¥,
Y';. -~
>, B
o, %
o <
. = < =
2 e= E <
2 3 8% 32 <
5%z P
9537 T esiS
7 eu® SIS s
z . g
. . 5\ 0% | ¥ Leffdss S
%, 2 320, = e ISR A
20, Ry 2 g Begtig T2 A IR
o 9 @ 4 X ° .@ngqg‘; T
-?(;\0 <o . [
S X “%é?‘\i\?’\
BDD/'V,q. D'&%p&@‘ J\\Q\D WA
QQQM RIS .1‘\?’\
]"D,I'V ® 0o
STDVDNA A T Fag B
STRNA 1op
2Ry ° ."QR%\N;\
27 pvDNA 100 100 10p
TRNA @1 100
T pvDNA
5RNA @ 20pvDNA
5pvONA 500 ® RN
RNA @ S Ng 1 00. T5RN,
5o O 2P 74 .22% NA
P 400 1 Rn, B3R,
P Ony
AT bk
OV Z
AV O 4 - 0p,
&ry‘)qx\?‘ ° Y fsﬁv
TR o Sy, 4
® ® o A K
& X ® s 2\ 5% .%,Y@%.‘fo,? O,
S S EI855 o X W A
TR - @2,
,@‘3‘. o e S Y ag 2 eE%E .
N g ry 352 &7
=¥ S vEE o 235573 By %
e Gge 822527 % %
q;& o g ; £ 8%
P g3 5295
S = > Z
& | >
g
ra
x %5
2 2¢
o
S5
S

FIG S1 Maximum likelihood (ML) tree of the 55 RNA/pvDNA paired samples. This was inferred
with the Generalised Time Reversible (GTR) nucleotide substitution model with gamma-
distribution of rates among site heterogeneity, a proportion of invariable sites (GTR+I+I5) and
1,000 bootstrap replicates. Paired samples were identified by a bootstrap support >70%. The

ML phylogenetic tree was inferred with the MEGAG6 software.
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FIG S2 Prevalence of V3 mutations in concordant DNA/RNA samples. (A) Concordant
RNA/DNA samples (N=8) with X4/DM tropism. (B) Concordant RNA/DNA samples (N=38)
with R5 tropism. All mutations found at the 35 V3 positions with an overall prevalence =
10% were evaluated.



