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Oh-my-zsh!

• https://ohmyz.sh/

https://divingintogeneticsandgenomics.rbind.io/post/set-up-my-new-mac-laptop/

https://ohmyz.sh/
https://divingintogeneticsandgenomics.rbind.io/post/set-up-my-new-mac-laptop/


Mosh: mobile shell

• https://mosh.org/

• Mosh + screen/tmux to keep your session persistent.

https://mosh.org/


csvkit

• https://www.datascienceatthecommandline.com/

cd /n/holyscratch01/informatics/mtang

cat mtcars.csv | csvless –S
cat mtcars.csv | head | csvless –S
csvcut –n mtcars.csv

https://www.datascienceatthecommandline.com/


body

• https://github.com/jeroenjanssens/data-science-at-the-command-
line/blob/master/tools/body

Cat myfile.txt | body grep “pattern”

Will retain the header

cat mtcars.csv | body grep Ford | csvless -S

https://github.com/jeroenjanssens/data-science-at-the-command-line/blob/master/tools/body


csvtk
• https://github.com/shenwei356/csvtk
• E.g. cut out columns based on column names in another file.

• csvtk cut -f $(paste -s -d, columns.txt) mtcars.csv
• Unix cut can not arrange column orders,
• I usually use awk. Csvtk can
• Other tools:
• https://github.com/crazyhottommy/getting-started-with-genomics-

tools-and-resources#do-not-give-me-excel-files

https://github.com/shenwei356/csvtk
https://github.com/crazyhottommy/getting-started-with-genomics-tools-and-resources


GNU parallel



Most frequently used…

• 1. readlink –e
• 2. realpath
• 3. less –S
• 4. cat –A show hidden characters  e.g. ^M, ^I,  
• 5. dos2unix



One-liners

• https://github.com/crazyhottommy/bioinformatics-one-liners

https://github.com/crazyhottommy/bioinformatics-one-liners


Brename: rename your files without a mess 

• https://github.com/shenwei356/brename

• Written in go, download the binary, ready to use.

• Regular expression

• undo last  -u

• Dry run -d

• only renaming specific paths via include filters :

• brename -p ":" -r "-" -f ".htm$" -f ".html$”

• using capture variables, e.g., $1, $2…

• brename -p "(m)" -r "\$1\$1"

https://github.com/shenwei356/brename


rmate editing remote files (I only know how 
to quit vim) 
• https://divingintogeneticsandgenomics.rbind.io/post/open-files-on-
remote-with-sublime-by-ssh/

https://divingintogeneticsandgenomics.rbind.io/post/open-files-on-remote-with-sublime-by-ssh/


ncdu

• Ncdu, acronym of NCurses Disk Usage, is a curses-based version of 
the well-known ‘du’ command. It provides a fast way to see what 
directories are using the disk space.

https://anaconda.org/coecms/ncdu

https://anaconda.org/coecms/ncdu


higer top: htop
https://hisham.hm/htop/

https://hisham.hm/htop/


Dat:

• peer-to-peer sharing & live syncronization of files via command 
line https://dat.foundation. 
• npm install -g dat

https://dat.foundation/


Notion App for to do list and many more

Other tools: https://github.com/crazyhottommy/The-world-of-faculty#digital-tools-for-organizing-a-computational-biology-lab

https://github.com/crazyhottommy/The-world-of-faculty


Hackmd for taking notes

• https://hackmd.io/

Take notes and maybe write it to a blog post.

https://hackmd.io/


Blogdown for blog posts 

https://divingintogeneticsandgenomics.rbind.io/post/hugo-academic-theme-blog-down-deployment-some-details/

https://divingintogeneticsandgenomics.rbind.io/post/hugo-academic-theme-blog-down-deployment-some-details/


Workflowr to make website for teaching, 
sharing projects
• https://github.com/jdblischak/workflowr

https://crazyhottommy.github.io/scRNA-seq-workshop-Fall-2019/

https://github.com/jdblischak/workflowr
https://crazyhottommy.github.io/scRNA-seq-workshop-Fall-2019/


Command line R utilites

• DocoptR
• https://divingintogeneticsandgenomics.rbind.io/post/use-docopt-to-
write-command-line-r-utilities/
• Littler
• http://dirk.eddelbuettel.com/code/littler.html
• Funr
• https://github.com/sahilseth/funr

https://divingintogeneticsandgenomics.rbind.io/post/use-docopt-to-write-command-line-r-utilities/
http://dirk.eddelbuettel.com/code/littler.html
https://github.com/sahilseth/funr


Rstudio R project







here::here()
https://www.tidyverse.org/blog/2017/12/workflow-vs-script/
Works with Rproject

https://www.tidyverse.org/blog/2017/12/workflow-vs-script/


Making R packages 

• http://r-pkgs.had.co.nz/

http://r-pkgs.had.co.nz/


R packages

https://github.com/crazyhottommy/scclusteval
https://github.com/crazyhottommy/scATACutils

https://github.com/crazyhottommy/scclusteval
https://github.com/crazyhottommy/scATACutils


Docker + rstudio (Thanks Nathan!)

• Docker/singularity rocker image
• Ssh tunneling to connect to bioinfo1 (enjoy the 1 TB RAM!)

• https://divingintogeneticsandgenomics.rbind.io/post/run-rstudio-
server-with-singularity-on-hpc/

https://divingintogeneticsandgenomics.rbind.io/post/run-rstudio-server-with-singularity-on-hpc/


Snakemake for pipelines
• https://snakemake.readthedocs.io/en/stable/
• tutorials
• https://github.com/ctb/2019-snakemake-ucdavis
• https://hackmd.io/jXwbvOyQTqWqpuWwrpByHQ?view

https://snakemake.readthedocs.io/en/stable/
https://github.com/ctb/2019-snakemake-ucdavis
https://hackmd.io/jXwbvOyQTqWqpuWwrpByHQ?view


Many workflow languages/engines 



Downstream analysis

R for data science by Hadley Wickham & Garrett Grolemund
http://r4ds.had.co.nz/

Tidying the data can take 80% of your time
Tidyverse



Data visualization 

https://www.r-bloggers.com/the-datasaurus-dozen/



One single suggestion

• Documentation! Documentation! And documentation!



One last suggestion: backup!
Backup by crontab
• https://divingintogeneticsandgenomics.rbind.io/post/crontab-for-

backup/

#rsync every Sunday 5am.
0 5 * * 0 rsync -avhP --exclude=".aspera" --exclude=".autojump" --exclude=".bash_history" 
--exclude=".mozilla" --exclude=".myconfigs" 
--exclude=".oracle_jre_usage" --exclude=".parallel" --exclude=".pki" --exclude=".rbenv" 
railab:.[^.]* ~/shark_dotfiles >> /var/log/rsync_shark_dotfiles.log 2>&1 

https://divingintogeneticsandgenomics.rbind.io/post/crontab-for-backup/

