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Supplementary Table S1:. Purity of the cell populations isolated from 11 SFV-infected
individuals

PBMC populations from the 11 SFV-infected individuals (sampled at two time points for BAD348,
BAD468 and BAK74) were purified and stained with anti-CD3-FITC, anti-CD14-PE, anti-CD16-
V450, anti-CD56-PC7, anti-CD8-APC, anti-CD4-APC-H7, and anti-CD20-PC5. LIVE/DEAD®
Fixable Dead Cell Stain Kit was used to identify viable cells. Cells were gated by forward scatter
and side scatter, and viable cells were selected based on live/dead labeling. CD4+ and CD8+ cells
were defined in the CD3+ population. CD20+, CD14+, CD16+, and CD56+ cells were defined in

the CD3- population. The purity of the isolated subset is indicated in red.

CD16+ or
CD3+ CD4+ |CD3+ CD8+ |CD20+ CD14+ CD56+

(% among (% among (% among (% among (% among

Individual Cell subset | live cells) live cells) live cells) live cells) live cells)
AKO394 CD4+ 94.7 2.6 0.0 0.1 2.1
CD8+ 11 81.3 0.0 0.1 18.1
CD19+ 3.9 3.6 76.2 0.7 43
CD14+ 45 53 0.2 58.5 21.0
CD56+ 0.7 47 0.2 0.5 91.2
| BAD348 CD4+ 90.0 14 0.1 0.1 35
14/03/2013 CD8+ 3.2 88.5 0.1 0.9 4.8
CD19+ 2.6 1.9 70.6 1.3 21
CD14+ 2.6 14 2.2 71.1 16.3
CD56+ 4.2 30.3 0.4 3.2 51.7
BAD348 CD4+ 96.7 1.2 0.0 1.6 0.6
19/11/2013 CD8+ 2.2 94.1 0.3 1.6 1.7
CD19+ 0.8 0.9 88.3 5.7 2.2
CD14+ 5.8 2.6 0.6 87.8 4.4
CD56+ 3.1 30.6 25 9.8 47.1
BADA447 CD4+ 93.2 2.2 0.0 0.0 2.3
CD8+ 15 96.8 0.6 0.3 0.9
CD19+ 2.2 4.6 85.4 1.0 0.8
CD14+ 5.6 8.0 11 50.9 28.3
CD56+ 25 7.3 2.1 22.9 59.7
BADA456 CD4+ 90.8 25 0.0 0.0 5.0
CD8+ 2.6 77.6 15 11 18.6
CD19+ 1.8 9.1 77.1 1.3 3.1
CD14+ 5.4 4.9 1.2 60.5 25.9
CD56+ 2.6 17.2 0.9 4.4 71.3
BAD463 CD4+ 96.5 1.0 0.0 1.7 0.8
CD8+ 5.9 91.3 1.0 2.3 3.6
CD19+ 2.8 4.8 80.4 7.9 1.9
CD14+ 8.7 2.9 0.5 82.1 4.4
CD56+ 3.6 16.2 0.4 21.8 50.5
| BAD468 CD4+ 96.4 0.4 0.1 0.2 13
04/09/2012 CD8+ 11 84.1 0.3 0.5 11.5
CD19+ 3.1 2.6 94.9 0.9 0.9
CD14+ 2.0 0.7 21 78.5 9.5
CD56+ 2.6 8.2 1.3 18.7 62.6




BADA468 CD4+ 95.0 1.0 0.0 0.0 2.4
15/11/2013 CD8+ 2.2 87.0 0.8 0.2 9.7
CD19+ 2.6 3.6 80.9 2.6 9.5
CD14+ 6.8 3.4 1.2 54.4 28.3
CD56+ 2.2 6.1 8.6 11.2 68.7
BAK177 CD4+ 87.9 1.2 0.3 0.7 7.0
CD8+ 0.6 67.4 0.4 1.0 26.8
CD19+ 0.8 0.7 75.3 0.9 21
CD14+ 1.0 0.9 3.7 54.9 32.7
CD56+ 0.2 5.3 0.4 1.0 88.9
BAK232 CD4+ 94.9 1.6 0.0 2.8 0.5
CD8+ 21 91.0 1.8 21 3.1
CD19+ 2.1 8.2 71.0 11.2 1.8
CD14+ 6.5 3.9 0.3 90.2 2.2
CD56+ 2.0 13.5 1.4 17.2 63.3
BAKS55 CD4+ 93.0 1.1 0.0 2.2 0.9
CD8+ 1.7 93.3 0.5 0.6 4.6
CD19+ 2.8 9.4 72.8 7.6 2.8
CD14+ 10.2 2.2 0.2 84.2 2.8
CD56+ 11 16.9 0.7 3.2 75.6
BAK74 CD4+ 97.4 0.6 0.0 0.1 1.2
04/09/2012 CD8+ 2.0 92.5 0.3 0.4 4.6
CD19+ 1.8 25 90.6 0.5 0.9
CD14+ 3.0 0.6 0.6 87.7 3.6
CD56+ 2.4 44.1 0.1 1.0 40.6
| BAK74 CD4+ 98.2 0.6 0.0 0.7 0.2
15/11/2013 CD8+ 1.4 96.3 0.7 0.3 15
CD19+ 1.2 4.3 80.8 2.2 3.4
CD14+ 35 0.7 0.3 94.8 0.6
CD56+ 2.2 43.0 0.6 3.6 38.1
LOBAK2 CD4+ 90.7 5.1 0.0 0.1 3.9
CD8+ 5.0 89.0 1.0 0.6 45
CD19+ 2.9 7.3 74.5 1.0 14
CD14+ 2.6 4.8 0.6 69.0 21.6
CD56+ 3.8 34.2 0.5 9.3 50.6
Mean (all
individuals) | CD4+ 94.0 1.6 0.1 0.7 2.3
CD8+ 2.3 87.9 0.7 0.8 8.1
CD19+ 2.2 4.5 79.9 3.2 2.7
CD14+ 4.9 3.0 11 73.2 14.4
CD56+ 2.4 19.8 1.4 9.1 61.4
Standard
deviation (all
individuals) | CD4+ 3.1 1.2 0.1 1.0 2.0
CD8+ 15 8.1 0.5 0.7 7.9
CD19+ 0.9 2.9 7.5 35 2.2
CD14+ 2.6 2.2 1.0 15.2 11.7
CD56+ 1.1 14.0 2.2 8.0 16.4




Supplementary Figure S1: Alignment of SFV bet DNA coding sequence from 11 SFV-infected hunters. Uncultured PBMC
samples from 11 SFV-infected hunters accidentally infected by a Gorilla gorilla SFV strain were analyzed for the presence of
SFV sequences. bet ORF-1 and ORF-2 were sequenced using direct sequencing. The red line delimits bet ORF-1 and bet
ORF-2. Dots represent identical residues.
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Supplementary Figure S1: Alignment of SFV bet DNA coding sequence from 11 SFV-infected hunters. Uncultured PBMC samples from 11 SFV-infected hunters accidentally infected by a Gorilla gorilla SFV strain were analyzed for the presence of SFV sequences. bet ORF-1 and ORF-2 were sequenced using direct sequencing. The red line delimits bet ORF-1 and bet ORF-2. Dots represent identical residues.
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Supplementary Figure S2: Alignment of SFV Bet amino-acid sequences from 11 SFV-infected hunters. Uncultured
PBMC samples from 11 SFV-infected hunters accidentally infected by a Gorilla gorilla SFV strain were analyzed for the
presence of SFV sequences. bet ORF-1 and ORF-2 were sequenced and translated. Dots represent identical residues.

AKO394 1 MDTYQEEESVASTSGVQDLQTLSELVGPGAAGEGEDTLSDTEEVSKRSRKNTKRGAKMI TFHAYKEI EDKNPQNLKLHNW PTPEEMI NKKVONQDLGTI LS

BAD348 L. E.. oo R E. .
BAD44T L E. D. .
BADA56 . e E
BADAB3 . E..... ... ... 0. R
BADA68 L. E.. oo R E. .
BAK177 e E.... ... .. R e
BAK232 L E. D. .
BAKS5 e E...... .. R E.
BAKTA e E.... ... R e
LOBAKZ i E..... .. R E.

AK0394 102 FGVKHLKGI TSLGRNDPGRDPSAMSPVLPVVTPWPFSQDHYAPTLYGI LLQYYKYSQNNEKI PRVWQFTCLEDPSGKRYMGTRI WPPLGQVTI QFYKNFVV

BAD348 D e e e e e e |

BADAAT L e
BADAS6 i e e e e e e e e e
BAD463 DL R Koo
BAD468 LD e .
BAKLTT ot i e e e e e
BAK232 e e e e e e e e e
BAK55 LD I
BAKTA e e e
LOBAK2 C D .

AKO394 205 LTVCQAVDPWANWFHGSEEEMYDI ESEPDVWCSAALCFKVI YEGNI NQKQEMKSWL CRLGHGHKDGVSEFKRVDLFAMRKRKVNPYKDKGDPWL QYAYQVKR

BAD348 P G
BADA4T e e e e e e e e e e e e e e e e G. .
BADA56 i e G. ..
BADAG3 i e e e Gt
BAD468 P G
BRKLTT e e e e e e e e e e e e e e e e e G. .
BRK232 i e e G. ..
BAKS55 P G. o
BRKTA e G,
LOBAK2 T G

AK0394 307 ETKAANLSDQALRWKALNFHRALMCDLTNARI GEGHVANGYHMAI EAYGPQRGSSEERVWWKTTSTLGKDEEYYRSEGEEECFPNSPAPHRRTWTERHKVLA
BAD348 . ... G

BAD447 . [
BAD456 .. ... ... G e [
BAD463 ... G. ... Koo A
BAD468 ... G
BAKL77 . [
BAK232 ... G e [

BAKS5 ... G

BAK74 G e
LOBAK2 v vi e G e

AKO394 409 LSPFATPSDI QKWTRALPYKWKVI TSDGDDYVSMRTVKTLKELTQDEI KCRWEKGNSNPFYDSGSDSDGPF*
BAD348
BADAAT e e e e e e e e e e e e e e e e e e e
BADASO L e e e e e e e e e e e e e e e e e e e e e e e
BAD463
BAD468
BAKLTT e e e e e e e e e e e e e e e e e e e e e e e e
BAK232 e e e e e e e e e e e e e e e e e e
BAK55
BAKTA e e e e e e e
LOBAK2 . .o G e


Dunoisito
Zone de texte 
Supplementary Figure S2: Alignment of SFV Bet amino-acid sequences from 11 SFV-infected hunters. Uncultured PBMC samples from 11 SFV-infected hunters accidentally infected by a Gorilla gorilla SFV strain were analyzed for the presence of SFV sequences. bet ORF-1 and ORF-2 were sequenced and translated. Dots represent identical residues.


