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From genotype to phenotype

The Functional Annotation of ANimal Genomes (FAANG) Consortium
has one grand aim: to identify all functional elements in animal
genomes.

Understanding this link between genotype and phenotype is of clear
importance, motivated by the value of animals as food sources,
models for human health, and as key ecological actors.

An international collaboration

A distributed consortium needs a .9
coordinated approach to data standards, " 9
data annotation, and data sharing. Only by
strict adherance to well-defined standards

will FAANG produce uniform datasets that

are useful to all genomics research

communities.

It’s good to share

* FAANG is committed to sharing data rapidly, before publication.
All members have agreed to the Toronto Data Release workshop
guidelines for pre-publication data release’.

* FAANG also commit to making regular public releases of primary
and secondary analysis results to provide access to the wider
community.

* FAANG is building a portal and tools to aid discoverability and
enable interactive analysis and comparison of the data.

Experiment
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Want to join in?

Send an email to faang@iastate.edu to
register interest in FAANG’s activities
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website: www.faang.org
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Experimental Standards
FAANG has defined a set of core assay types:
* RNA-Seq
 ChiIP-Seq
 Chromatin Accessibility
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FAANG members will generate these core data
for all samples using defined experimental
protocols

Metadata Standards

FAANG has defined metadata standards for
annotating experiments, samples and analyses
with standard attributes

http://tinyurl. com/faangglt

These are the key to making data usable and
understandable by the genomics community

FAANG’s metadata
standards git repo

Ontologies are used for specificity in data
attributes, and to enable advanced data mining

Bioinformatics standards

FAANG is ensuring all data analysis products are
equivalent and comparable with each other

* Uniform analysis pipelines

* Benchmarking of different pipelines
 Standard reference datasets

* Minimum aligned coverage
 Standard normalization methods
Standard file formats

Getting all data to the public domain
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