BAOLKEG EVTIOAECG, KATAVOMEG KOL TPOEMEEEPYATIA
dedopevwy otnv R

Mwg TtpEXouvpe Tov KWaLKA:

Avoiéte to RStudio.

Anpoupynote éva véo script (File > New File > R Script).

ETiikoAAAOTE TOV TTapamavw KwoLka HEoa oto script.

AToONKeVOTE TO PE &va EVOELTKLKO 6voua, TL.X., r_course_2.R.

EkteA£ote ypappn tpog ypapun (emAe€te kat tatnote Ctrl+Enter ] xpnoLUOTIOLOTE TO

koupTti "Run") wote va mapakoAouBeite tn dladikacia. AlapopeTIKd, UTIOPEITE va ETUAEEETE
KAl va TpEEete 0AOKANPO ToV KWwdlka ansubeiac.

OO

Avuiypagte to mapakatw Keipevo oto RStudio

Oa to TpEEOLPE YpapUn-Ypappr

dbinom(x=0:10, size=10, prob=0.5)

dbinom(3, 10, 0.5)

plot(©:10, dbinom(©:10, 10, ©.5), type='h'

b

main="Binomial Distribution (n=10, p=0.5)", xlab="Number of Successes",
ylab="Probability")




X <- seq(-4, 4, length=100)

y <- dnorm(x, mean=0, sd=1)

plot(x, y, type='1l', main="Normal Distribution (mean=0, sigma=1)",
ylab="Density", xlab="Values")

X <- 1:20
plot(x, dgeom(x-1, prob=0.3), type='h',

main="Geometric Distribution", xlab="Trials until first success",
ylab="Probability")

pnorm(1l, mean=0, sd=1) - pnorm(-1, mean=0, sd=1)

sample_data <- rnorm(1000, mean=0, sd=1)

hist(sample_data, main="Histogram of Normal Distribution", col="orange",
xlab="Values")

positive_counts <- table(sample_data > 9)
barplot(positive_counts, main="Proportion of Positive Data", col="skyblue",
ylab="Count")

plot(sample_data, main="Sample Data and Normal Density", col="purple")
hist(sample_data, probability = TRUE, main = "Histogram with Normal Density"
= "orange", xlab = "Values)




curve(dnorm(x, mean=mean(sample data), sd= sd(sample data)), add=TRUE, col =
"red", lwd=2)

set.seed(123)

data <- rnorm(100)
data[sample(1:100, 10)] <- NA
data[which(data > 3)] <- 190

sum(is.na(data))

data_no na <- na.omit(data)

mean_data <- mean(data, na.rm=TRUE)
sd_data <- sd(data, na.rm=TRUE)
lower_bound <- mean_data - 3*sd data
upper_bound <- mean_data + 3*sd _data

outliers <- data[which(data < lower_bound | data > upper_bound)]

print("Detected outliers:")
print(outliers)

hist(data, main="Histogram with Outliers and Missing Values", col="lightgreen",
xlab="Values")

abline(v=c(lower_bound, upper bound), col="red", lty=2)

legend("topright", legend=c("Outlier thresholds"), col="red", lty=2)

summary(data, na.rm=TRUE)




	Πώς τρέχουμε τον κώδικα:
	Αντιγράψτε το παρακάτω κείμενο στο RStudio

