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Supplementary Figure S1: Description of the main features available in the HIVoligoDB and other HIV databases.

Database Sequence Geographic Mutation Genome Oligonucleotides  Ranking Genome Genotype Gene expression Clinical data
search search search display tables diversity Correlations profile
HIVoligoDB Yes No No Yes Yes Yes Yes No No No
HIV Los Alamos databases Yes Yes No Yes No No No No No No
HIV drug resistance database No No Yes No No No Yes Yes No Yes
HIV-1 Human Interaction Database Yes No No Yes No No Yes No No No
Virus mentha No No No No No No No No No No
GuavaH No No No No No No Yes No Yes Yes
HIV/AIDS Surveillance Data Base No Yes No No No No No No No Yes




Supplementary Figure S2: Localization of oligonucleotides (arrows) in the HIV-1 (A) and HIV-2 (B) reference genomes.
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Supplementary Figure S3: HIV scores estimated in each HIV-1 and HIV-2 genomic region. The mean is
represented by Xs and outliers are represented by dots.
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Supplementary Figure S4: Genetic diversity across the HIV-1 and HIV-2 genomes. The plots display the
percentage of identical sites (PIS) and percentage of pairwise identity (PPI) in a sliding window analysis
(30 nt windows with 1 nt of overlap) estimated in multiple sequence alignments with complete or near

complete genome sequences of HIV-1 and HIV-2.

Score (%)

Score (%)

100
90
80
70
60
50
40
30
20
10

100
90
80
70
60
50
40
30
20
10

HIV-1

L]
[ ]
oo *
[ _ X ] [ ] [ ]
[ X L] L] [ X ]
- e [ ] [ ] [ ] o ® @ oo [}
o @ o L] o ® e 00 ® anoo L] [ ]
ol IS ° ® 000 0 & ® ® © Gense & L] L] L] L]
aaeEnne ¢ W o000 G0 @ © OUNNND GGG ® © [ ] e L[] - o
aDesmuD ©® WO CBOE0 @ O GENED GEIENDD ® ¢ [ ] [ 1) L] [ ] oE» o
- [ ] L J ® oo e (1 ] o ab o
L] - ee © SOMED WS’ -.e - - e o L]
o0 G0 coa © L] L J - - eapeEs ¢ 0 o
o O o @ CEREDSE 1D GEED GEd 06D 00N (L 11 ___ ] -e - [ ] - eaes oo o
e o 00 L] OBIN0e @ ¢ID CHEDED 060 000 NP L 1] L J LJ “ emeoe o
- L] [ ] O NI GDOEDE® 00 0 GeaED 08 ¢ oo - [ J L_J ame ¢ ©
o= L] L] O e O@meBNOIS® O O (1 ] oo O O L] [N ] e e oM® ¢ &
L 2 L L d o 00 © o WD 000 L d W0 ® O ¢ oy o &
(1] o o o o @ ° @ oo ® o L L N J
L] L] [ ] *°® 00
o ® L 2 L 2 L 2 L 2
2000 4000 6000 8000 10000
Window midpoint
e PIS « PPI
HIV-2
»
e ]
L] [ ] L]
L] [ ] [ ]
[} e e oo -
L] e o L] [ ] L __J L] L] -
o [ ] ® e o 0 [ ] [ ] «aee o [ ] [ ] -
@ oWmess ¢ o ® ©® ® © 0o [ ] o amBD GO © [ ] L ] [ ] ] o _a»
aid GBess ¢ ©o o © 6B e [ ] o GEbDeED [ ] L _J o® L] o o
-— L ] - - GEEDImED © ¢ [ J - o® ¢ 0 0 0
L] * OCED O CHENENENG @0e © - [ XXX X ) [ ]
-—m» e - ome o -be o - - 000 O Mmeme oo [}
oubd ¢ oD & -be © ® oo 0D OO OO 0000 L]
o ¢ GO0 ¢ GIBS 000 ® coaad [ ]
(X B N N _J L XX _ _J o0 ¢ [_J L] L]
o» e ® © @G o emee L _J oo L X BN X J L]
o0 e ® LN _XJ1JXI N XX XK/ DI GO Gee oo [ ]
o0 e L] @ o B o oED ®wo e TBEDe® @ o L] L J
[ X ) e o e e -ae a» o oEDe® 00 o L] *
L] o e o L ] [ ] L] o Do oo L] L]
L ] L L1 ] L ] L_J 0 000 L ] L ]
L] [ ] [ ] LN ] L] L]
L] ] [ ] L]
L J L
[ ] L]
L 2
2000 4000 6000 8000 10000

Window midpoint

o PIS - PPI

12000

12000



Supplementary Figure S5: HIV-1 genomic regions determined with the sliding window method (30
nucleotides with step of 1 nucleotide) that present the highest percentage of identical sites (PIS) and
percentage of pairwise identity (PPI) values.

Genome Position PIS (%)
5524-5554 64.52
5523-5553 61.29
5525-5555 61.29
5526-5556 61.29
5527-5557 61.29
5529-5559 61.29
5530-5560 61.29
1738-1768 58.06
1739-1769 58.06
1741-1771 58.06

PPI (%)

5631-5661 97.72
5636-5666 97.72
5632-5662 97.68
5634-5664 97.68
5635-5665 97.68
5633-5663 97.65
2204-2234 97.18
2953-2983 97.1

2952-2982 97.06

5544-5574 97.01




