Appendix I
Model code for Binary and Continuous Data 
[bookmark: _GoBack]
Binary data 

> library (meta)
> library (netmeta)

#Response rates
> Responseratedata <- read_excel ("C:/Users/user/Desktop/Updated data/Book3response rate excel.xlsx")
> View (Book3response_rates_excel)
> updatedResponseratedata <- pairwise (studlab = study, treat = trt_name, event = d, n = n, sm = "OR", data = Responseratedata)
> outputResponseratedata <- netmeta (updatedResponseratedata, comb.random = TRUE)
> summary (outputResponseratedata)
> forest (outputResponseratedata, reference.group = "Placebo", pooled = "random", digits = 2)
> netgraph (outputResponseratedata, iterate = TRUE, plastic = TRUE)
> netrank (outputResponseratedata, small.values = "bad")
> Book3response_rate_excel <- read_excel("C:/Users/Taryn/Desktop/UCT 2011-2018/SAD NMA 2018/2018/Updated data/Book3response rate excel.xlsx")
> View(Book3response_rate_excel)
> dat <- read_xlsx("C:/Users/Taryn/Desktop/UCT 2011-2018/SAD NMA 2018/2018/Updated data/Book3response rate excel.xlsx")
> p1 <- pairwise(n = n, event = d, treat = trt_name, studlab = study, data = dat, sm = "OR")
> net1 <- netmeta (p1, ref = "placebo")
> ns1 <- netsplit(net1)
> forest(ns1)
> Book3response_rate_excel <- read_excel("C:/Users/Taryn/Desktop/UCT 2011-2018/SAD NMA 2018/2018/Updated data/Book3response rate excel.xlsx")
> View (Book3response_rate_excel)
> p1 <- pairwise(event = d, n = n, studlab = study, treat = trt_name, data = AEs, sm = "OR")
> net1 <- netmeta(p1, reference = "Placebo")
> forest(net1, sortvar = -TE)
> forest(net1, sortvar = -TE, drop.reference = TRUE)
> forest(net1, sortvar = -TE, small.values = "bad", rightcols = c("pscore", "effect", "ci"), rightlabs = c("P-score", NA, NA))
> forest(net1, sortvar = -pscore, small.values = "bad", rightcols = c("pscore", "effect", "ci"), rightlabs = c ("P-score", NA, NA))

#Adverse events 
> AEdata <-read_excel ("C:/Users/user/Desktop/Updated data/Book1adverse events excel.xlsx")
> View (Book1adverse events_excel)
> updatedAEdata <- pairwise (studlab = study, treat = trt_name, event = d, n = n, sm = "OR", data = AEdata)
> outputAE <- netmeta (updatedAEdata, comb.random = TRUE)
> summary (outputAE)
> forest (outputAE, reference.group = "Placebo", pooled = "random", digits = 2)
> netgraph (outputAE, iterate = TRUE, plastic = TRUE)
> netrank (outputAE, small.values = “good”) 
> library("codetools", lib.loc="C:/Program Files/R/R-3.5.0/library")
> library("tools", lib.loc="C:/Program Files/R/R-3.5.0/library")
> library("netmeta", lib.loc="~/R/win-library/3.5")
> library("nnet", lib.loc="C:/Program Files/R/R-3.5.0/library")
> library("readxl", lib.loc="~/R/win-library/3.5")
> library(netmeta)
> library(readxl)
> Book1adverse_events_excel <- read_excel("C:/Users/Taryn/Desktop/UCT 2011-2018/SAD NMA 2018/2018/Updated data/Book1adverse events excel.xlsx")
> View(Book1adverse_events_excel)
> dat <- read_xlsx("C:/Users/Taryn/Desktop/UCT 2011-2018/SAD NMA 2018/2018/Updated data/Book1adverse events excel.xlsx")
> p1 <- pairwise(n = n, event = d, treat = trt_name, studlab = study, data = dat, sm = "OR")
> net1 <- netmeta (p1, ref = "placebo")
> ns1 <- netsplit(net1)
> forest(ns1)
> forest(ns1)
> AEs <- read_xlsx("Book1adverse events excel.xlsx")
> p1 <- pairwise(event = d, n = n, studlab = study, treat = trt_name, data = AEs, sm = "OR")
> net1 <- netmeta(p1, reference = "Placebo")
> forest(net1, sortvar = -TE)
> forest(net1, sortvar = -TE, drop.reference = TRUE)
> forest(net1, sortvar = -TE, small.values = "bad", rightcols = c("pscore", "effect", "ci"), rightlabs = c("P-score", NA, NA))
> forest(net1, sortvar = -pscore, small.values = "bad", rightcols = c("pscore", "effect", "ci"), rightlabs = c ("P-score", NA, NA))
 
#All cause dropouts 
> Allcausedata <-read_excel ("C:/Users/user/Desktop/Updated data/Book2allcausedropouts excel.xlsx")
> View (Book2allcausedropouts_excel)
> updatedAllcausedata <-pairwise (studlab = study, treat = trt_name, event = d, n = n, sm = "OR", data = Allcausedata)
> outputAllcausedata <- netmeta (updatedAllcausedata, comb.random = TRUE)
> summary (outputAllcausedata)
> forest (outputAllcausedata, reference.group = "Placebo", pooled = "random", digits = 2)
> netgraph (outputAllcausedata, iterate = TRUE, plastic = TRUE)
> netrank (outputAllcausedata, small.values = "good") 
> Book2allcausedropouts_excel <- read_excel("C:/Users/Taryn/Desktop/UCT 2011-2018/SAD NMA 2018/2018/Updated data/Book2allcausedropouts excel.xlsx")
> View(Book2allcausedropouts_excel)
> dat <- read_xlsx("C:/Users/Taryn/Desktop/UCT 2011-2018/SAD NMA 2018/2018/Updated data/Book2allcausedropouts excel.xlsx")
> p1 <- pairwise(n = n, event = d, treat = trt_name, studlab = study, data = dat, sm = "OR")
> net1 <- netmeta (p1, ref = "placebo")
> ns1 <- netsplit(net1)
> forest(ns1)
> Book2allcausedropouts_excel <- read_excel ("C:/Users/Taryn/Desktop/UCT 2011-2018/SAD NMA 2018/2018/Updated data/Book2allcausedropouts excel.xlsx")
> p1 <- pairwise(event = d, n = n, studlab = study, treat = trt_name, data = Book2allcausedropouts_excel, sm = "OR")
> net1 <- netmeta (p1, reference = "Placebo")
> forest(net1, sortvar = -TE)
> forest(net1, sortvar = -TE, drop.reference = TRUE)
> forest(net1, sortvar = -TE, small.values = "bad", rightcols = c("pscore", "effect", "ci"), rightlabs = c ("P-score", NA, NA))
> forest(net1, sortvar = -pscore, small.values = "bad", rightcols = c("pscore", "effect", "ci"), rightlabs = c("P-score", NA, NA))



Continuous data
#Symptom severity 
> options(width = 100)
> library(netmeta)
> library(readxl)
> Data_excel <- read_excel("C:/Users/Taryn/Desktop/Data.xlsx")
> View(Data_excel)
> dat <- read_xlsx("C:/Users/Taryn/Desktop/Data.xlsx")
> p1 <- pairwise(mean = mean, sd = sd, n = n, studlab = study, treat = trt_name, data = dat, sm = "MD")
> outputData <- netmeta (Data_excel, comb.random = TRUE)
> summary (Data_excel)
> rds <- read_xlsx("reduction-anxiety-symptoms.xlsx")
##
> rds$studlab <- paste(rds$trial, " (", rds$study, ")", sep = "")
##
> seq.trts <- sort(unique(rds$trt_name))
> seq.trts <- c(seq.trts[seq.trts != "Placebo"], "Placebo")
> seq.trts.exclude.ly686017 <- seq.trts[seq.trts != "LY686017"]
> p.md <- pairwise (mean = mean, sd = sd, n = n, treat = trt_name, studlab = studlab, data = rds, sm = "MD")
> p.md.exclude.ly686017 <- pairwise(mean = mean, sd = sd, n = n, treat = trt_name, studlab = studlab, data = rds[rds$trt_name != "LY686017", ], sm = "MD")
net.md <- netmeta (p.md, ref = "Placebo", seq = seq.trts)
> net.md.exclude.ly686017 <- netmeta(p.md.exclude.ly686017, ref = "Placebo", seq = seq.trts.exclude.ly686017)
> netgraph (net.md, iterate = TRUE, plastic = TRUE, thickness = "se.random", start.layout = "prcomp")
##
Title ("Consider treatment 'LY686017'")
##
> netgraph (net.md.exclude.ly686017, iterate = TRUE, plastic = TRUE, thickness = "se.random", start.layout = "prcomp")
##
title ("Exclude treatment 'LY686017'")
> net.md
> net.md.exclude.ly686017
> forest (net.md, sort = -Pscore, rightcols = c("pscore", "effect", "ci"), rightlabs = c("P-score", NA, NA), spacing = 0.53, fontsize = 7, squaresize = 1)
> forest (net.md.exclude.ly686017, sort = -Pscore, rightcols = c("pscore", "effect", "ci"), rightlabs = c("P-score", NA, NA), spacing = 0.53, fontsize = 7, squaresize = 1)
> ns.md <- netsplit (net.md)
> ns.md.exclude.ly686017 <- netsplit (net.md.exclude.ly686017)
> print (ns.md.exclude.ly686017, show = "direct")
> forest (ns.md, indirect = FALSE, smlab = "Random effects model\nConsider treatment 'LY686017'", spacing = 0.53, fontsize = 7, squaresize = 1, addrow.subgroups = FALSE, xlab = "Reduction in Anxiety Symptoms (mean difference)")
> forest (ns.md.exclude.ly686017, indirect = FALSE, smlab = "Random effects model\nExclude treatment 'LY686017'", spacing = 0.53, fontsize = 7, squaresize = 1, addrow.subgroups = FALSE, xlab = "Reduction in Anxiety Symptoms (mean difference)")
dat <- p.md.exclude.ly686017
> forest (ns.md.exclude.ly686017, indirect = TRUE, smlab = "Random effects model\nExclude treatment 'LY686017'", spacing = 0.53, fontsize = 7, squaresize = 1, addrow.subgroups = TRUE, xlab = "Reduction in Anxiety Symptoms (mean difference)")
> dat <- p.md.exclude.ly686017
> > dat$treat1 <- as.character(dat$treat1)
dat$treat2 <- as.character(dat$treat2)
##
> wo <- dat$treat1 == "Placebo"& dat$treat2 != "Placebo"
 ##
> if (any(wo)) {dat$treat1[wo] <- dat$treat2[wo]
##
> dat$TE[wo] <- - dat$TE[wo]
##
> tmp <- dat$n1
> dat$n1[wo] <- dat$n2[wo]
> dat$n2[wo] <- tmp[wo]
##
> tmp <- dat$mean1
> dat$mean1[wo] <- dat$mean2[wo]
##
> tmp <- dat$sd1
> dat$sd1[wo] <- dat$sd2[wo]
> dat$sd2[wo] <- tmp[wo]
> }
##
> dat$treat2 <- NULL
> dat$studlab.orig <- dat$trt_name1 <- dat$trt_name2 <- NULL
> dat$trt1 <- dat$trt2 <- dat$mean.orig1 <- dat$mean.orig2 <- NULL
> dat$sd.orig1 <- dat$sd.orig2 <- dat$n.orig1 <- dat$n.orig2 <- NULL
##
> seq.trts.pscore <- net.md.exclude.ly686017$trts
> > order.pscore.random <- order(netrank(net.md.exclude.ly686017)$Pscore.random)
> seq.trts.pscore <- seq.trts.pscore[order.pscore.random]
> dat$treat1 <- factor(dat$treat1, levels = seq.trts.pscore)
> dat <- dat[rev(order(dat$treat1)), ]
##
> dat$treat1 <- paste(dat$treat1, "vs Placebo")
> mg.md <- metagen(TE, seTE, byvar = treat1, data = dat, sm = "MD", tau.common = TRUE, print.byvar = FALSE)
##
> summary(mg.md)
> decomp.design(net.md.exclude.ly686017)
> forest(metabind(mg.md), spacing = 0.53, fontsize = 7, squaresize = 1)

