Supplemental Data

Efficient Nef-Mediated Down-modulation of TCR-CD3 and CD28 is
Associated with High CD4+ T Cell Counts in Viremic HIV-2 Infection

Mohammad Khalid, Hangxing Yu, Daniel Sauter, Sharig Usmani, Jan Schmokel, Jerome
Feldman, Rob A. Gruters, Marchina E. van der Ende, Matthias Geyer, Albert D. Osterhaus,
Sarah Rowland-Jones, Frank Kirchhoff



Table S1. Samples of HIV-2-infected individuals examined

Subject Sex Age® CD4° PVL® Group®  R5/X4° Group References
N2A4 Fem 83 n.k. bql non-viremic n.k. A [19,25]
N2A7 Fem 72 n.k. bql non-viremic n.k. A [19,25]
N2A8 Fem 67 n.k. bql non-viremic n.k. A [19,25]
N2A9' Fem 71 685 bql non-viremic n.k. A [19,25]
N2B7 Fem 38 n.k. bql non-viremic n.k. A [19,25]
N2B9 Fem 33 400 bal non-viremic n.k. A [19,25]
N2C6 Fem 41 805 bql non-viremic n.k. A [19,25]
N2D7 Male 60 n.k. bql non-viremic n.k. A [19,25]
N2D8 Fem 49 905 bql non-viremic n.k. A [19,25]
N2E10 Fem 60 1240 bql non-viremic n.k. A [19,25]
N2F8 Fem 79 540 bql non-viremic n.k. A [19,25]
RH2-3 nk.  nk 770 bgl  non-viremic  R5 A [26,27]
RH2-8 n.k. n.k. 900 bql non-viremic R5 B [26,27]
RH2-13' n.k. n.k. 900 bql non-viremic R5 A [26,27]
RH2-14' nk. nk 550 bgl  non-viremic  R5 A 126,27
RH2-22 nk.  nk 670 bgl  non-viremic  R5 B [26,27]
P2A12 Fem 83 615 24002 viremic n.k. A [19,25]
P2B5 Fem 59 610 2247 viremic n.k. A [19,25]
P2C11 Fem 63 460 7456 viremic n.k. A [19,25]
p2c12f Male 74 160 1350 viremic n.k. A [19,25]
P2C5 Fem 59 170 2259 viremic n.k. A [19,25]
P2C9 Fem 75 875 2298 viremic n.k. A [19,25]
P2E5 Fem 70 n.k. 1781 viremic n.k. A [19,25]
P2E6 Male 57 800 7260 viremic n.k. A [19,25]
P2E9' Male 36 450 4111 viremic n.k. A [19,25]
P2F10 Fem 33 1075 19576 viremic n.k. A [19,25]
P2F12 Fem 38 785 6792 viremic n.k. A [19,25]
P2F4 Male 43 560 1655 viremic n.k. A [19,25]
P2F5 Male 52 430 4366 viremic n.k. A [19,25]
P2F7' Fem 74 n.k. 10129 viremic n.k. A [19,25]
P2G8 Fem 59 950 3212 viremic n.k. A [19,25]
RH2-1' nk. nk 240  >500 viremic R5 A [26-29]
RH2-5' n.k. n.k. 120 110000 viremic R5 A [26,27]
RH2-7' nk. nk. 10 >500 viremic R5 A [26,27]
RH2-24 n.k. n.k. 70 23000 viremic R5/X4 A [26,27]
RH2-26" nk. nk 10 330000 viremic  R5/X4 B 126,27]
PH2-1° nk. nk 200 >500 viremic n.k. A [26,27]

8Age at the year of virus isolation. ®Absolute CD4 T cell counts per pl blood. ° Copies of plasma viral RNA per
milliliter. ° Grouped based on VLs. ® R5/X4 co-receptor usage was determined as described [27].f Two and ¢
three viral clones were derived respectively. Abbreviations: Fem, female; n.k., not known; bgl, below
quantifiable limit.



Figure S1 Khalid et al.
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Fig. S1. Alignment of HIV-2 Nef sequences. The HIV-2 BEN sequence 1s shown
in the upper row for comparison. Some conserved sequence clements in Nef,
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e mcluding the N-terminal myristoylation signal, PA residues known to be critical for
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CD4 down-modulation by SIVmac239 Nef, the acidic and proline-rich regions, a

o

diarginine motif, a C-proximal adaptor protein (AP) mteraction site, a diacidic

putative VIH binding site, and a Y residue involved in MHC-I down-regulation
(29, 41), are mdicated. Dots indicate identity with the HIV-2BEN Net sequence
and dashes indicate gaps introducted to optimize the alignment.

3

04P2E6 15¢
29P2E9-6
28P2E9-4
21P2F10-15
07P2F12-4C
26P2F4 22

Tt
08P2F7-1C4
33P268-1
RH2-1_A8
RH2-1D8
RH2-5_2D11
RH2-5_2F10
RH2-7_B3
RH2-7_D6
RH2-24_2E8
RH2-26_2E9
RH2-26_1C1

PH2.1 DU-C

PH2.1"DU-D

=

KR o XM

=i

L

m

o
m

00X 00206 0 R X 202000 — 0 MM 20X 20200000

M MMM Mo MOOM: MMOOOMOMmMmMmmmm

¢ H-4TMITITIT MmTmm<TTT

-R.

R.
-R.
-R.
-R.
-R.

Zo:

i e o




