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Q1)  

set.seed(10221) 

x = rlnorm(1000,5,2.5) 

a = quantile(x , c(0.25,0.5,0.75,1)) 

b = qlnorm(c(0.25,0.5,0.75,1),5,2.5) 

a 

b 

 

The empirical and theoretical values of the quartiles are very close so we can consider it a 
good approximation. 

 

 

 

 

 

 

 

 

 

 

 



Q2) 

a)  

model_0 = lm( mpg ~  1, data = mtcars) 

model_0 

 

b) 

model_1 = update(model_0, .~. + wt) 

model_1 

 

C) 

model_2 = update(model_0, .~. + log(wt) + log(disp)) 

model_2 

 

d) 

 



 

 

e) plot(model_1$fitted.values, type = "l", col = "red" )   

plot( model_2$fitted.values, type = "l", col = "orange") 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Q3)  

set.seed(2919) 

s = rnorm(100,5,2.5) 

x = density(s) 

hist(s, freq = F) 

lines(x$x , x$y , col = 2, lwd = 2) 

abline(v = 5 , col = "blue", lwd = 2) 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Q4) 

 x = c(0:6) 

f = c(739280,185309,23349,1937,114,1,3) 

m = sum(f*x)/sum(f) 

p = (dpois(0:5,m)) 

chisq.test(f , correct = T ,p = c(p , 1 - sum(p))) 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Q5) 

library(MASS) 

x = Animals 

a) cor(x)  

 

b) cor(log(x))  

 

c) cor.test(Animals$body,Animals$brain) 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Q6) 

obs = matrix(c(40,20,10,30,35,15,30,45,25),3,3,byrow = TRUE) 

chisq.test(obs) 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Q7) 

c = read.csv(file.choose()) 

c$Spam = as.factor(c$Spam) 

model = glm( Spam ~ ., data = c,binomial("logit"),) 

model 

 



 

 


