Example multi-arm study dataset

	studyn
	trtn
	y
	se1
	n

	Davisson2008
	IM
	-0.57
	0.39
	14

	Davisson2008
	GS
	-0.4
	0.38
	14

	Davisson2008
	RE
	-0.07
	0.37
	15

	Davisson2008
	Control
	-0.51
	0.4
	13



R code for arm-based Bayesian NMA# Load required package
library(multinma)

# 1. Prepare arm-based network object
arm_net <- set_agd_arm (
  data1, 
  study = studyn, 
  trt = trtn, 
  y = y, 
  se = se1, 
  sample_size = n
)

# Visualize network structure
plot (arm_net, weight_nodes = TRUE, weight_edges = TRUE) + 
  ggplot2::theme (
    legend.position = "right", 
    legend.margin = ggplot2::margin (0, 0, 0, 100),
    legend.spacing = ggplot2::unit (1.5, "lines"),
    legend.box = "vertical"
  )

# 2. Fit arm-based random-effects NMA
[bookmark: _GoBack]arm_fit_RE <- nma(
  arm_net,
  seed = 379394727,
  trt_effects = "random", # random or fixed effects
  prior_intercept = normal (scale = 100),
  prior_trt = normal (scale = 100),
  prior_het = half_normal (scale = 5),
  consistency = "consistency", # consistency or inconsistency model
  adapt_delta = 0.99
)

# Print model summary
arm_fit_RE
print (arm_fit_RE, pars = c ("d", "mu", "delta"))

# 3. Prior vs posterior plots
plot_prior_posterior(arm_fit_RE)

# 4. Model fit: Deviance Information Criterion (DIC)
arm_dic_RE <- dic(arm_fit_RE)
arm_dic_RE
plot(arm_dic_RE)

# 5. Relative effects vs reference (Control)
arm_releff_RE <- relative_effects(arm_fit_RE, trt_ref = "Control")
plot (arm_releff_RE, ref_line = 0)

# 6. All pairwise comparisons
arm_releff_RE_all <- relative_effects(arm_fit_RE, all_contrasts = TRUE)
plot (arm_releff_RE_all, ref_line = 0)
print(arm_releff_RE_all)

# 7. Treatment ranking
arm_ranks <- posterior_ranks(arm_fit_RE)
plot (arm_ranks)

# 8. Posterior rank probabilities
arm_rankprobs <- posterior_rank_probs(arm_fit_RE)
plot(arm_rankprobs)

# 9. Cumulative SUCRA plots
arm_cumrankprobs <- posterior_rank_probs(arm_fit_RE, sucra = TRUE, cumulative = TRUE)
plot(arm_cumrankprobs)

# 10. Node-splitting analysis for local inconsistency
arm_fit_RE_node <- nma (
  arm_net,
  trt_effects = "random",
  prior_intercept = normal (scale = 100),
  consistency = "nodesplit",
  prior_trt = normal (scale = 10)
)
summary(arm_fit_RE_node)
plot(arm_fit_RE_node)
