.
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Figure S5. Cloned vaccine in the pET-28a plasmid. The vaccine sequence is

shown in green.



