
treatment that’s not 0 or 1, and that the range of probabilities between the two groups overlaps, but have
a different distribution.

(g) Finally, repeat your code from part (f), this time using your matched data instead of the original data.
Interpret your figure. How do the predicted probabilities of treatment now compare across the groups that
got treatment and control?

prop_score2 <- glm(bombed_969_bin ~ std + ln_dist + score + lnhpop + mod2a_1ajul + mod2a_1admn,
data = match_data, family=binomial(link = "logit"))

prop_df2 <- data.frame(prop = predict(prop_score2, type="response"),
treatment = match_data$bombed_969_bin)

ggplot(prop_df2, aes(x = prop, fill = as.factor(treatment), group=treatment)) +
geom_histogram(alpha=0.5, position="identity", bins=30) +
labs(y = "Count",

x = "Probability of treatment given covariates",
fill = "Treatment status")
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If we plot the estimated probability of receiving treatment (𝐸[𝐷𝑖 ∣ 𝑋𝑖]) for both treated and control groups,
we see that their probabilities are still between 0 and 1, which is good, and furthermore, the distribution
looks very similar across the two groups. This balance in scores is a sign that matching has worked.
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