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Table S1. The underlying study characteristics for the 15 gut microbiome studies. 4 
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Table S2. The p-values on the disparity in microbial α-diversity between HIV+ and HIV- 5 

persons using different methods of meta-analysis 6 

Methods 

Asymptotic method 

(Het. under 𝐻0) 

Permutation method  

(Het. under 𝐻0) 

Permutation method  

(No het. under 𝐻0) 

DL SJ DL SJ DL SJ 

Richness <.001 <.001 <.001 <.001 <.001 <.001 

Shannon <.001 <.001 <.001 <.001 <.001 <.001 

Simpson <.001 <.001 <.001 <.001 <.001 <.001 

PD 0.002 0.004 0.009 0.009 0.001 0.001 

PE 0.016 0.030 0.036 0.035 0.016 0.015 

PQE 0.205 0.249 0.232 0.232 0.182 0.176 

mMeta - - 0.006 0.006 0.002 0.002 

aMeta - - 0.001 0.001 <.001 <.001 

* [Asymptotic method (Het. under 𝐻0 )] represents the p-value calculation method based on the asymptotic 7 
normality and for the traditional random effects meta-analysis for the existence of heterogeneity under 𝐻0 ; 8 
[Permutation method (Het. under 𝐻0)] represents the group permutation method and for the traditional random 9 
effects meta-analysis for the existence of heterogeneity under 𝐻0 ; [Permutation method (No het. under 𝐻0 )] 10 
represents the group permutation method and for the Han and Eskin’s modified random effects meta-analysis for the 11 
assumption of no heterogeneity under 𝐻0. * DL and SJ represents the DerSimonian Laird (method of moments) 12 
estimator and the Sidik and Jonkman (robust variance or sandwich variance) estimator, respectively. * Richness, 13 
Shannon, Simpson, PD, PE and PQE represent the Species richness, Shannon, Simpson, PD, PE and PQE indices, 14 
respectively. 15 


