CRF01 _AE CRF14 BG

Approximate recombination pattern with > 70 % bootstrap confidence

By

LTR
© REGA HIV-1 Subtyping Tool

LTR
© REGA HIV-1 Subtyping Tool

Vpr Vpr

Approximate recombination pattern with > 70 % bootstrap confidence

b

Bootscan Analysis

Bootscan Analysis

= m Al < m Al
2 m B 2 L]
E mC E = C
o oo a oD
£ a F £ aF
2 =G ] B G
2 o H 8 oH
@ o
= K | K
T T T T T T T T T T T T
0 2000 4000 5000 8000 10000 0 2000 4000 6000 8000 10000
nucleotide position nucleotide position
Bootscan Analysls Bootscan Analysls
o 2
S Wy g4
s 24
8 8
- m Al = m Al
2 g m B 2 g4 m B
H ° mC 5 © mc
2 o@D 2 @D
£ a f g o R
2 9 |G 2 o mG
8 ¥ O H 8 ¥ o H
o aJ
| K m K
W X0I_AE - X14_BG
s s 4
N N \ \ N\
‘ L / I I" L Ml Ll
o 4 o4 il I
T T T T T T T T T T T T
o 2000 4000 6000 8000 10000 o 2000 4000 5000 8000 10000
nucleotide position nucleotide position
query @ seal query : seal

st

ON_AL
12.CY.94CYB17_41
ON_B

T
T

1000

2000 3008 4000

Kk

5000 6080 7000 8060 0 1008 2008 3080 4000 5008

Kk

6000 7080 8060



FIG S4 Detection of recombination in HIV-1 genomes sequenced in this study. Two CRFs, CRFO01_AE
(left) and CRF14 BG (right) were sequenced and analysed with (a-¢) the Rega HIV-1 Subtyping Tool
version 2.0 and (d) the Recombinant Identification Program version 3.0.

a Genome view of the CRFs. Regions with bootstrap confidence of > 70% are coloured according to the
subtype, with the same colour scheme as in b and c.

b & ¢ Bootscan analysis along the genome. A sliding window of 400 nucleotides was used. For each
window, the bootstrap support for the different subtypes and the appropriate CRF is plotted.

d Similarity to different subtypes and CRFO1_ AE of the HIV-1 subtype consensus alignment. A sliding
window of 400 nucleotides was used.



