


Bayesian Network Meta-Analysis
1. Network graph in Stata
network setup mean stddev sampleSize, study(study) trt(treatment) format(augment) smd
network map,improve

2. Analysis in R
(1) Load the program to read data
setwd('C:\\Users\\Administrator\\Desktop\\analysis')
install.packages("gemtc")
install.packages("readxl")
library(gemtc)
library(readxl)

RPE <- read_xlsx('RPE_data.xlsx', col_names = T) 

(2) Draw the network graph
network <- mtc.network(data.re = RPE)
plot(network)
(3) Consistency model
model_con <- mtc.model(network,type = "consistency", likelihood = "normal", link = "identity", linearModel = "random")
result_con <- mtc.run(model_con, n.adapt = 20000, n.iter = 50000, thin = 1)
summary(result_con)

(4) Forest map
forest(relative.effect(result_con, "PLA"))
(5) Draw trajectory and density plots
plot(result_con)
(6) Draw the convergence plot
gelman.plot(result_con)

(7) Sorted Table and Sorted Graph
rank <-rank.probability(result_con,preferredDirection = -1) 
plot(rank.probability(result_con,preferredDirection = -1), beside = TRUE,ylim=c(0,1))
sucra(rank)

(8) League Table
League <- round(relative.effect.table(result_con),2)
write.csv(League, "leaguetable_RPE.csv")

(9) Inconsistency check
model_ume <- mtc.model(network,type = "ume", likelihood = "normal",link = "identity",linearModel = "random")
result_ume <- mtc.run(model_ume, n.adapt = 20000,n.iter = 50000,thin = 1)
summary(result_ume)

(10) Node splitting method
result_nodesplit  <- mtc.nodesplit(network, n.adapt = 20000, n.iter = 50000, thin = 1, n.chain = 4, likelihood = "normal",link = "identity",linearModel = "random")
sum_result_nodesplit <- summary(result_nodesplit)
plot(sum_result_nodesplit)

(11) Heterogeneity test
mtc_anohe <- mtc.anohe(network, n.adapt = 20000, n.iter = 50000, thin = 1, n.chain=4, likelihood = "normal", link = "identity", linearModel = "random")
sum_mtc_anohe <- summary(mtc_anohe)
plot(sum_mtc_anohe)



