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Plasma PK of individual GSK744 LA-treated rhesus meaques throughout the PK
study. Eight female rhesus macaques were injected IM 80 mg Depo-Provera on
weeks -3 and 2, and with 50 mg/kg of GSK744 LA arelss 0 and 4. Dotted and dashed
horizontal lines represent 1x and 3x PAJCespectively. LOQ >0.0ftg/mL



Fig. S2.
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Correlation of rectal tissue GSK744 concentration®y processing method before
freezing. Pinch biopsies (n=16-20) were collected on weigpgr at each time point. To
examine the effect of washing the biopsies on G3K&thcentrations, half of the
biopsies were rinsed in PBS, blotted dry, weighmadl snap frozen. The other half of the
biopsies were not subjected to PBS wash. The “rshiMaiopsies were blotted to remove
fecal contamination, as necessary, weighed andfsozgn. Each symbol represents
rectal tissue concentrations from “washed” andwW@sh” rectal tissue from an individual
macaque at a given time point.
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Correlation of cervical tissue GSK744 concentratios from individual samples.At
each time point, two cervical biopsies were codddrom an individual animal. Each
symbol represents cervical biopsy concentratioms fbiopsy 1 and biopsy 2 from an
individual animal. The average values were reparidelgs. 1B and 1D.
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GSK744 plasma concentrations from Depo-Provera—trdad rhesus macaques
compared with humans.Rhesus macaques were administered 50 mg/kg GSKAX 4h
weeks 0 and 4 as part of PK (n=8) or challengeysfnd8) and GSK744 plasma
concentrations were overlaid with values from humaluinteers (n=6) treated with 800
mg of GSK744 LA on week 0. Mean £ SD are shownt&btand dashed horizontal lines

represent 1X and 4X PAlg respectively.
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Consensus sequence analysis of SHIV integrase-cagliegions from plasma of
infected GSK744 LA-treated macaques.
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Minimum number of T/F variants was estimated from gasma collected within 1
week of detection of viremiaEach point represents an individual macaque. Zdatal
lines represent median for the group.



Table S1.

Week detected

Animal
VRNA Proviral DNA Ab

FG95 10 10 12
GSK744 LA-treated

FM26 14 14 16

CK97 2 2 5

CK51 3 3 5
Controls

CT22 2 2 4

FC83 2 2 4

Summary of time of detection for plasma VRNA, provial DNA, and anti-SHIV
antibodies (Ab).



Table S2.

Recombinant virus ICsq (NM) ICqq (NM)
SHIV162P3 viral stock/FM26° 17.0 97.7
FG95 19.9 76.0
FG95 with E198G 20.4 91.4
FG95 with P142S 18.8 55.8
FG95 with P210V 17.6 93.3

#SHIV162P3 viral stock consensus sequence has the same integrase-coding
sequence as FM26.

Susceptibility of single-cycle recombinant virusewith the integrase-coding regions
of SHIV162P3 viral stock, FM26, FG95, and mutantsd GSK744.1Cso= inhibitory
concentration 50%; I§g= inhibitory concentration 90%.



Table S3.

mean

VRNA VRNA Viral load No. No. of (range) of % Estimated
. Treatment used for at SGA SGAs  hypermutated 9 7% Minimum # of
Animal detected ) : nt diversity )
group (week) SGA (copies/ from viral among env variants
(week) mL) VRNA sequences SGSs in plasma
SHIV162P3 0.242
stock NA NA NA NA 25 0 (0-0.519) NA
FGO5  GSK744 LA 10 11 28x10° 26 1 (O%Offo) 1
FM26  GSK744 LA 14 15 12x10" 24 2 (0960520) 1
CK97 Control 2 3 1.8 x 10° 24 0 (0(_)(')02220) 2
CK51 Control 3 3 26x10° 29 0 (0%0381) 1
CT22 Control 2 3 2.6 x10* 30 0 (0(_)63(5)22) 8
FC83 Control 2 3 4.4x10° 26 0 (0(_)(')1(3)215) 2

Env single-genome analysis summary.



