
S6 Table. Non-exhaustive list of helpful and informative weblinks

Name Weblink Source Description 

Living in an Ivory 
Basement 

ivory.idyll.org  

C. Titus Brown, University of 
California Davis 

Stochastic thoughts on science, testing, and programming. 

The Tree of Life phylogenomics.blogspot.de  

Jonathan A. Eisen, University of 
California Davis 

Jonathan Eisen's Blog, The Tree of Life 

Homolog.us homolog.us  
Nice blog and online knowledge-base on transcriptomics, bioinformatics and 
computational biology with a very useful tutorials section. 

BitesizeBio bitesizebio.com  

 
A community driven blog, offering articles on various topics in biology and 
bioinformatics. 

Langmead lab langmead-lab.org/teaching-materials 
Ben Langmead, John Hopkins 
University 

Introduction to sequencing algorithms and python programming. 

Bioinformatics Web bioinformaticsweb.net Suresh Kumar A blog on bioinformatics. 

SEQanswers seqanswers.com [1] 
Widely used knowledge-sharing resource and one of the leading forums of the 
next generation community. 

edX edx.org  
Online learning resource offering free MOOC courses. Includes several helpful 
courses on Bioinformatics. 

Coursera coursera.org  
Online learning resource offering free MOOC courses. Includes several helpful 
courses on Bioinformatics, such as the helpful "Algorithms for DNA Sequencing" 
course by Ben Langmead 

CAMI cami-challenge.org/  
Critical Assessment of Metagenome Interpretation. A benchmarking and 
comparison of metagenomic methods using standardized Mock community 
datasets. 

MG-RAST metagenomics.anl.gov [2] 

The MG-RAST (the Metagenomics RAST) web application server is an 
automated analysis platform for metagenomes. It provides quantitative insights 
into microbial populations based on functional and phylogenetic analyses of 
sequence data. 

Qiime qiime.org [3] 
QIIME (Quantitative Insights Into Microbial Ecology) is an open-source 
bioinformatics pipeline for performing microbiome analysis from raw DNA 
sequencing data. 

http://ivory.idyll.org/
http://www.phylogenomics.blogspot.de/
http://www.homolog.us/
http://www.bitesizebio.com/
http://www.langmead-lab.org/teaching-materials/
http://www.bioinformaticsweb.net/
http://www.seqanswers.com/
http://www.edx.org/
http://www.coursera.org/learn/dna-sequencing
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http://metagenomics.anl.gov/
http://www.qiime.org/


IMG img.jgi.doe.gov/cgi-bin/m [4][5] 
The IMG (Integrated Microbial Genomes) database is a genome browsing and 
annotation platform. The IMG/M extension of this system provides the 
comparative analysis of metagenomic data. 

mothur mothur.org [6] 
The mothur project seeks to develop a single piece of open-source, expandable 
software to fill the bioinformatics needs of the microbial ecology community. It 
is a widely used tool for the analysis of 16S rRNA gene sequences. 

ARB arb-home.de  [7] 
The software package ARB represents a graphically-oriented, fully-integrated 
package of cooperating software tools for handling and analysis of sequence 
information. 

Galaxy galaxyproject.org [8] 
Galaxy is an open, web-based platform enabling the creation of scientific 
workflows and the integration of data to make computational biology accessible 
to scientists that do not have programming experience. 

AMPHORA pitgroup.org/amphoranet [9] 

AMPHORA (AutoMated Phylogenomic infeRence Application) is an automated 
phylogenomic inference tool that can be used for high-throughput, high-quality 
genome tree reconstruction and metagenomic phylotyping of etagenomic 
datasets based on bacterial and archaeal phylogenetic marker genes. 

EMBOSS emboss.sourceforge.net [10] 

EMBOSS (European Molecular Biology Open Software Suite) is a free Open 
Source software analysis package specially developed for the needs of 
molecular biologists. It integrates a range of currently available packages and 
tools for sequence analysis into a seamless whole. 

Bio-Linux 8 environmentalomics.org/bio-linux [11] 
A Linux distribution with an extensive repository of bioinformatic tools. Possibly 
discontinued within 2016. Future unsure. 

BioPerl bioperl.org [12] BioPerl is a collection of Perl modules for bioinformatics applications 

Biopython biopython.org [13] Biopython is a set of Python modules for bioinformatics applications. 

BioJava biojava.org [14] BioJava is a set of Java modules for bioinformatics applications 
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