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Agenda

Input (13.30-14.00)

Exercise (14.00-14.45)

Discussion (14.45-15.00)
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Scientific recipe-publications
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Recipe
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GUI tools
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Command line Tools
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bwa mem Ref Read_R1 Read_R2 > alignment.sam



Scientific recipe
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Log-file

script



Scientific recipe
• (original) author or source 
• your name 
• date
• version of the tool
• version of the script 
• reproducible code with comments (more comments than code)
• use style guides
• syntax coloring
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Markdown
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Haroopad Cheat sheet

https://guides.github.com/pdfs/markdown-cheatsheet-online.pdf


Reproducible Research 
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scripts
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Reproducible Research 
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Resources
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Many many tutorials, forum, YouTube 
videos posts and books available 



Rstudio
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Script

Console

Variables

Plots and other
information



Data management
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R project

source ("function1.R")

source ("function2.R")

table.csv

table2.csv

Data.RData

analysis1.R

Analysis.Rmd



Packages 

14



Tidyverse

15
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Use R packages

library(tidyverse)

dplyr::filter()
stats::filter()
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datawox=jittermap(datawox, amount=1e-6);datauto=jittermap(datauto, amount=1e-6) autosome;data=jittermap(data,amount=1e-
6);data2=data;datauto$pheno$gender=as.numeric(datauto$pheno$gender)
datauto$pheno$ffd[68] <- NA;datauto$pheno$ffd=(datauto$pheno$ffd-
min(datauto$pheno$ffd,na.rm=T))/(max(datauto$pheno$ffd,na.rm=T)-min(datauto$pheno$ffd,na.rm=T));
datauto$pheno$ffd=asin(sqrt(datauto$pheno$ffd));datauto$pheno$ffd_height=log(datauto$pheno$ffd_height)
datauto$pheno$open_flowers_ffd5=sqrt(datauto$pheno$open_flowersffd5);datauto$pheno$open_flowers_rate=log(datauto$phe
no$open_flowers_rate)



R with style
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https://style.tidyverse.org/index.html

https://google.github.io/styleguide/Rguide.xmlGoogle R-style 



Styler
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Some examples
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rmarkdown
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https://github.com/rstudio/cheatsheets/raw/master/rmarkdown-2.0.pdf

https://github.com/rstudio/cheatsheets/raw/master/rmarkdown-2.0.pdf


Keep data 
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Customized functions
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Myfunction <- function(variables) {
Functions
}

plot_points <- function(n_points) {
dat <- rnorm(n_points, 100, 5)
plot(dat)
} My_functions.R



Shiny Apps
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https://shiny.rstudio.com/gallery/kmeans-example.html



Workflows on a HPC cluster
#!/usr/bin/env Rscript

args <- commandArgs(trailingOnly=TRUE)

##read table

samples <- read.table(args[1], header = F)
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Read.R



Publication

• keep all scripts 
• deposit raw data to public database
• use default settings or mention if not 
• provide version information
• provide commands in supplementary material
• deposit scripts on github/gitlab
• Check-list  
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Exercise 
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task 1
Version 1 Version1.1

Version 2

task 2 Version 1 Version 1.2
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Take home message

• Do reproducible research
• Rstudio has a powerful functions implemented
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