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Fig S1 Total number of aphids (a), average number of predators (b) and average concentration of fungal gDNA per grass DNA (c) shown for all pots (a,b) and only E+ pots (c). Values see Table 1. *** P≤ 0.001, ** P≤ 0.01, * P≤ 0.05
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Supplementary material to statistics:

Code for analyzing total differences for every response variable (example aphid numbers). First we summed up the aphid numbers per pot (pot_id) over time: 

sum_pot_aphid_nr=aggregate(aphid_nr ~ pot_id+shift+endophyte+fertilizer, data=tatl_data, sum)


Subsequently we conducted a linear model where we tested the effects of aphid shift (shift), endophyte infection (endophyte), fertilizer addition (fertilizer) and block (block) on aphid abundance. As block and interactions between the predictor variables were not significant, we simplified our model (m1k):

m1k <- lm(aphid_nr~shift+endophyte+fertilizer, sum_pot_aphid_nr)
> anova(m1k)


Code for analyzing weekly differences for every response variable with ANOVA of the linear model in a loop analysis (example aphid numbers):

result_aphid<-list()for(i in 1:8){
  result_aphid[[i]]<- anova(lm(aphid_nr~shift+endophyte+fertilizer,
tatl_data[tatl_data$week==i, ]))}
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