P4837 g 10
= 90%
S 807
% 70:§
5 60:
%) E
5 %0
8 40%
© 30:;
o 20:5
10+
04
0 1000 2000 3000 4000 5000 6000 7000 8000 9000
. Position M
MD408339 1o0-
90 E
ERE
[¢] E
> 3
= 60 ‘
£ 50 -
m E
< 20 =
10
0 4
0 1000 2000 3000 4000 5000 6000 7000 8000 9000
- Position
62136 100

% Bootstrap value
a
o
Ll

40=
30=
207
10

0+

0 1000 2000 3000 4000 . 5000 6000 7000 8000 9000
Position
B.HXB2.K03455 F1.93BR020_1.AF005494 B-F1 ancestor

Supplementary Figure 3. Bootscan analyses of genome sequences of the Spanish virus MD408339 and the Italian virus 62136.
For comparison, the bootscan plot of the NFLG of P4837 is shown above. The horizontal axis represents the position in the HXB2
genome of the midpoint of a 250 nt window moving in 20 nt increments and the vertical axis represents bootstrap values supporting
clustering with subtype reference sequences. As outgroup, a reconstructed B-F1 ancestor sequence was used. A horizontal bracket on
top of the MD408339 plot indicates a fragment where MD408339 appears to differ in subtype from P4837.



