Table S1. Risk of AIDS-NHL associated with MHC haplotypes in HIV-1 infected European American men





           LTA
    TNF


          CYP-



             Frequency

               
   Hap#    HLA-I     (+252) (-308)   CFB    RDBP   21A2         HLA-II                        total, n (% hap)          
    adjusted* odds ratio  
  


      A
   Cw   B   m34
 m39   m67 m70   m71   m75    DRB DQA DQB           controls              cases              OR¶    95% CI       p

4


  08
   G
   A
A
 G
 A
C
03


  84, 11   (7.0)
121, 30 (13.1)
    7.8    2.5-24.0   0.0004  


5   01   07
  08
   G
   A






  
  89, 12   (7.9)
132, 30 (13.2)
               na **

6





A
 G
 A
C
03     05    02
  70, 10  ( 9.1)
122, 34 (14.7)
    2.6    1.1-6.0     0.03       


7


 08
   G
   A
A
 G
 A
C
03     05    02
  66, 10   (8.9)
119, 30 (13.2)
    5.7    1.8-18.9   0.004†

    8
  01  07
 08






03     05    02
  67, 10   (
8.2)
124, 24 (10.3)

       na§






                                                                                                                         
Subjects are all HIV-infected non-Hispanic European American men who later in the course of their HIV infection have either
 developed (cases) or not (controls) Non-Hodgkin’s lymphoma (NHL). (¶)The odds ratios (OR) were estimated by unconditional 
logistic regression and by modeling posterior haplotype probabilities as independent variables (see Methods) in the entire 
case-control set. (n) Number of subjects carrying the associated haplotypes. (% hap) Expectation-Maximization (EM) algorithm-

based estimates of haplotype frequencies (%). (**) Hap5 most frequent haplotype in controls. When hap5 was used as reference, 
no significant association was observed. (†) Indicates that the significance level for the retention in the model is 0.10. (§) Hap8 
is the only haplotype with a frequency > 3% and is the most common haplotype in the controls.

