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Fig. S1. Multiple alignment of different Env (120-204) and partial V2 sequences (160-183). HIV-1

Env amino acid sequences corresponding to either positions 120-204 or 160—183, relative to the HXB2
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sequence reference from different viral subtypes (see table S3) were aligned using Clustal Omega.

Sequences matching DPB1*13 specific epitope 120-133 are shown in bold.
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Fig. S2. Cocrystal structure of HIV-1 gp120 (red) binding to CD4 (green) and the Fab of mAb 17b
(blue) (23). The IgG response identified, which was found to associate with both presence of DPB1*13
and also reduced risk of HIV-1 acquisition, was directed to the Env residues with atoms highlighted in red
spheres (residues 124P, 125L, 126C, 127V). IgG binding to this region of Env would be expected to
disrupt interaction with CD4. Also highlighted in red is Env residue 121K, binding site of the well-

characterized neutralizing mAb 17b.



Table S1. Odds ratios for two-way interaction analysis of HLA class Il alleles with Env-specific IgA and Env (120-204)-specific 19G.

Env-Specific Env (120-204)-Specific
IgA-Allele Interaction* IgG-Allele Interaction*
Infected Uninfected
N=41 N=202%

Allele G groupingf (%) (%) OR!  95% Cl P g ORIl 95%Cl P q
DRB1*03 DRB1*03:01:01G 2(4.9 25 (12.4) 0.76 0.11-5.36 0.78 0.93 1.13 0.23-5.57 0.88 0.93
DRB1*04 5(12.2) 34(16.8) 0.79 0.32-1.97 0.62 093 115 0.40-3.31 0.80 0.93
DRB1*07 11(26.8) 31(15.3) 0.94 0.44-1.99 0.87 093 189 0.74-480 0.18 0.74
DRB1*09 DRB1*09:01:02G 8 (19.5) 37 (18.3) 1.17 0.51-2.67 0.71 093 1.09 044-271 085 0.93
DRB1*11 3(7.3) 27 (13.4) 0.60 0.14-2.59 050 093 0.24 0.02-3.21 0.28 0.88
DRB1*12 12(29.3) 63(31.2) 0.66 0.29-1.49 0.32 088 105 0.47-2.38 090 0.93
DRB1*14 8 (19.5) 36 (17.8) 0.65 0.27-1.57 0.34 088 107 042-2.76 089 0.93
DRB1*15 15(36.6) 85(42.1) 1.77 0.88-3.55 0.11 064 084 0.38-1.84 0.66 0.93
DRB1*04:05 2(4.9) 24(11.9) 097 0.24-3.98 097 097 170 0.43-6.65 045 0.93
DRB1*07:01 DRB1*07:01:01G 10 (24.4) 31 (15.3) 1.08 0.50-2.31 0.85 093 248 0.93-6.61 0.07 0.52
DRB1*12:02 12 (29.3) 58 (28.7) 0.70 0.31-1.60 0.40 093 1.11 049-250 0.81 0.93
DRB1*15:01 DRB1*15:01:01G 7(17.1) 27 (13.4) 486 1.26-18.79 0.02 0.32 156 0.61-4.02 0.35 0.88
DRB1*15:02 9 (22.0) 60 (29.7) 1.09 0.49-2.42 0.83 093 049 0.18-1.35 0.17 0.74
DQB1*02 12 (29.3) 45 (22.3) 1.05 0.50-2.21 0.90 093 152 0.66-353 0.33 0.88
DQB1*03 23 (56.1) 114(56.4) 0.89 0.46-1.72 0.73 093 103 049-219 093 094
DQB1*04 0 (0.0) 21 (10.4) - - - - - - - -
DQB1*05 23(56.1) 122(60.4) 0.85 0.43-1.67 0.63 093 0.78 0.36-1.71 0.53 0.93
DQB1*06 10(24.4) 39(19.3) 7.57 2.11-27.20 0.002 0.11 0.93 0.35-242 0.88 0.93

DQB1*03:01 DQB1*03:01:01G  15(36.6) 72(35.6) 071 0.34-146 035 0.88 094 042-213 0.89 093
DQB1*03:03 DQB1*03:03:02G  9(22.0) 43(21.3) 109 050-2.38 0.83 093 1.19 049-291 0.70 093
DQB1*05:01 DQB1*05:01:01G  8(19.5) 49 (24.3) 090 0.39-2.09 080 093 061 023163 0.33 088



DQB1*05:02 DQB1*05:02:01G 14 (34.1) 73(36.1) 0.80 0.40-1.60 053 093 1.32 0.60-2.87 0.49 0.93
DQB1*05:03 DQB1*05:03:01G  5(12.2)  19(9.4) 045 0.14-1.47 019 0.74 144 0.48-432 052 0.93
DQB1*06:01 DQB1*06:01:01G  7(17.1) 32(15.8) 6.79 1.53-30.16 001 0.26 0.84 0.27-2.61 0.77 0.93

DPB1*02 15(36.6) 58(28.9) 0.75 0.37-154 043 093 1.66 0.76-3.66 021 0.78
DPB1*04 14 (34.1) 57(284) 1.74 085356 0.3 072 1.26 057-282 057 0.93
DPB1*05 11(26.8) 74(36.8) 041 0.18-091 0.03 032 059 025139 023 081
DPB1*13 11(26.8) 66(32.8) 044 0.20-095 0.04 032 027 010076 001 0.26
DPB1*02:01 9(22.00 33(164) 073 0.32-168 046 093 209 0.89-493 0.09 0.60
DPB1*02:02 7(17.1) 28(139) 1.10 0.39-3.05 0.86 093 0.62 018218 046 0.93
DPB1*04:01 9(22.0) 45(22.4) 2.68 1.09659 0.03 032 1.83 0.76-440 0.18 0.74

* Previously reported values for Env-specific IgA and Env (120-204)—specific IgG (3). Sex, baseline behavioral risk score, and one significant principal component axis were
included as covariates for all models.

+ Nomenclature used for alleles that were ambiguous for exon 2 by 4-digit HLA typing.

1201 HIV-1 uninfected individuals with complete DPB1 genotyping.

Il Estimated odds ratios and 95% Cls reflect the results from logistic regression analysis including a two-way interaction term for Env-specific IgA or Env (120-204)-specific IgG

and presence of the given allele.



Table S2. Association between Env-specific IgA or Env (120-204)-specific 1gG and HLA class 11

alleles present in more than 5% of the study population.

Env-Specific IgA* Env (120-204)-Specific IgG*
Allele n (%) B +SE P q B+ SE P q
DRB1*03 27 (11.1) -0.28+0.20 0.17 052 -0.04+0.20 0.83 094
DRB1*04 39 (16.0) 0.03+0.18 0.85 0.94 0.09+0.18 0.60 0.85
DRB1*07 42 (17.3) -0.10+0.17 056 085 -0.35+0.17 0.04 0.36
DRB1*09 45 (18.5) 0.34+0.16 0.04 0.36 0.20 £ 0.17 0.23 0.58
DRB1*11 30 (12.3) 0.10+0.20 0.61 0.85 -0.24 £0.19 0.22 0.58
DRB1*12 75 (30.9) -0.28+0.14 0.05 0.36 0.21+0.14 0.13 0.52
DRB1*14 44 (18.1) -0.08 £0.17 0.64 0.85 -0.01£0.17 0.97 0.97
DRB1*15 100 (41.2) -0.01+0.13 096 0.97 0.07 £0.13 0.60 0.85

DRB1*04:05 26 (10.7) 029+0.21 017 0.52 0.35+0.21 0.09 0.50
DRB1*07:01 41 (16.9) -0.07+0.17 0.68 0.87 -0.31+0.17 0.07 048
DRB1*12:02 70 (28.8) -0.30+0.14 0.04 0.36 0.15+0.14 0.28 0.65
DRB1*15:01 34 (14.0) 0.20£0.19 029 0.65 -0.10+0.19 059 0.85
DRB1*15:02 69 (28.4) -0.16£0.14 0.25 0.63 0.20+0.14 0.15 0.52

DQB1*02 57(235) -0.16+0.15 030 065 -0.30%0.15 0.05 0.36
DQB1*03 137 (56.4) 0.13+0.13 0.33 0.68 0.03+0.13 0.76  0.89
DQB1*04 21 (8.6) 0.11+0.23 0.63 0.85 0.08 +0.23 0.72 0.88
DQB1*05 145(59.7) -0.17+0.13 0.19 055 -0.02+0.13 0.88 0.94
DQB1*06 49 (20.2) 0.12+0.16 046 081 -0.14%0.16 0.40 0.77

DQB1*03:01 87 (35.8) 0.08+0.13 0.54 0.85 0.02+0.13 0.88 0.94
DQB1*03:03 52 (21.4) 025+0.16 010 0.50 0.16 £0.16 0.31 0.67
DQB1*05:01 57 (23.5) -0.02+0.15 090 0.95 0.39+0.15 0.01 0.30
DQB1*05:02 87 (35.8) -0.10+0.13 0.46 0.81 -0.12+£0.13 0.38 0.75
DQB1*05:03 24 (9.9) -0.09+0.22 0.68 0.87 -0.15+0.22 0.50 0.85
DQB1*06:01 39 (16.0) 0.08+0.18 0.64 0.85 0.03+0.18 0.87 0.94

DPB1*02 73 (30.2) 0.08+0.14 053 0.85 -0.09+0.14 0.50 0.85
DPB1*04 71 (29.3) -0.20+0.17 0.17 0.52 -0.30+0.14 0.03 0.36
DPB1*05 85 (35.1) -0.04+0.14 0.75 0.89 0.05+0.14 0.71 0.88
DPB1*13 77 (31.8) 0.18+0.14 020 0.55 0.44+0.14 0.002 0.09

DPB1*02:01 42 (17.4) 0.30+0.17 0.08 0.50 -0.02+0.17 0.92 0.95
DPB1*02:02 35 (14.5) -0.14+0.18 0.44 081 -0.27 £ 0.18 0.14 052
DPB1*04:01 54 (22.3) -0.22+0.15 0.15 0.52 -0.25+0.15 0.10 0.50

* Previously reported values (3).

+ 201 HIV-1 uninfected individuals with complete DPB1 genotyping.



Table S3. High 1gG binding to multiple Env (120-204) antigens correlates with presence of DPB1*13 and is associated with decreased

HIV-1 acquisition across multiple subtypes.

Antigen (HIV-1 subtype)* Alias DPB1*13 Association Antigen-DPB1*13 Interactiont
B+SD P DPB1*13 Odds Ratio P
(95% ClI)

Env 120-204—specific IgG (CRFO1_AE): AEA244V1V2Tags293F 0.38+0.14 0.006 Present 0.07 (0.01-0.412) 0.003
Absent 0.93 (0.64-1.36) 0.71
Interaction - 0.009
Env 120-204—specific 1gG (B)i gp70_BCaseA_V1_ V2 0.45+0.14 0.001 Present 0.26 (0.10-0.67) 0.005
Absent 1.03 (0.68-1.56) 0.90
Interaction - 0.01
Env 120-204—specific 1gG (A)1 gp70_A_GN 0.55+0.13 <0.001 Present 0.31 (0.12-0.85) 0.02
Absent 1.14 (0.73-1.78) 0.55
Interaction - 0.02
Env 120-204—specific IgG (C)i gp70_C_GN 0.42+0.14 0.002 Present 0.19 (0.07-0.52) 0.001
Absent 0.98 (0.64-1.50) 0.93
Interaction - 0.006
Env 160-183—specific IgG (CRF01_AE) BioRV144 V2_AE 0.35+0.14 0.01 Present 0.64 (0.27-1.50) 0.30
Absent 0.83 (0.55-1.27) 0.40
Interaction - 0.71
Env 160-183-specific IgG (B) BioRV144_V2_B 0.19+0.14 0.18 Present 0.77 (0.37-1.61) 0.49

Absent 0.90 (0.60-1.36) 0.63



Interaction -
Env 160-183-specific IgG (C) BioRV144 V2_C 0.33+0.14 0.02 Present 0.80 (0.36-1.76)
Absent 0.95 (0.63-1.44)

Interaction -

0.90

0.58
0.81
0.70

* Env sequences from different viral subtypes and their amino acid positions relative to HXB2 sequence.
+ The odds ratio is reported per 1-SD increase; sex, baseline behavioral risk score, and one significant principal component axis were included as covariates.

I Antigen reported in Zolla-Pazner et al. 2014 (43).



Table S4. 1gG responses to five overlapping peptides spanning Env (120-204) were significantly

associated with presence of DPB1*13.

Peptide Peptide Sequence DPB1*13+, DPB1*13+, DPB1*13-, DPB1*13-, Fisher's
(Start-end)* Yes % No % Yes % No % P
116-130 LKPCVKLTPLCVTLN 9.1 90.9 2.4 97.6 0.04
119-133 CVKLTPLCVTLNCTD 37.7 62.3 21.8 78.2 0.01
163-177 TEIRDKKQKVYALFY 63.6 36.4 47.3 52.7 0.02
166-180 RDKKQKVYSLFYRLD 40.3 59.7 26.7 73.3 0.04
169-183 KKQVYALFYKLDVVP 15.6 84.4 4.8 95.2 0.01

* Env amino acid positions relative to the HXB2 reference.



Table S5. Comparison of frequency of amino acid (AA) sites in Env-gp70 in RV144 breakthrough infections* stratified by DPB1*13.

Vaccinated Placebo Vaccinated Placebo DPB1*13+ DPB1*13-
DPB1*13+ DPB1*13+ Vax vs Vax vs
DPB1*13+ DPB1*13- DPB1*13+ DPB1*13- vs DPB1*13- vs DPB1*13- Placebo Placebo
HXB2 Consensus

position AA Yes No Yes No Total Yes No Yes No Total Fisher's P Fisher's P Fisher's P Fisher's P
120 \% 7 1 34 44 18 0 47 66
124 P 8 0 33 44 17 44 66
160 N 8 0 36 44 17 48 66
165 L 5 3 23 13 44 14 4 28 20 66
166 R 4 4 25 11 44 10 29 19 66
168 K 0 8 5 31 44 16 6 42 66
169 K 4 4 26 10 44 13 5 44 4 66
170 Q 5 3 28 8 44 11 7 37 11 66
171 K 4 4 24 12 44 14 4 33 15 66
172 \% 6 2 29 7 44 13 5 37 11 66

173 H 8 0 15 21 44 9 19 29 66 0.004 0.58 0.02 1.00

178 K 5 3 28 8 44 9 34 14 66
179 L 8 0 33 3 44 18 0 44 4 66
181 | 8 0 32 4 44 14 4 35 13 66
197 N 8 0 34 2 44 17 1 48 0 66

* Virus sequences previously published in Rolland et al. 2012 (7)



Table S6. Odds ratios for IgA binding to different recombinant Env proteins on HIV-1 acquisition

after stratification by absence or presence of HLA-DQB1*06.

Interacting Infected Uninfected
Variable of Interest Variable N=41 (%) N=202 (%) OR (95% ClI) P

A.conenv03 DQB1*06
gp140CF Present 10 (24.4) 39 (19.3) 4.36 (1.7-11.5) 0.003
Subtype A Absent 31 (75.6) 163 (80.7) 1.29 (0.9-1.9) 0.17
Interaction - - 0.02

IgA A.OOMSA DQB1*06
gp140CF Present 10 (24.4) 39 (19.3) 4.41 (1.7-11.7) 0.003
Subtype A Absent 31 (75.6) 163 (80.7) 1.04 (0.7-1.5) 0.83
Interaction - - 0.01

US1SIVcp, DQB1*06
gp140 Present 10 (24.4) 39 (19.3) 2.09 (1.0-4.2) 0.04
Chimp ancestral Absent 31 (75.6) 163 (80.7) 1.15 (0.8-1.6) 0.42
Interaction - - 0.24

G.DRCBL DQB1*06
gp140CF Present 10 (24.4) 39 (19.3) 2.01 (1.0-4.1) 0.06
Subtype G Absent 31 (75.6) 163 (80.7) 1.27 (0.9-1.8) 0.21
Interaction - - 0.28

E.97CNGX2F DQB1*06
gp140CF Present 10 (24.4) 39 (19.3) 4.94 (1.9-12.8) 0.001
Subtype CRF01_AE Absent 31 (75.6) 163 (80.7) 0.96 (0.6-1.4) 0.84
Interaction - - 0.002

B.conenv03 DQB1*06
gp140CF Present 10 (24.4) 39 (19.3) 28.66 (0.8-982.7) 0.06
Subtype B Absent 31 (75.6) 163 (80.7) 1.07 (0.7-1.6) 0.74
Interaction - - 0.05

C.conenv03 DQB1*06
gp140CF Present 10 (24.4) 39 (19.3) 3.61 (0.9-14.1) 0.06
Subtype C Absent 31 (75.6) 163 (80.7) 1.08 (0.7-1.6) 0.72
Interaction - - 0.10

CONG6 gp120 DQB1*06
Subtype B Present 10 (24.4) 39 (19.3) 2.82 (0.8-10.0) 0.11
Absent 31 (75.6) 163 (80.7) 0.94 (0.6-1.4) 0.74
Interaction - - 0.14

CON-S DQB1*06
gp140CF Present 10 (24.4) 39 (19.3) 93.53  (1.6->999.9) 0.03
Subtype M Absent 31 (75.6) 163 (80.7) 1.03 (0.7-1.5) 0.88
Interaction - - 0.03

G.conenv03 DQB1*06
gp140CF Present 10 (24.4) 39 (19.3) 2.13 (1.1-4.2) 0.03
Subtype G Absent 31 (75.6) 163 (80.7) 1.14 (0.8-1.7) 0.51

Interaction - - 0.13




AE.conenv03140CF DQB1*06
Subtype CRF01_AE Present 10 (24.4) 39 (19.3) 5.57 (1.6-19.0) 0.006
Absent 31 (75.6) 163 (80.7) 0.87 (0.6-1.3) 0.48
Interaction - - 0.01

B.JRFL gp140 DQB1*06
Subtype B Present 10 (24.4) 39 (19.3) 4.08 (1.2-14.5) 0.03
Absent 31 (75.6) 163 (80.7) 0.93 (0.6-1.4) 0.70
Interaction - - 0.04

E.92THO023 gD- DQB1*06
Subtype CRF01_AE Present 10 (24.4) 39 (19.3) 4.77 (1.0-22.5) 0.05
Absent 31 (75.6) 163 (80.7) 1.06 (0.7-1.6) 0.79
Interaction - - 0.09

E.A244 gD- DQB1*06
Subtype CRFO1_AE Present 10 (24.4) 39 (19.3) 6.82 (2.1-22.5) 0.002
Absent 31 (75.6) 163 (80.7) 0.96 (0.7-1.4) 0.85
Interaction - - 0.002




Table S7. Odds ratios for HIV-1 acquisition in univariate analyses of all HLA class 11 alleles present

in the placebo controls*.

Infected Uninfected

Allele N=67 (%) N=450 (%) OR 95% ClI P

DRB1*03 7 (10.4) 46 (10.2) 1.02 (0.44-2.37) 0.96
DRB1*04 7 (10.4) 73 (16.3) 0.60 (0.26-1.37) 0.22
DRB1*07 18 (26.9) 87 (19.4) 153 (0.85-2.75) 0.16
DRB1*09 14 (20.9) 86 (19.2) 1.12 (0.59-2.10) 0.74
DRB1*11 4 (6.0) 39 (8.7) 0.67 (0.23-1.93) 0.46
DRB1*12 25 (37.3) 145(32.3) 125 (0.73-2.13) 0.42
DRB1*14 16 (23.9) 71 (15.8) 1.67 (0.90-3.09) 0.10
DRB1*15 18 (26.9) 184 (41.0) 0.53 (0.30-0.94) 0.03
DRB1*04:05 6 (9.0) 46 (10.2) 0.86 (0.35-2.10) 0.74
DRB1*07:01 18 (26.9) 87 (19.4) 153 (0.85-2.75) 0.16
DRB1*12:02 23 (34.3) 141 (31.4) 1.14 (0.66-1.96) 0.63
DRB1*15:01 6 (9.0) 74 (16.5) 0.50 (0.21-1.20) 0.12
DRB1*15:02 12 (17.9) 116 (25.8) 0.63 (0.32-1.21) 0.16
DQB1*02 22 (32.8) 120 (26.7) 1.34 (0.77-2.33) 0.30
DQB1*03 37 (55.2) 250 (55.7) 0.98 (0.59-1.65) 0.94
DQB1*04 5(7.5) 42 (9.4) 0.78 (0.30-2.05) 0.62
DQB1*05 40 (59.7) 265(59.0) 1.03 (0.61-1.74) 0.92
DQB1*06 10 (14.9) 89 (19.8) 0.71 (0.35-1.45) 0.34
DQB1*03:01 23 (34.3) 153 (34.1) 1.01 (0.59-1.74) 0.97
DQB1*03:03 17 (25.4) 103 (22.9) 1.14 (0.63-2.07) 0.66
DQB1*05:01 13 (19.4) 114 (25.4)  0.71 (0.37-1.34) 0.29
DQB1*05:02 23 (34.3) 136 (30.3) 1.20 (0.70-2.07) 0.50
DQB1*05:03 7 (10.4) 49 (10.9) 0.95 (0.41-2.20) 0.91
DQB1*06:01 7 (10.4) 68 (15.1) 0.65 (0.29-1.49) 0.31
DPB1*02 17 (25.4) 114 (25.4)  1.00 (0.55-1.80) 1.00
DPB1*04 20 (29.9) 125(27.8) 1.10 (0.63-1.94) 0.73
DPB1*05 24 (35.8) 180 (40.1)  0.83 (0.49-1.42) 0.51
DPB1*13 18 (26.9) 142 (31.6) 0.79 (0.45-1.41) 0.43
DPB1*02:01 10 (14.9) 78 (17.4) 0.83 (0.41-1.71) 0.62
DPB1*02:02 8 (11.9) 42 (9.4) 1.31 (0.59-2.94) 0.51
DPB1*04:01 15 (22.4) 104 (23.2) 0.96 (0.52-1.77) 0.89

* Alleles found to have population frequencies (2N) greater than 5%.



Table S8. Odds ratios for HIV-1 acquisition in univariate analyses of all HLA class 11 alleles present

in the vaccinated volunteers*.

Infected Uninfected

Allele N=41 (%) N=2027 (%) OR 95% ClI P

DRB1*03 2(4.9) 25 (12.4) 0.32 0.07-1.42 0.14
DRB1*04 5(12.2) 34 (16.8) 0.69 0.24-1.97 0.49
DRB1*07 11 (26.8) 31 (15.3) 211 0.94-4.72 0.07
DRB1*09 8 (19.5) 37 (18.3) 1.16 0.48-280 0.74
DRB1*11 3(7.3) 27 (13.4) 0.50 0.14-1.76 0.28
DRB1*12 12 (29.3) 63 (31.2) 0.90 0.42-1.92 0.79
DRB1*14 8 (19.5) 36 (17.8) 1.11 0.47-263 0.81
DRB1*15 15 (36.6) 85 (42.1) 0.74 0.36-1.50 0.41
DRB1*04:05 2(4.9 24 (11.9) 0.37 0.08-1.69 0.20
DRB1*07:01 10 (24.4) 31 (15.3) 1.87 0.82-425 0.14
DRB1*12:02 12 (29.3) 58 (28.7) 0.99 0.46-2.12 0.99
DRB1*15:01 7(17.1) 27 (13.4) 1.41 0.56-3.56 0.47
DRB1*15:02 9 (22.0) 60 (29.7) 0.58 0.25-1.31 0.19
DQB1*02 12 (29.3) 45 (22.3) 1.47 0.69-3.15 0.32
DQB1*03 23 (56.1) 114 (56.4) 0.94 0.47-1.86 0.85
DQB1*04 0(0.0) 21 (10.4) - - -

DQB1*05 23 (56.1) 122 (60.4) 0.75 0.37-151 0.42
DQB1*06 10 (24.4) 39 (19.3) 154 0.69-3.46 0.30
DQB1*03:01 15 (36.6) 72 (35.6) 1.02 0.50-2.08 0.96
DQB1*03:03 9 (22.0) 43 (21.3) 1.02 0.44-2.36 0.96
DQB1*05:01 8 (19.5) 49 (24.3) 0.58 0.24-1.39 0.22
DQB1*05:02 14 (34.1) 73 (36.1) 0.97 0.47-1.99 0.93
DQB1*05:03 5(12.2) 19 (9.4) 1.36 0.46-3.96 0.58
DQB1*06:01 7(17.1) 32 (15.8) 1.28 0.51-3.18 0.60
DPB1*02 15 (36.6) 58 (28.9) 151 0.74-3.09 0.26
DPB1*04 14 (34.1) 57 (28.4) 1.28 0.62-2.66 0.51
DPB1*05 11 (26.8) 74 (36.8) 0.64 0.30-1.38 0.26
DPB1*13 11 (26.8) 66 (32.8) 0.65 0.30-1.40 0.27
DPB1*02:01 9 (22.0) 33 (16.4) 158 0.68-3.69 0.29
DPB1*02:02 7(17.1) 28 (13.9) 1.33 0.53-3.34 054
DPB1*04:01 9 (22.0) 45 (22.4) 0.94 0.41-2.13 0.88

* Alleles found to have population frequencies (2N) greater than 5% when cases and controls were combined.

+ 201 HIV-1 uninfected individuals with complete DPB1 genotyping.





