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FIG. 3

GFP_guides design (746 bp)
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FIG. 4

3D protein_guides design {13595 bp)
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FIG. 4 continued
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FIG. 5

AAV serotype biopanning in RD cells
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FIG. 8

in-vitro EV71 inhibition assay
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FIG. 9
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FIG. 10
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FIG. 10 continued

77

8,118

8,

CONSERSUS sequence Untitled

aligned seguence

4
3

6,

&, 118

5,188

1.sag)

=1 {Strais R~

&

I-308e.

ERIHERS

o

LER R

-
Nl

& {E

ENDG1 - 208

g
foat

aligned ssguance EVWTI-SHENZH

&,118

§, 188

129

&1

P

o

caind

WA S
Fi-%%

{HEYa

3
i

sligned segquence FEWATT-Straind}

aligned Seauﬁﬁ

ig

&, 118
sligned seguence FEVWTI-NIse:

B 128

aligned seguence 3D groted



WO 2021/188058 PCT/SG2021/050155

13/23

FIG. 10 Continued
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FIG. 11 continued
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FIG. 12 continued
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