3. Fitting additional models using DI()
[bookmark: X0440bd64cc54a042fe5f14e90387e279ee4bc27]Fitting more flexible models using DI() function
[bookmark: X5d20d367cb53b808abb213410a772de1221323f]Adding interaction of treatment with each species ID effect


# Most parameters are same as autoDI
mod1 <- DI(y = "yield", prop = c("p1", "p2", "p3", "p4"),
           data = model_data, FG = c("G", "G", "L", "L"),
           # We now need to specify the interaction structure to fit
           DImodel = "FG", 
           # Specify any additional terms/interactions here
           # We add an interaction of treatment with each species
           extra_formula = ~ (p1 + p2 + p3 + p4):treatF)

summary(mod1)
[bookmark: X92ef1b2b83239ab7f14fb0710f695de07cf47c3]Adding interaction of treatment with each interaction

# Interaction of treatment with the FG interaction terms
mod2 <- DI(y = "yield", prop = c("p1", "p2", "p3", "p4"),
           DImodel = "FG", FG = c("G", "G", "L", "L"),
           extra_formula = ~ (FG_):treatF, data = model_data)

summary(mod2)
[bookmark: X92f57d86ebbf450a38a4551e4185aa15eedec71]Adding interaction of treatment with both, species ID and interaction effects


# Adding an interaction term of treatment with everything in the model
mod3 <- DI(y = "yield", prop = c("p1", "p2", "p3", "p4"),
           DImodel = "FG", FG = c("G", "G", "L", "L"),
           extra_formula = ~ (p1 + p2 + p3 + p4 + FG_):treatF, 
           data = model_data)

summary(mod3)
[bookmark: adding-specific-interaction-terms]Adding specific interaction terms


# We will add interaction terms with specific identity and interaction terms # For that we need to add the interaction terms to the data first

# The DI_data can be used to accomplish this
# Same parameters as autoDI and DI functions
FG_ints <- DI_data(prop = c("p1", "p2", "p3", "p4"),
                   FG = c("G", "G", "L", "L"),
                   data = model_data,
                   # what is used to specify desired interaction structure
                   what = "FG")

# Add these interactions to the model_data
model_data <- bind_cols(model_data, FG_ints)

# We add interaction of treatment with p1, p2 and the between FG interaction
mod4 <- DI(y = "yield", prop = c("p1", "p2", "p3", "p4"),
           DImodel = "FG", FG = c("G", "G", "L", "L"),
           extra_formula = ~ (p1 + p2 + bfg_G_L):treatF, 
           data = model_data)

summary(mod4)

