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T/F No. of 
Sequences

Day post 
infection 
(95% CI)

p-value T/F No. of 
Sequences

Day post 
infection 
(95% CI)

p-value

CH0010 a 21 8 (5, 11) 0.744 a 7 17 (5, 28) 0.798

CH0010 b 13 11 (4, 18) 0.927

CH0010 all 34 9 (7, 11) 0.825

CH0200 a 24 13 (8, 18) 96 a 6 3 (0, 8) 0.63

CH0200 b 21 15 (11, 19) 82 b 6 10 (1, 19) 0.835

CH0200 all 45 15 (13, 17) 6 all 12 7 (4, 9) 0.653

CH0228 a 14 26 (16, 36) 0.245 a 5 20 (10, 29) 0.62

CH0228 b 6 15 (5, 25) 0.791 b 4 10 (0, 20) 31

CH0228 all 20 24 (21, 28) 0.0313 all 9 15 (12, 19) 9

CH0047 a 11 25 (17, 32) 0.928 a 9 NA NA* 

CH0047 b 7 18 (6, 30) 0.892 b 8 15 (6, 23) 0.851

CH0047 all 18 25 (21, 29) 0.761 all 17 7 (5, 9) 0.185

CH1754 a 88 19 (17, 22) 0.114 a 30 10 (5, 14) 9.99E-16

CH1754 b 63 13 (10, 17) 0.0733** b 15 17 (9, 25) 0.439

CH1754 c 5 11 (4, 18) 72 c 9 21 (11, 31) 0.941

CH1754 d 14 25 (15, 36) 0.416 d 6 16 (8, 24) 0.921

CH1754 e 10 28 (22, 34) 0.439 e 7 19 (12, 26) 0.722

CH1754 all 180 19 (18, 20) 0.206 ** all 67 15 (14, 17) 0.00256

CH0275 a 21 12 (8, 17) 0.716

CH1244 a 35 11 (8, 14) 0.922 a 9 11 (6, 16) 0.277

CH1244 b 9 16 (9, 23) 87

CH1244 all 44 12 (11, 13) 0.715

CH0078 a 47 11 (7, 14) 51

* NA: not applicable due to all identical sequences.
** After removal of APOBEC-biased mutation positions.

Virus

Supplementary Table 1. Estimation of days post infection for T/F viruses in each subject 
3'-half genome 5'-half genome

Note: The small p value for CH1754a 5’-half genome sequences was not due to early occurrence of selection or 
excessive accumulation of mutations. Instead, it was caused by the fact that there were more sequences than 
expected having two mutations away from the T/F. This could be either due to an early stochastic event or to the 
fact that this lineage was originated from two very similar T/Fs (1 mutation away from one another). Because 
these two scenarios cannot be statistically distinguished, CH1754a was defined as a single lineage.



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary Figure 1: Phylogenetic tree analysis of 5’- and 3’-half genome sequences 
from CH0200. Phylogenetic relationship of 5’-half (A) and 3’-half (B) genome sequences 
derived from NFLG or half genome sequences were determined using the neighbor-joining 
method with the K2P substitution model. Sequences derived from T/Fa and T/Fb are indicated 
in red and blue, respectively. Sequences derived from the NFLG genome are shown in solid 
symbols and sequences derived from either half-genome are shown in open symbols. T/Fc, 
T/Fd and T/Fe are indicated by different colors. Recombinants are indicated by triangle. 
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Supplementary Figure 2: Phylogenetic tree analysis of the overlapping region between 
both half genomes and 3’-half genome sequences from CH0228. (A) The phylogenetic 
relationship between 5’-half genome sequences and long 3’-half genome sequences at the 
overlapping region (~1000bp). Sequences derived from T/Fa and T/Fb are indicated in red and 
blue, respectively. Among them, sequences derived from the 5’-half genome are shown in solid 
dots and sequences derived from the long 3’-half genome are shown in solid triangles. T/Fc is 
shown in green triangle. A recombinant sequence is shown as a pink triangle.  (B) The 
phylogenetic relationship between long and short 3’-half genome sequences. Sequences 
derived from T/Fa and T/Fb are indicated in red and blue, respectively. Among them, sequences 
derived from the long 3’-half genome are shown in solid dots and sequences derived from the 
short 3’-half genome are shown in blue dots. T/Fc is shown by green dot. Recombinant 
sequences are indicated by pink triangle. Phylogenetic trees were constructed using the 
neighbor-joining method with the K2P substitution model.	
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