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Directed Acyclic Graphs (DAGs)

Figure 1.

backdoor paths and colliders
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An example of DAG

Figure 2.
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CONCLUSION
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Supplementary 1

set.seed(1234)           # set seed for 
reproducible example
x <- sample(500:1000, 500)# sampling 500 
samples from an array of 500-1000 
x <- matrix(x,nc=5)      # build a 
matrix of 100 rows, 5 cols

y <- x[,1] + rnorm(100)  # y depends on 
variable X1 only

mydata  <- data.frame(y, as.matrix(x))
model <- lm(y~., mydata)    # include 
all predictors
step(model, direction = “both”)

# Start:  AIC=-12.59

# y ~ X1 + X2 + X3 + X4 + X5
# ...
# 
# Step:  AIC=-14.59
# y ~ X1 + X2 + X3 + X4
# ...
# 
# Step:  AIC=-16.38
# y ~ X1 + X3 + X4
# ...
# 
# Step:  AIC=-18.12
# y ~ X1 + X3
#
# Df Sum of Sq     RSS    AIC
# <none>                   79 -18.12
# - X3    1         2      80 -17.88
# + X4    1         0      78 -16.38
# + X2    1         0      78 -16.32
# + X5    1         0      79 -16.12
# - X1    1   2070139 2070218 997.80
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Supplementary 2

testImplications <- function( covariance.matrix, sample.size ){
 library(ggm)
 tst <- function(i){ pcor.test( pcor(i,covariance.matrix), length(i)-2, sample.
size )$pvalue }
tos <- function(i){ paste(i,collapse=” “) }

care”),

 data.frame( implication=unlist(lapply(implications,tos)),
 pvalue=unlist( lapply( implications, tst ) ) )}


