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Table S1. Mutations in the genomes of the Syzran isolates

. . Genome(s) of . . GenonTe(s) of
Genome | Nucleotide (amino . Genome Nucleotide (amino Syzran isolates
region acid) mutation Syzr:an 1solate‘s region acid) mutation harboring
harboring mutation mutation
Gis—A all C9s—U (Te—I)* all
Cizz—U C-2 U2s0—C P-2
Gi—A all but C-3 Ax0—G all
Gigo—C P-2 Casi—U all
Cass—U C-2 Ca637—U (Ass—V) all
5 UTR Gaos—A all Az3s—G C-2
Usn—C* all Uze03—A (S73—T) all
Usso—C all VP A2760—G (Tos—A) all
Usz—C all U2790—C (M10s—T) all
Ges—G/A C3 Gaoso—A all
Urs—C C3 Gaors— A all
Urzs—C C3 As333—G (N2ss—D)** all
VP4 Amn—G all Gssss— A (D2so—N)** all
Avss—G C3 Ussre—C P-1 and P-2
Ciozs—U (A2—V) P-1 and P-2 Cas2—U (Ta—1) all
Cioss—U C-2 Gasro— A (Res—K) C-2
Ui26—C C-3 2A Gaere—U all
Cua—U C3 Us715—C C-2
An—G all Us7s—C all but C-3
Giao—A all Usszs—C all
N A1s0—U (Ni1es—I)** C-1 b Guoss— A all
Guo—A (Aiss—T)*™* all Guo—A all
Uiu46—C (Vies— A)** all Asnr—C all
Gur—A all Aun—G (Twr—A) all
Uiss0—C all Ase12—U C3
Usss—C all Gaszo—A all
Uison—C P-1 and P-2 Use6s—C all
Uis92—C (L21s5—M) all Awn—G P-1 and P-2
Cis96—U (A216—V) C-3 2C Con—U C-2
Ciros—U all but C-3 Carse—U pP-2
Gisor—A C-2 Ussa0—C all
Uisss—C C-2 A —G all
Ci99s—U (Sro—L)** C-2 Guses— A (G252—S) all
VEs U2034—C (Fo1—>S5)* all but C-3 Augn—G (E253—G) all
U2299—C all but C-3 Ca917—U (T2es—M) all
Uzss0—A (Fii3—Y) C-3 Usoss—C P-1 and P-2
U213—C all

*Adaptive mutations
**Mutations in the antigenic sites




Genome(s) of

Genome(s) of

Genome Nucleotide (amino Syzran isolates Genome | Nucleotide (amino acid) [ Syzran isolates
region acid) mutation harboring region mutation harboring
mutation mutation
Csiie—U C-3 Gooss— A (Var—I) all
As119-G P-1 and P-2 Ac100—G all
3A Gsus—U (R15—S) all Ueis57—C all but C-3
As155—G P-1 and P-2 Ueas—C all
Cszs7—U (Hss—Y) C3 Ce266—C/U C3
As65—G C-2 Ge3oa—C all
Cszse—U all Cezzr—U C-2
3P Uszos—C all Uszes—U/C C-3
Gsas—A all Ae190—G all
Css4—U all Ussso—C all
Asser—G (lar—V) all Uese2—C all
Csser—U C-2 3D Cesso—U all
3C Cse2—A (Dss—E) all but C-3 Ceso—U C-2
Cse77—U all Acess—G C-2
Usssz—C (Iizs—T) all Acscss—A/G C-3
Csssa—U all Cereo—U all
Uss77—C all
Ae1s—A/G (Ksiu—K/R) C-3
Usgzs—C all
Urna—C all
A7nn—A/G C-3
A7nn—A/U C-1
Urze0—C C-2

*Adaptive mutations

**Mutations in the antigenic sites




Table S2. Mutations* in the genomes of Syzran isolates found in other vaccine-related polioviruses type 3.

Genome(s) of

Previous report (s) of

Genome Nu-cleotlc.le .Syzran Known or assumed biological same mutation in
) (amino acid) isolates . . .
region . . relevance of mutation Sabin-3-derived

mutation harboring .
mutation virases
Gi—A all but C-3 Stabilization of domain II structure 1,2
Gaos—A all Stabilization of domain IV structure 1-4
5-UTR Uss0—C all Stabilization of domain V structure 1,2
Uso—C all - 1,5
Urzs—C C-3 - 1
VP4 Amn—G all - 4
Aves—G C-3 - 2
Cis—U (A29—V) pP-1, P-2 - 6
VP2 Gizoo—A all - 2
Gue—A (Ais—T) all Region of antigenic site 2 1, 7%, 8
U1a46—C (Vies—A) all Antigenic site 2 1,7
U159>—C (L215—M) all - 1
Ciros—U all but C-3 - 1
VD3 Cigs—U (Sv—L) C-2 Antigenic site 4 9
U2299—C all but C-3 - 1,2
U213—C all - 5
Cas7—U (Asi—V) all - 1,2,4,59,10
VP1 Uz790—C (Mi10s—T) all Interaction with poliovirus receptor 1,2,3,5,7,9,10
As33s—G (N2gs—D) all Antigenic site 3 1,2,9
Gssu— A (D290—N) all Antigenic site 3 1
2A Gaere—U all - 1
Us77s—C all but C-3 — 2
°C Aup—G (Tww—A) all - 1
Cao17—U (T26s—M) all - 4,9
3C Usszz—C (Iiss—T) all Stabilization of ciRNA structure 1,11

*Without three known adaptive mutations observed in most variants of Sabin-3.

*In this article only amino acid substitutions were listed.




%..

00 o
a9 o0
U::Gwa >A .z.
126“ 164 .'

domain Il

..' ﬁ e, L] [
(j.l Jﬁsas ::..'.0 C<_U4?%..=:§g.........
ey N -4 ] :. G
'::.} Cc %o :c% .'..o
%! 1 o°
%
' e bt
00 . oe®
== Oo:.. 0
6911 6958 ..a. ..:=
the first part of 2360 o000 s
3D-7000 element domains IV-V

®
30...{.}.. ?
s ‘a-‘: e ]
EE ...‘....
] %ees"®0S0000,
o0 L%
5809 ®5907

a fragment of Rnase L ciRNA

oo
’..333.'.'.‘;.

.'.:'.ou

C€ Uy o® ®

Figure S1. Nucleotide substitutions in the phylogenetically conserved RNA structural elements of the genomes of
the poliovirus isolates, in comparison with the Sabin-3 strain. The positions of changed nucleotides are marked in
red, and corresponding mutations are indicated; the nucleotides involved in the resulting base-pairing are also
shown. A. Domain II of 5’UTR. B. Domains IV-V of 5’UTR [12]. C. A fragment of Rnase L competitive inhibitor
element of viral RNA (ciRNA) [13]. D. The first conservative structural element of 3D-7000 [14].
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