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Our knowledge of archaeal diversity has come a long way since the domain Archaea
was �rst discovered by Carl Woese and colleagues. From only two known phyla in
the early days, that is, Euryarchaeota and Crenarchaeota, known archaeal phyla have
now expanded to �aumarchaeota, Korarchaeota, Aigarchaeota, Bathyarchaeota,
Lokiarchaeota, �orarchaeota, and DPANN (Diapherotrites, Parvachaeota, Aenig-
marchaeota, Nanoarchaeota, and Nanohaloarchaeota), and many more are to come.
With the advent of new “omics” approaches (metagenomics, metatranscriptomics,
metaproteomics, single-cell genomics, and metabolomics), we are at the golden
age of discovering novel archaea from various environments and just starting to
appreciate the role they play in global biogeochemical cycles.

In recent years, single-cell genomic and metagenomic approaches in particular have
revealed unprecedented number of previously uncultivated and uncharacterized
groups of archaea. With increasing e�orts to sequence environmental DNA from
various habitats, the rate of discovery of the so-called archaeal “dark matter” is
expected to increase dramatically. With the increasing number of archaeal clades
being discovered, the boundaries between them are becoming less clear and it will
be important to discuss what constitutes an archaeal phylum or species and the
genetic distances between di�erent phyla or species at the levels of both 16S rRNA
and conserved core genes. It would also be important to understand the ecology and
distribution of diverse archaea clades recently discovered around the world to better
understand what their functional roles are. “Omics” techniques are undoubtedly
becoming commonplace in answering these questions and we therefore invite
authors to address challenges and opportunities in unraveling archaeal diversity and
function in the age of “omics.”

In this special issue, we invite authors to submit original research and review articles
addressing “archaeal diversity in the age of ‘omics’.”

Potential topics include but are not limited to the following:

Discovery of novel archaeal lineages using “omics” approaches
Metagenomics, single-cell genomics, and other “omics” approaches to
discover novel archaea
Discovery of previously unseen archaeal “dark matter”
Cultivation of archaea in the “omics” era

Archaeal phylogenomics
Approaches to resolving archaeal clades
Delineation of archaeal phyla and lower level clades
Taxonomic classi�cation of archaea

Understanding the lifestyle of di�erent archaeal phyla
Archaeal diversity and ecology in extreme and nonextreme habitats
In silico and experimental approaches to understand archaeal diversity
and metabolism
Archaeal metabolomics and high-throughput cultivation

Authors can submit their manuscripts through the Manuscript Tracking System at
http://mts.hindawi.com/submit/journals/archaea/ad/.
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