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What is the 15k initiative?

* The 5,000 arthropod genomes initiative (i5k) coordinates the
sequencing of 5,000 insect or related arthropod genomes’.

* |International effort to seek funding from academia, governments,
industry, and private sources; prioritize insect genomes for
sequencing; develop best practices for genome sequencing and
curation.

URL: https:/iSk.nal.usda.gov
Contact: iSk@ars.usda.gov

What is the iS5k Workspace@NAL?

A workspace for genomic data access, dissemination, and
curation for any ‘orphaned’ arthropod genome project, hosted
by the USDA’s National Agricultural Library (NAL)?.

 (Geared towards both data producers and data consumers:

1. Data producers: we are actively soliciting new genome
projects, in particular from groups with limited resources for
genome hosting and curation.

2. Data consumers: we aim to provide up-to-date genomic
content from a variety of arthropod genome projects.

 URL: https:/iSk.nal.usda.gov

How do | submit my data?

» Contact us (i5k@ars.usda.gov) for individual consultation about
your genome project. In general, we require:
* A‘frozen’ genome assembly, preferably already
submitted to NCBI.
* Metadata about your assembly (contact us for the most
current submission form).
* We host any other data mapped to the genome assembly, e.qg.
» Computational gene predictions

* Transcriptomes
 RNA-Seq data

Current content
39 arthropod species, many from the i5k pilot projects:

What resources and tools does the 15k
Workspace provide?
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Wester flower thrips
Water Strider

Brown marmorated stink bug

Emerald Ashborer Beetle Frankliniella occidentalis

Asian long-horned beetle

Agrilus planipennis
Anoplophora glabripennis % ,
Halyomorpha halys

Athalia rosae Turnip sawfly

.= Glassy-winged sharpshooter
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Blattella germanica German Cockroach Homalodisca vitripennis
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Catajapyx aquilonaris N Silvestri's Northern Forceptail Hyalella azteca Amphipod

Centruroides exilicauda Bark scorpion Ladona fulva Scarce Chaser

Ceratitis capitata Mediterranean fruit fly Latrodectus hesperus Western black widow spider

Colorado potato beetle
Caddis fly

Brown recluse spider

Cimex lectularius Bed bug Leptinotarsa decemlineata

Copidosoma floridanum s Parasitic Wasp Limnephilus lunatus

Diaphorina citri Asian Citrus Psyllid Loxosceles reclusa

Drosophila biarmipes NA Manduca sexta Tobacco hornworm
Drosophila bipectinata NA Mayetiola destructor Hessian fly
Drosophila elegans g NA Oncopeltus fasciatus o Milkweed Bug
Drosophila eugracilis # NA Onthophagus taurus ,gx Bull-headed Dung beetle
Drosophila ficusphila NA Orussus abietinus ' Parasitic wood wasp
Drosophila kikkawai NA Pachypsylla venusta | Hackberry petiole gall psyllid
Drosophila rhopaloa NA Parasteatoda tepidariorum v | Common house spider

Upcoming Developments

* New interface;
* (Gene pages for assemblies with an official gene set (OGS);
* |Improved search tools (e.g. Intermine).
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Drosophila takahashii NA Tigriopus californicus Harpacticoid copepod
Ephemera danica Mayfly Trichogramma pretiosum ‘ ~ Parasitic wasp
Eurytemora affinis % Common Copepod
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