
Fig S12. Estimated time of infection (ETI) versus actual time of infection
(TI). Displayed for the training and the validation data sets. Legend shows
the number of templates (top) and the dilutions (bottom) for the
validation dataset. (Genetic region: 3rd codon positions in pol, diversity measure:
average pairwise distance, xc = 0.003.)

0 5 10 15 20
TI [years]

0

2

4

6

8

10

E
T
I 
[y

e
a
rs

]

training data

2800

342

13

6580

756

4116

?

504

434

734

129

1316

7600

4914

140000

694

1750

426

652

61600

2688

18

8176

280000

124

105

7

1315

336

162

15

46.3

1806

798

1142

224

65

1170

298

507

1414

1120

3206

56

384

2268

455

980

511

197

3150

6

1400

4816

958

1210

4508

175

0 5 10 15 20
TI [years]

0

2

4

6

8

10

E
T
I 
[y

e
a
rs

]

training data

1:1000 (1/2)

1:100 (1/2)

1:10 (1/2)

1:100 (2/2)

1:100 (2/2)

1:100 (2/2)

1:1000 (2/2)

1:1000 (1/2)

1:10 (2/2)

1:1000 (1/2)

1:100 (2/2)

1:100 (2/2)

1:1000 (1/2)

1:1000 (1/2)

1:10000 (1/2)

1:100 (0/2)

1:1000 (1/2)

1:100 (1/2)

1:10 (2/2)

1:10 000 (1/2)

1:1000 (1/2)

1:100 (0/2)

1:1000 (2/2)

1:10000 (0/2)

1:10 (1/2)

1:1000 (1/2)

1:100 (0/2)

1:1000 (1/2)

1:100 (2/2)

1:100 (1/2)

1:10 (0/2)

1:100 (0/2)

1:1000 (2/2)

1:1000 (1/2)

1:100 (1/2)

1:10 (2/2)

1:100 (1/2)

1:1000 (2/2)

1:100 (2/2)

1:100 (2/2)

1:1000 (2/2)

1:100 (2/2)

1:100 (2/2)

1:10 (2/2)

1:100 (2/2)

1:100 (2/2)

1:10 (2/2)

1:1000 (1/2)

1:100 (1/2)

1:10 (2/2)

1:100 (2/2)

1:10 (2/2)

1:10 (2/2)

1:1000 (1/2)

1:1000 (1/2)

1:100 (0/2)

1:100 (2/2)

1:100 (2/2)


