
KS alone (N=19) KS+KAD (N=23) p-value 
Duration of HIV in 
years, median 
(IQR) 

13.1 (4.7, 18.9) 7.3 (0.33, 11.7) 0.03 

Duration of KS in 
years, median 
(IQR) 

3.4 (0.9, 10.9) 0.3 (0.07, 4.9) 0.08 

Prior KS therapy, n 
(%) 

12 (63) 18 (78) 0.32 

HIV VL, copies/ml 
median (IQR) 

20 (<20, 226) 121 (20, 511) 0.10 

CD4 T cell count, 
cells/µl,  
median (IQR) 

211 (87, 538) 80 (32, 193) 0.02 

On ART, n (%) 15 (52) 14 (61) 0.32 

Supplementary Table 1: Comparisons of HIV and KS characteristics among those with 
KS alone as compared to those with KS+KAD. Wilcoxon rank-sum tests were used to 
evaluate differences in continuous variables. Fisher’s exact tests were used to compare 
differences in categorical variables. 



Supplementary Figure 1: Gene Enrichment Analysis differences in pathways between patients 
with KS and KAD as compared with KS alone per nCounter analyses



Supplementary Figure 2: Heatmap demonstrating differential gene express profiles by CD4+ T cell 
count High (>200 cells/µl) vs. Low (<200 cells/µl) using nCounter platform 
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Supplementary Figure 3: Forest plot demonstrating genes from nCounter analyses that were associated 
with survival outcomes with unadjusted P<0.05
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