How to get software you need









When you know what to do but you don’t know how
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Essential scientific and technical information about software tools, databases and services for bioinformatics and the life sciences
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When you know what to do but you don’t know how (to install)

apt get install (linux)

Pip (python) / CRAN Repository (R) / Bioconductor
Download from a website (java packages)

Git clone and follow the instructions (unix)
Conda (unix)



When you know what to do but you don’t know how (to install)
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When you know what to do but you don’t know how (to install)

apt get install (linux)

Pip (python) / CRAN Repository (R) / Bioconductor
Download from a website (java packages)

Git clone and follow the instructions

Conda!



ONDA

A package manager and environment management system

# miniconda

System requirements

Latest Miniconda installer links by
Python version

Installing Miniconda
Miniconda release notes
Other resources

Miniconda hash information

#  Miniconda

Miniconda

Miniconda is a free minimal installer for conda. It is a small bootstrap version of Anaconda that includes only conda, Python, the packages they both
depend on, and a small number of other useful packages (like pip, zlib, and a few others). If you need more packages, use the conda install
command to install from thousands of packages available by default in Anaconda'’s public repo, or from other channels, like conda-forge or bioconda.

Is Miniconda the right conda install for you? The Anaconda or Miniconda page lists some reasons why you might want one installation over the
other.

o System requirements

e Latest Miniconda installer links by Python version
o |nstalling Miniconda

e Miniconda release notes

e Other resources

* Miniconda hash information

Latest Miniconda installer links

This list of installers is for the latest release of Python: 3.11.5. For installers for older versions of Python, see Other installer links. For an archive of
Miniconda versions, see https:/repo.anaconda.com/miniconda/.



Installation with conda

@krumlov:[~]% conda install biotonda::blast




CONDA

A package manager and environment management system

Enables easy installation
Takes care of dependencies
You can create environments

@krumlov:[~1% conda create

Person #1
( Computer " CONDA N\ )
environment :
environment
3 (v3.5) | g (v3.5)
Python (v2.7) Python  (v2.7)
Risne (v1.0) Rtsne (v1.0)
Seurat  (v3.0) Seurat (v3.0)
Stats (v2.0) L ) o
8 &
Run Run
Sauron Sauron
\ 4
Results! Results!

\

\

jo= == = o= e =

Person #2
- ~
crvranment [ cON0A
environment
E W (Vg-g) R (v3.5)
Ry on (V3.6 | python (v2.7)
Stsnet - Rtsne  (v1.0)
eurat  (v1.0) | gourat (v3.0)
Stats (v1.0) /
(= m—————— [ y,
Run Run
Sauron Sauron
b
ERROR! EJ Results!

Rtsne missing!
Seurat not v3.0!
You need R v3.2!

-n evironment

\



Mamba

The Fast Cross-Platform Package Manager

part of mamba-org

Package Manager Package Server Package Builder

2mamba

) c1 [passing) gitter [JGinchat




When you know what to do, you have a software but you don’t know how

to start

Always check
documentation

About

2 Usage
General usage
Alignment-based functions
Tree-based functions

Alignment- and tree-based functions

Change log
Other software

FAQ

Docs » Usage

Usage

PhyKIT helps process and analyze multiple sequence alignments and phylogenies.
Generally, all functions are designed to help understand the contents of alignments (e.g., g¢
content or the number of parsimony informative sites) and the shape of trees (e.g., treeness,
degree of violation of a molecular clock).

Some help messages indicate that summary statistics are reported (e.g.,
bipartition_support_stats). Summary statistics include mean, median, 25th percentile, 75th

percentile, minimum, maximum, standard deviation, and variance. These functions typically have
a verbose option that allows users to get the underlying data used to calculate summary statistics.

General usage

Calling functions

phykit <command> [optional command arguments)

Command specific help messages can be viewed by adding a -h/--help argument after the
command. For example, to see the to see the help message for the command ‘treeness’, execute:



When you know what to do, you have a software, you know how, but
something doesn't work
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Questions?



