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Supplementary Table 6: R codes used for meta-analyses. 

 

Meta-analyses for both pooled and sex-specific prevalence were performed using 

the metaprop function from the meta package in R. Proportions were estimated using a generalized 

linear mixed model (GLMM) with logit link transformation under a random-effects framework, 

accounting for between-study heterogeneity and the binomial distribution of the data. Between-study 

variance was estimated using maximum likelihood methods. 

R code used for pooled prevalence of IAs in patients with PA 

> library(meta) 
> m = metaprop(event = Total.PA.and.IA, n = Total.PA, studlab = study, data = data, sm = "PLOGIT", 
method = "GLMM", random = TRUE, common = FALSE) 

> forest(m, prediction = TRUE, xlab = "Prevalence", leftcols = c("studlab", "event", "n"), leftlabs = 
c("Study", "Events", "N"),  rightcols = c("effect", "ci"), rightlabs = c("Proportion", "95% CI")) 

 

R code used for sex-specific prevalence of IAs in patients with PA 

 
> library(meta) 
> cases = c(69, 110) 
> total = c(1221, 1426) 
> groups = c("Male", "Female") 
> m = metaprop(event = cases, n = total, studlab = groups, sm = "PLOGIT", method = "GLMM",  random 
= TRUE, common = FALSE) 
> forest(m, prediction = TRUE, xlab = "Prevalence", leftcols = c("studlab", "event", "n"), leftlabs = 
c("Study", "Events", "N"), rightcols = c("effect", "ci"), rightlabs = c("Proportion", "95% CI")) 

 
R code used for prevalence of multiple IAs in patients with PA 
 
> library(meta) 
> m = metaprop(event = Number.of.multiple.IA, n = Total.PA.and.IA, studlab = study, data = data, sm = 
"PLOGIT", method = "GLMM", random = TRUE, common = FALSE) 

> forest(m, prediction = TRUE, xlab = "Prevalence", leftcols = c("studlab", "event", "n"), leftlabs = 
c("Study", "Events", "N"), rightcols = c("effect", "ci"), rightlabs = c("Proportion", "95% CI")) 

 
 


