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Naming
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Suggestions to name files:  

‣ meaningful and unique file names 
‣ keep it simple and logical ⇾ encoding? 
‣ avoid special characters (e.g. ä) 
‣ careful with numbers (e.g. 1 or 01) 
‣ correct extensions (e.g. fasta, fastq, bam) 
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Watersample-SG1.txt
Watersample-SG2.txt
Watersample-SG3.txt
Watersample-SG4.txt
Watersample-SG5.txt
Watersample-SG6.txt
Watersample-SG7.txt
Watersample-SG8.txt
Watersample-SG9.txt
Watersample-SG10.txt
Watersample-SG11.txt

Watersample-Bs1.txt
Watersample_Bs3.txt
Watersample-Bs4.txt
Watersample-Bs7.txt
Watersample-Bs8.txt
Watersample-Bs9.txt
Watersample_Bs11.txt
Watersample-Bs12.txt

WaterSample ZH-1.fa
WaterSample ZH-2.fa
WaterSample ZH-3.fa
WaterSample ZH-5.fa
WaterSample ZH-6.fa
Watersample ZH-8.fa
Watersample ZH-9.fa
Watersample ZH11.fa
Watersample ZH13.fa
Watersample ZH15.fa

- Format: <Name>-<ID>.extention
- Extensions: txt and fa
- Naming: Watersample - WaterSample -> all are water samples
- Separator: -ID or _ID or white-space
- ID: lowercase (Bs) and uppercase (SG, ZH) mix
- Numbers: different length (SG1 and SG11) or format (Bs1 and ZH-1)

Sample-File-Names
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WaterSamples
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Evolutionary_Genetics_Exercises

EvoGenEx

EvolutionaryGeneticsExercises

✔

✔

✔

Evolutionary Genetics Exercises ✘

Directory (Folder) - Names
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error_correction.ph
error_correction_PE.ph
error_correction_PE_1.ph
error_correction_PE_new.ph
error_correction_SR_newer.ph
error_correction_SR_v190423.ph

ReadME.txt
error_correction_SR_v190116.ph.archive
error_correction_SR_v190423.ph.archive
error_correction_SR_v190502.ph
error_correction_PE_v200317.ph.archive
error_correction_PE_v200421.ph

Script-Names
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Careful with renaming original files!

original_file_name.txt

new_file_name.txt

✖

original_file_name_copy.txt

✓
new_file_name.txt



Bioinformatics ▷ Basics 

UniBS | BioInf | JCW 10

File extensions are important because they indicate the type of file 
and help both the operating system and users understand how to open 
and interact with the file. For example, .txt indicates a text file, .csv 
indicates a comma-separated values file, and .fa indicates an fastq 
formatted sequence file. Extensions allow software to correctly identify 
the file, open it, or run it with the appropriate application. They also 
play a role in security, as changing the extension of a file can 
sometimes hide its true nature, so understanding file extensions is 
crucial for both functionality and security in computing.

MyFile.txt / MyTable.csv / MySequence.fa
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Writing
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Reports

Scientific Writing

Publications
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BestPaperEver_v1.1_jcw.doc ⇾ 
⇽ BestPaperEver_v.1.1_jcw_ar.doc 
⇽ BestPaperEver_v.1.2_jcw_mf.doc 
BestPaperEver_v2_jcw.docx ⇾ 
⇽ BestPaperEver_v.2.1_md.docx 
BestPaperEver_v3.1_jcw.docx ⇾ 
⇽ BestPaperEver_v.3.2_jcw_ar.docx 
⇽ BestPaperEver_v.3.3_jcw_mf.docx 
BestPaperEver_v4_ready.docx
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Overleaf is a collaborative cloud-based LaTeX editor used for 
writing, editing and publishing scientific documents. It partners 
with a wide range of scientific publishers to provide official 
journal LaTeX templates, and direct submission links.
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Interactive Shared 
Solutions

Google Docs 

EduPad 

Etherpad 

Overleaf 

Manubot

https://edupad.ch/#start
https://etherpad.org
http://overleaf.com
https://github.com/manubot/rootstock


Bioinformatics ▷ Basics 

UniBS | BioInf | JCW 18

Software 
Management
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usearch -> usearch11.1.311_i86linux64
usearch10.0.240_i86linux64
usearch7.0-2.1090_i86linux64
usearch8.0.1517_i86linux64
usearch8.1.1711_i86linux32
usearch8.1.1803_i86linux64
usearch8.1.1812_i86linux64
usearch8.1.1861_i86linux64
usearch9.0.2132_i86linux64
usearch9.2.64_i86linux64

Parallel Installations
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Python 2.7

Application A 
Requirements: Python 2.7

Application B 
Requirements: Python >3.0

Version Control
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Package, dependency and environment management for any language—

Python, R, Ruby, Lua, Scala, Java, JavaScript, C/ C++, FORTRAN. Conda as a 

package manager helps you find and install packages. If you need a package 

that requires a different version of Python, you do not need to switch to a 

different environment manager, because conda is also an environment 

manager. With just a few commands, you can set up a totally separate 

environment to run that different version of Python, while continuing to run 

your usual version of Python in your normal environment.
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Bioconda is a channel for the conda package manager specialising in 

bioinformatics software. The conda package manager makes installing software 

a vastly more streamlined process. Conda is a combination of other package 

managers you may have encountered, such as pip, CPAN, CRAN, 

Bioconductor, apt-get, and home-brew. Conda is both language- and OS-

agnostic, and can be used to install C/C++, Fortran, Go, R, Python, Java etc 

programs on Linux, Mac OSX, and Windows.
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python --version
# Python 2.7.15
bwa
# -bash: bwa: command not found
blast -help
# -bash: blast: command not found

conda info --envs
source activate aligners
conda info --envs
python --version
# Python 3.6.7
bwa
blastn -help
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Singularity (Apptainer) is a free and open 
source computer program that performs 
operating system level virtualisation, also 
known as containerisation. One of the main 
uses of Singularity is to bring containers and 
reproducibility to the world of scientific 
computing and high performance 
computing.
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Singularity (Apptainer) is a free and open source computer 
program that performs operating system level virtualisation, 
also known as containerisation. One of the main uses of 
Singularity is to bring containers and reproducibility to the 
world of scientific computing and high performance computing.


