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Model A: 
library(tidyverse)
library(lme4)
data <- read.csv("meta_data.csv")

model_pois <- data %>%
  filter(Species %in% c("Ox.", "Im."),
         Sampled > 0) %>%  
  mutate(
    Species = relevel(factor(Species), ref = "Im."),
    Virus = relevel(factor(Virus), ref = "BTV-8 (2008)"),
    Experiment = factor(Experiment)
  ) %>%
  glmer(
    Positive ~ Virus + Species + offset(log(Sampled)) + (1 | Experiment),
    data = .,
    family = poisson
  )

summary(model_pois)
Model B
library(tidyverse)
library(lme4)
data <- read.csv("meta_data.csv")

model_pois_ob <- data %>%
  filter(
    Species == "Ob.",
    Sampled > 0,
    Virus %in% c("BTV-8 (2010)", "BTV-8 (2008)")
  ) %>%
  mutate(
    Virus = relevel(factor(Virus), ref = "BTV-8 (2008)"),
    Experiment = factor(Experiment)
  ) %>%
  glmer(
    Positive ~ Virus + offset(log(Sampled)) + (1 | Experiment),
    data = .,
    family = poisson
  )

summary(model_pois_ob)
