
R programming

Modern Statistics for Modern Biology







#source("https://www.huber.embl.de/msmb/install_p
ackages.R")
#절대로 하지 않기
wget https://www.huber.embl.de/msmb/data.tar.gz

#python
import tarfile
src = "data.tar.gz"
dst = "clean_data.tar.gz"

with tarfile.open(src, "r:gz") as tin:
with tarfile.open(dst, "w:gz") as tout:
for m in tin.getmembers():
m.name = m.name.lstrip("../")
f = tin.extractfile(m) if m.isfile() else None
tout.addfile(m, f)

tar -xvzf clean_data.tar.gz

Visualization
install.package("ggplot2")
install.packages("BiocManager")
BiocManager::install("rrcov")
install.packages("remotes")
remotes::install_version(
"MASS",
version = "7.3-60"
)
install.packages("dplyr")

library(tibble) 





-1.3. 1.3.1,1.3.2,1.3.3 (poisson, binomial)

-3.2, 3.4 (graph plot, ggplot2)

-5.3.1 (k-mean, hierarchical, dbscan)

-6.2 (t.test, wilcox.test, p.adjust(pvalue, method = "BH")

-12.2.1 (lda, sva, linear, logistic …)

sva(data,…)



lm(formula, data, ….)
ctl <- c(4.17,5.58,5.18,6.11,4.50,4.61,5.17,4.53,5.33,5.14)
trt <- c(4.81,4.17,4.41,3.59,5.87,3.83,6.03,4.89,4.32,4.69)
group <- gl(2, 10, 20, labels = c("Ctl","Trt"))
weight <- c(ctl, trt)
lm.D9 <- lm(weight ~ group)

glm(formula, data, family = binomial)


