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Supplementary Fig 1. (a) Transition mutation frequencies for the analysis of Dengue 1 with mean and
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell

represents the significance level; darker the shade, the more significant the results.
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cell represents the significance level; darker the shade, the more significant the results.



Influenza B HA

Mutation Frequency

Mutation Frequency

Influenza B HA
A->G T->C
10° 3 10° 3
10" 4 5100 4
E g E
] g ]
107 3 £ 10? e
= 5§ 7
2] l 3, ]
107 3 2 10° 3 I
0 0 ! T ! T
No CpG CpG No CpG CpG No CpG CpG No CpG CpG
Syn Syn NonSyn  NonSyn Syn Syn NonSyn  NonSyn
C->T G->A
10° 3 10°
. ]
107 5 210" o
& E
] E
g ]
10? 3 L0 4 2
1= § E|
] 3 bl
10° 4 2 10° 4 T
0 T T T T 0 T T T T
NoCpG  CpG  NoCpG  CpG NoCpG  CpG NoCpG  CpG
Syn Syn NonSyn  NonSyn Syn Syn NonSyn  NonSyn

Mutation Type

Mutation Type

Influenza B HA

Mutation Type Comparison P-Value
Syn: CpG v NonCpG <0.01

A—>QG NonSyn: CpG v NonCpG 0.0946
Syn v NonSyn <0.01
Syn: CpG v NonCpG <0.01
T—C NonSyn: CpG v NonCpG 0.162
Syn v NonSyn <0.01

Supplementary Fig 16. (a) Transition mutation frequencies for the analysis of Influenza B HA with mean
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represents the significance level; darker the shade, the more significant the results.




Mutation Frequency

Mutation Frequency

Influenza B NA

B
A e Influenza B NA e Influenza B NA
10° 3
N Mutation Type Comparison P-Value
g10" 4
s i
I x I £ o] I T Syn: CpG v NonCpG <0.01
3 k|
1| =7 A—>G NonSyn: CpG v NonCpG 0.0413
O T T T -T- 0 T T T ;
Mon G Nonom  Nenyn M om Nentyn Nowsyn Syn v NonSyn <0.01
C>T G->A Syn: CpG v NonCpG <0.01
10° 5
50 ] - T—C NonSyn: CpG v NonCpG 0.119
T AL - Syn v NonSyn <0.01
§ 10°
0 0
No CIpG C;IJG No CIpG C;;G No (IlpG C;;G No (IlpG Cp:G
Syn Syn NonSyn  NonSyn Syn Syn NonSyn  NonSyn
Mutation Type Mutation Type

Supplementary Fig 17. (a) Transition mutation frequencies for the analysis of Influenza B NA with mean
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell
represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 19. (a) Transition mutation frequencies for the analysis of Entero A VP2 Eva71 with
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value
cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 20. (a) Transition mutation frequencies for the analysis of Entero B VP1 Echovirus30
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the
P-value cell represents the significance level; darker the shade, the more significant the results.



Entero B Vp2 Echovirus30

A
Entero B VP2 Echovirus30
A->G T->C
10°
= - -

Mutation Frequency

Mutation Frequency
o 3 3 3
L d L

Entero B VP2 Echovirus30

T T T T
NoCpG  CpG NoCpG  CpG
Syn Syn NonSyn  NonSyn

C->T

T T
CpG  NoCpG
Syn NonSyn  NonSyn

G->A

Mutation Frequency
3 3
L
Mutation Frequency

Mutation Type Comparison P-Value
Syn: CpG v NonCpG <0.01
A—>QG NonSyn: CpG v NonCpG <0.01
Syn v NonSyn <0.01
Syn: CpG v NonCpG 0.128
T—C NonSyn: CpG v NonCpG 0.196
Syn v NonSyn <0.01

T T T T
No CpG CpG No CpG CpG
Syn Syn  NonSyn NonSyn

Mutation Type

T T
CpG No CpG
Syn NonSyn  NonSyn

Mutation Type
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with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the
P-value cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 22. (a) Transition mutation frequencies for the analysis of Entero C VP1 Polio2 with
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value
cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 23. (a) Transition mutation frequencies for the analysis of Entero C VP2 Polio2 with
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value
cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 24. (a) Transition mutation frequencies for the analysis of Entero D68 VP1 with mean
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell
represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 25. (a) Transition mutation frequencies for the analysis of Human Respiratory

Syncytial with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue

in the P-value cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 26. (a) Transition mutation frequencies for the analysis of Measles HH with mean
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell
represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 27. (a) Transition mutation frequencies for the analysis of Rhino B with mean
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value
cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 28. (a) Transition mutation frequencies for the analysis of Rhino C with mean and
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell
represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 29. (a) Transition mutation frequencies for the analysis of Rota A VP6 with mean and
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell represents
the significance level; darker the shade, the more significant the results.
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Supplementary Fig 30. (a) Transition mutation frequencies for the analysis of BK Polyoma VP1 with mean
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell
represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 31. (a) Transition mutation frequencies for the analysis of Human Boca VP1
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue

in the P-value cell represents the significance level; darker the shade, the more significant the

results.
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Supplementary Fig 32. (a) Transition mutation frequencies for the analysis of HBV A Polymerase with
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-

value cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 33. (a) Transition mutation frequencies for the analysis of HBV A S with mean
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value

cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 34. (a) Transition mutation frequencies for the analysis of HBV A Polymerase with
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 35. (a) Transition mutation frequencies for the analysis of HBV B PreC-Core with
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 36. (a) Transition mutation frequencies for the analysis of HBV C Polymerase with
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 37. (a) Transition mutation frequencies for the analysis of HBV C PreC-Core with
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results.



Mutation Frequency

Mutation Frequency

HBVCS

A->G T->C
10° § 10°
10" 4 810" 5
3 S
q Z
1 o
107 o L1075
g ik 3
] 5 ¥
10% 2 10° 3 I
0 owe 0 -
T T T T T T T T
No CpG CpG No CpG CpG No CpG CpG No CpG CpG
Syn Syn NonSyn  NonSyn Syn Syn NonSyn  NonSyn
C->T G->A
10° § 10°
=
107 o £10" 4
&
2 E
i 2 o7
10?4 L 10?4
o TR -
] k<t ]
10° o 2 10° 4
0 T T T T 0 T T T T
NoCpG  CpG NoCpG  CpG NoCpG  CpG NoCpG  CpG
Syn Syn  NonSyn NonSyn Syn Syn  NonSyn NonSyn
Mutation Type Mutation Type

° HBV CS

Mutation Type Comparison P-Value

Syn: CpG v NonCpG 0.646

A—>G NonSyn: CpG v NonCpG 0.153
Syn v NonSyn 0.0179

Syn: CpG v NonCpG 0.249

T—C NonSyn: CpG v NonCpG 0.213

Syn v NonSyn 0.82

Supplementary Fig 38. (a) Transition mutation frequencies for the analysis of HBV C S with mean
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 39. (a) Transition mutation frequencies for the analysis of Herpes 2 Glycoprotein G
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the
P-value cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 40. (a) Transition mutation frequencies for the analysis of Human Papilloma 16 L1
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the
P-value cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 41. (a) Transition mutation frequencies for the analysis of Parvo B19 NS1 with

mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-

value cell represents the significance level; darker the shade, the more significant the results.
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Supplementary Fig 42. (a) Transition mutation frequencies for the analysis of Parvo B19 VP1 with
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results.



A

Ancestral Dengue 1

Mutation Frequency

Mutation Frequency

Dengue 1 B
A>G T>C Dengue 1
10° 4 10° 3
107 o m— & g 10" 3 — Mutation Type Comparison P-Value
10? 4 % 107 4
3 - § E o= Syn: CpG v NonCpG <0.01
10° 4 I 2 10° 4 !
A—>G NonSyn: CpG v NonCpG <0.01
0 — 0 -—
T T T T T T T T
M On Nonoyn Newoyn Mon Sn Nondyn Nenoyn Syn v NonSyn <0.01
c->T G->A Syn: CpG v NonCpG <0.01
10° 10° 4
o ] ™= 2 10 _ - T—>C NonSyn: CpG v NonCpG 0.0107
107 4 £ 402 4 Syn v NonSyn <0.01
= £ = ’ ’
102 4 g 10° 4
0 T T T T 0 T T T T
No CpG CpG No CpG CpG No CpG CpG No CpG CpG
Syn Syn NonSyn  NonSyn Syn Syn NonSyn  NonSyn
Mutation Type Mutation Type

PAZMVSUTPK

0.007

Supplementary Fig. 43 (a) Transition mutation frequencies for the ancestral analysis of
Dengue 1 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 44 (a) Transition mutation frequencies for the ancestral analysis of
Dengue 2 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the

more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 45 (a) Transition mutation frequencies for the ancestral analysis of
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shade of the blue in the P-value cell represents the significance level; darker the shade, the

more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 46 (a) Transition mutation frequencies for the ancestral analysis of
Dengue 4 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 47 (a) Transition mutation frequencies for the ancestral analysis of HCV 1
A with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the
blue in the P-value cell represents the significance level; darker the shade, the more significant
the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 48(a) Transition mutation frequencies for the ancestral analysis of HCV 1 B
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the
blue in the P-value cell represents the significance level; darker the shade, the more significant
the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 49 (a) Transition mutation frequencies for the ancestral analysis of HIV Pol
gene with mean and standard error (black line). (b) Wilcoxon test results, where the shade of
the blue in the P-value cell represents the significance level; darker the shade, the more
significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 50 (a) Transition mutation frequencies for the ancestral analysis of Human
Parainfluenza 1 HN with mean and standard error (black line). (b) Wilcoxon test results, where
the shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 51 (a) Transition mutation frequencies for the ancestral analysis of
Human Parainfluenza 3 HN with mean and standard error (black line). (b) Wilcoxon test
results, where the shade of the blue in the P-value cell represents the significance level; darker
the shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 52 (a) Transition mutation frequencies for the ancestral analysis of Human
Parainfluenza 1 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 53 (a) Transition mutation frequencies for the ancestral analysis of Human
Parainfluenza 3 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 54 (a) Transition mutation frequencies for the ancestral analysis of
Influenza A HA HIN1 with mean and standard error (black line). (b) Wilcoxon test results,
where the shade of the blue in the P-value cell represents the significance level; darker the
shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 55 (a) Transition mutation frequencies for the ancestral analysis of
Influenza A HA H3N2 with mean and standard error (black line). (b) Wilcoxon test results,

where the shade of the blue in the P-value cell represents the significance level; darker the
shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 56 (a) Transition mutation frequencies for the ancestral analysis of
Influenza A NA H1N1 with mean and standard error (black line). (b) Wilcoxon test results,
where the shade of the blue in the P-value cell represents the significance level; darker the

shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 57 (a) Transition mutation frequencies for the ancestral analysis of
Influenza A NA H3N2 with mean and standard error (black line). (b) Wilcoxon test results,

where the shade of the blue in the P-value cell represents the significance level; darker the
shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200.




Ancestral Influenza B HA

A A>G

Influenza B HA

Influenza B HA

T->C
10° 3 10° 3
% 107 % 107 Mutation Type Comparison P-Value
g 5 g 5
% 107 3 % 102 {gm I Syn: CpG v NonCpG <0.01
3 = I 3 ]
2 10° 5 2 10° 4 :
T I A—>G NonSyn: CpG v NonCpG 0.0928
O O T T 1 1
NoCpG  CpG NoCpG  CpG NoCpG  CpG NoCpG  CpG Syn v NonSyn <0.01
Syn Syn NonSyn  NonSyn Syn Syn NonSyn  NonSyn
CoT G->A Syn: CpG v NonCpG <0.01
10° 4 10° §
3 T—>C NonSyn: CpG v NonCpG 0.162
g 107 4 10" 4
g E g E
g ] g ] Syn v NonSyn <0.01
2 | 2
£ 107 3 I £ 107 3 =
g ] g ]
S . S .
= 10° 4 = 10° o
jus g
0 T T T T 0 T T T T
No CpG CpG No CpG CpG No CpG CpG No CpG CpG
Syn Syn NonSyn  NonSyn Syn Syn NonSyn  NonSyn

Mutation Type

YNrvg

e

Mutation Type

Q0maysexqGrei
£207]

TS TG0

UsFaz7kAGz

TaNURSES

dblpcsjpPo

PESOABgQYL

QVKyLPmSj3

08

SRR

nUEIkqQsv

PChFnAfuOF eﬂuPbTWZh
z
T

eHPACTS

0L50Ca20
iXKGOpBYnA

I3 ¥qiTobhG7,

XyawAqUNAT

34phiQBxk

kitie s

= I

i k)

SR 9CvsHx

- iGBmTIC

2AMVIAFaT6

UFmMBIKKN3

CzIuX7ETga

BELYASly 652Gt
{hhtozsvahuy

Erailzsh
ezec2 N aBL

Supplementary Fig. 58 (a) Transition mutation frequencies for the ancestral analysis of
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Influenza B HA with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 59 (a) Transition mutation frequencies for the ancestral analysis of
Influenza B NA with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 60 (a) Transition mutation frequencies for the ancestral analysis of Entero
A VP1 EVA71 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 61 (a) Transition mutation frequencies for the ancestral analysis of Entero
A VP2 EVA71 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 62 (a) Transition mutation frequencies for the ancestral analysis of Entero
B VP1 Echovirus30 with mean and standard error (black line). (b) Wilcoxon test results, where
the shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 63 (a) Transition mutation frequencies for the ancestral analysis of Entero
B VP2 Echovirus30 with mean and standard error (black line). (b) Wilcoxon test results, where
the shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 64 (a) Transition mutation frequencies for the ancestral analysis of Entero
C VP1 Polio2 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the

more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 65 (a) Transition mutation frequencies for the ancestral analysis of Entero
C VP2 Polio2 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 66 (a) Transition mutation frequencies for the ancestral analysis of Entero
D68 VP1 with mean and standard error (black line). (b) Wilcoxon test results, where the shade
of the blue in the P-value cell represents the significance level; darker the shade, the more
significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 67 (a) Transition mutation frequencies for the ancestral analysis of Human
Respiratory Syncytial with mean and standard error (black line). (b) Wilcoxon test results,
where the shade of the blue in the P-value cell represents the significance level; darker the
shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 68 (a) Transition mutation frequencies for the ancestral analysis of
Measles HH with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 69 (a) Transition mutation frequencies for the ancestral analysis of Rhino
B with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the
blue in the P-value cell represents the significance level; darker the shade, the more significant
the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 70 (a) Transition mutation frequencies for the ancestral analysis of Rhino
C with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the
blue in the P-value cell represents the significance level; darker the shade, the more significant
the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 71 (a) Transition mutation frequencies for the ancestral analysis of Rota A
VP6 with mean and standard error (black line). (b) Wilcoxon test results, where the shade of
the blue in the P-value cell represents the significance level; darker the shade, the more
significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 72 (a) Transition mutation frequencies for the ancestral analysis of Bk
Polymerase with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 73 (a) Transition mutation frequencies for the ancestral analysis of Human
Boca 1 VP1 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.



Ancestral HBV A Polymerase

A HBV A Polymerase
- _ HBV A Polymerase
10° 4 E
3 4o 7 > Mutation Type Comparison P-Value
E 102 f I I E I Syn: CpG v NonCpG 0.321
2 10° 4 I =y T A—>G NonSyn: CpG v NonCpG 0.282
0 T T T _\- 0 T T T —\
NoCpG ~ CpG  NoCpG  CpG NoCpG  CpG  NoCpG  CpG Syn v NonSyn 0.129
Syn Syn NonSyn  NonSyn Syn Syn NonSyn  NonSyn
c-sT G->A Syn: CpG v NonCpG 0.203
o° 3
E T—C NonSyn: CpG v NonCpG <0.01
107 4 g
g 1T g S Non$S: 0.238
i ] g n v NonSyn .
x |3 T —
2 10° 4 2
0 T T T T 0 T T T T
No CpG CpG No CpG CpG No CpG CpG No CpG CpG
Syn Syn NonSyn  NonSyn Syn Syn NonSyn  NonSyn
Mutation Type Mutation Type

rgrs
T
Bk
e e 0 paycrze
HHBaosa

ATyi7KkS

exaA7yap3d

moN747v0

AEE
Ty

e HSMamCBoR

BRAUOS7CPS

41y2Kpb0ss

e
Tl

o SFlxmdLK

"
S

x
PoVy2s4

NG|
YRR Kip3beVa3s

QKNP
Veuv3kapeL

LSUmDPNKH
KHigTey7lh

p—-—-"1"0%

0.02

Supplementary Fig. 74 (a) Transition mutation frequencies for the ancestral analysis of HBV A
Polymerase with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 75 (a) Transition mutation frequencies for the ancestral analysis of HBV A
S with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the
blue in the P-value cell represents the significance level; darker the shade, the more significant
the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 76 (a) Transition mutation frequencies for the ancestral analysis of HBV B
Polymerase with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 77 (a) Transition mutation frequencies for the ancestral analysis of HBV B
PreC-Core with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 78 (a) Transition mutation frequencies for the ancestral analysis of HBV C
Polymerase with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 79 (a) Transition mutation frequencies for the ancestral analysis of HBV C
PreC-Core with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 80(a) Transition mutation frequencies for the ancestral analysis of HBV C S
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the
blue in the P-value cell represents the significance level; darker the shade, the more significant
the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 81 (a) Transition mutation frequencies for the ancestral analysis of Herpes
2 Glycoprotein G with mean and standard error (black line). (b) Wilcoxon test results, where

the shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 82 (a) Transition mutation frequencies for the ancestral analysis of Human
Papilloma 16 L1 with mean and standard error (black line). (b) Wilcoxon test results, where the
shade of the blue in the P-value cell represents the significance level; darker the shade, the
more significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 83 (a) Transition mutation frequencies for the ancestral analysis of Parvo
B19 NS1 with mean and standard error (black line). (b) Wilcoxon test results, where the shade
of the blue in the P-value cell represents the significance level; darker the shade, the more
significant the results. (c) Midpoint rooted tree from a sample size of 200.
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Supplementary Fig. 84 (a) Transition mutation frequencies for the ancestral analysis of Parvo
B19 VP1 with mean and standard error (black line). (b) Wilcoxon test results, where the shade
of the blue in the P-value cell represents the significance level; darker the shade, the more
significant the results. (c) Midpoint rooted tree from a sample size of 200.




