Table S2. Analysis of potentially advantageous motifs in longitudinally collected env sequences from mother/child pairs.
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M1001 18/0 0/18|0/18 | 17/1 | 0/18 0/18 0/18 18/0 | 0/18 13/5 18/0 0/18 R5 0/18 1/17 4.58/4.83
P1024 | 1.70 6/2 0/8 | 0/8 | 8/0 | 0/8 0/8 0/8 | 8/0 | 0/8 8/0 8/0 0/8 RS 0/8 0/8 4.8/4.67
38.20 0/21 0/21[5/16 | 2170 | 0/21 | 0721 | 0721 | 2170 | 1720 | 7/14 2170 0/21 RS 0/21 12/9 3.75/34
66.16 0/9 0/9 [ 376 | 970 | "0/9 0/9 0/9 | 970 | 0/9 3/6 9/0 0/9 RS 0/9 7)2 3.5/4
M1002 24/1 5/20 | 0/25 | 25/0 | 0/25 | 0/25 | 11/14 | 25/0 | 0/25 | 25/0 25/0 0/25 RS 25/0 25/0 5.71/5.5
P1031 | 1.80 8/0 0/8 | 0/8 | 8/0 | 0/8 | 0/8 | 8/0 | 8/0 | 0/8 8/0 8/0 0/8 RS 8/0 8/0 6/6
8.07 9/0 77217079 9/0 | 09 | 079 | 0/9 | 9/0 | 0/9 9/0 9/0 0/9 RS 9/0 9/0 5.5/5.86
14.66 140 1272 [0/14 | 14j0 | 0/14 | 0/14 | 0/14 | 1470 | 0/14 | 1470 1470 0/14 RS 1470 1470 6/5.75
46.10 16/0 16/0 | 0/16 | 16/0 | 0/16 | 0/16 | 0/1i6 | 16/0 | 0/16 | 16/0 16/0 0/16 RS 16/0 4712 6/6
68.13 9/0 9/0 | 0/9 [ 970 [ 0/9 | 0/9 0/9 | 970 | 0/9 9/0 9/0 0/9 RS 9/0 3/6 6/6
M1007 22/0 22/0] 0/22 | 22/0 | 0/22 | 0/22 | 0/22 | 22/0 | 0/22 | 22/0 22/0 0/22 RS 0/22 22/0 6/6
P1046 | 2.23 22/0 22/0| 0/22 | 22/0 | 0/22 | 0/22 | 0/22 | 22/0 | 0/22 | 22/0 22/0 0/22 RS 0/22 22/0 5/5
935 16/0 16/0 | 0/16 | 16/0 | 0/16 | 0/16 | 0/16 | 16/0 | 0/16 | 14/2 16/0 1/15 RS 0/16 15/1 5.67/6
14.85 120 1270 0712 1072 [ 0712 | To/12 | 0/12 | 0/12"| 0/12 3/9 12/0 0/12 RS 0/12 12/0 4/4.17
22.89 5/0 5/0 | 0/5 [ 570 | 0/5 | T0/5 0/5 | 0/5 | 0/5 1/4 5/0 0/5 RS 0/5 5/0 574
72.49 2/0 270 [0/27 7270 | T0/2 0/2 0/2 | 0/27 0/2 0/2 2/0 0/2 RS 0/2 2/0 4/4
168.62 8/0 8/0 | 0/87| 8/0 | 0/8 0/8 0/8 | o/8" 0/8 0/8 8/0 0/8 R5 - one X4 0/8 5/3 4/4
M1003 11/0 0/11] 0/11 | 11/0 | 0/11 | 0/11 | 0/11 | 11/0 | 0/11 | 11/0 11/0 0/11 RS 11/0 0/11 5/5
P1189 | 1.02 10/0 0/10| 0/10 | 10/0 | 0/10 | 0/10 | 0/10 | 10/0 | 0/10 | 10/0 10/0 0/10 RS 10/0 0/10 -/5
12.26 1/0 0/1 [o/1 | 170 | o/1 0/1 o/1 | 170 | o/1 1/0 1/0 0/1 RS 1/0 0/1 5/-
29.05 10/1 o/11[0/11 | 1170 | o/11 | o/11 | 1170 | 11/0 | 0/11 | 11/0 11/0 0/11 RS 1170 0/11 5.86/6
7813 3/0 0/3 [ 0/37| 370 | 0/3 0/3 0/3 | 3/0 | 0/3 3/0 3/0 0/3 RS 3/0 0/3 5/5
86.62 5/0 0/5 [ 0/5| 570 [ 0/5 | 0/ 2/3 | 5/0 | 0/5 5/0 5/0 0/5 RS 5/0 0/5 5.67/5

Analysis of potentially advantageous motifs in longitudinally collected env sequences is shown, with each residue number referring to HXB2 as a reference sequence. For
each patient time point, the number of sequences possessing each motif is shown first, followed by the number of sequences not possessing the motif (yes/no). The final
column indicates the average number of potentially advantageous motifs in recombinant sequences, as defined by h-PHI analysis, followed by the average for non-
recombinant sequences (recomb/non-recomb). ! Gnanakaran, 2011; 2 Troyer, 2009; 3 Pancera, 2013; 4 Haim, 2011; 5 Pejchal 2011, Moore 2012; 6 Wang, 1999; 7 Moore,
2012; 8WebPSSM, http://indra.mullins.microbiol.washington.edu/webpssm/ ;  Arthos, 2008; 10 Zolla-Pazner, 2004



