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Supplementary Figure 1. Proportion of the maximum likelihood trees splits shared with the
true tree according to gene length and sampling coverage level.
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The regression lines are shown, for which the formula, the correlation coefficient (R?) and the
p-value are presented for each sampling coverage level. The shaded area shows the regression
lines’ confidence intervals (note the wider confidence for the 100% sampled dataset owing to
the fact that it only includes one estimation per gene). The grey, dotted vertical lines show the
length of each gene considered.
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Supplementary Table 1. Southern African HIV-1 subtype C full-length sequences selected
from Los Alamos National Laboratory HIV Database and used to reconstruct ancestral subtype

C sequences.
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Sampling country Sampling year

Botswana
Botswana
Botswana
Botswana
Botswana
Botswana
Malawi
Malawi
Malawi
Malawi
Malawi
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa
South Africa

2000
2000
2000
2000
2000
2000
2007
2007
2008
2008
2009
1990
1997
1998
1999
1999
2000
2000
2001
2002
2003
2003
2003
2003
2003
2003
2003
2003
2003
2003
2003
2003
2003
2004
2004
2004
2004



Supplementary Table 1 (continued)

73
74
75
76
77
78
79
80
81
82
83
84
85
86
87
88
89
90
91
92
93
94
95
96
97
98
99
100

Accession number

DQ093595
DQ164126
DQ445631
DQ396387
DQ011170
DQ011180
DQ369992
DQ369982
DQ396372
GQ999991
GQ999987
GQ999983
GQ999976
KC156130
KC156127
KC156125
JX140666

KC156221
JX140667

JX140669

AB485647
AF286225
AB254153
AB254149
AB254148
FJ496214

KF716466
KF716467

G. Yebraetal., 2016

Sampling country Sampling year
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