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Supplementary Tables

Table 1 — Physicochemical parameters of EV - 71 2AP™ analyzed
by Protparam server

Molecular Weight 242657.25 Da
Pi 6.37
Half Life

1. in mammalian reticulocytes 30 hours

2. Yeast >20 hours
2.E.coli >10 hours
Instability index 37.42
Aliphatic index 83.16 %
Hydrophobicity grand average -0.199

Table 2 — Physicochemical parameters vaccine construct
analysed by Protparam server

Molecular Weight 5937 Da
pl 8.52
Half Life

1. in mammalian reticulocytes 1 hour
2. Yeast 30 min
2. E.coli >10 hours
Instability index 18.86
Aliphatic index 68.39%

Hydrophobicity grand average -0.37
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Supplementary Figures

GOR4 :
Alpha helix {(Hh) : 628 iz 28.64%
31p helix (Gg) : e is ©.00%
Pi helix (1i) : @ is ©9.00%
Beta bridge (8b) : 8 is 0.00%
Extended strand (Ee) : 455 is 208.75%
Beta turn {Tt) : @ iz 0.00%
Bend region (ss) : @ is  ©.00%
Random coil {(Cc) @ 1118 is 50.62%
Ambiguous states (?) : @ is ©9.00%
Other states : @ is 0.00%
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Fig. 1 — Secondary Structure of 2A polyprotein EV-71 using GOR IV server.



BHATIA & KAUR: TARGETING 2A PROTEASES FOR HFMD INTERVENTIONS iii

sl

NETRGEETTSIIET Undoefined

Date

Aligreac

Tornniote

OO0 nfo

Pota testing - Please coneact Lavwisooe Kelley with problems/sugaestions

ek ane of the Quality or Function tebs Daelow and prass an analysis Dutton.
A Driel oxplanetion of tHhe anelby sl will apisear Hsiw.

Analyses Resldue: MET 1

m Sequenace profile -
uaiity Funotion 5] PALtatione O

| ProG2 quaiity assessiment
["Cinanes |

| Rotarmers

| Ramesohandian analysis

| AngrTee confernoe

| Demorder

Take JMol anaspahot Bhow All analyses hde AN anatyses Clownr Seteation | Hover

TS b e ...

n‘ FMOVETORGBGEMENENSATEGE T 1 NY 7T 7T 1 NY YKDE Y A AT AGKOSLEKOQODS D K F A

Floase oite; The Proged wets portal For peotsin rmsocdeling, predctsam and anelysis
Koy LA af o Mature Prosoeons 10, B45-868 (10 8o MG Lation ekl
For ol o of Bangle Anrving Acad Varient
(SBAY) Phanotype Unnmg Notwork Features
Yates of ol 7 Mol ol A26¢14): 2692-270V (201 4¥ospedEuiffect Servel

Fig. 2 — Tertiary structure prediction of 2A polyprotein EV-71 using Phyre tool.
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Fig. 3— Secondary structure prediction of vaccine construct by using PSIPRED tool.
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Fig. 4 — Tertiary structure prediction of vaccine construct by Phyreserver.



