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Expanding genomic resources for endangered species

Supporting open access data

Data are accessible by anyone, anywhere,
fostering rapid and collaborative
conservation efforts

Register online for species
assessed as Extinct in the Wild,
Critically Endangered or
Endangered under IUCN Red List

.
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Flow cells &
Kits provided

FREE of charge

Faster, equitable and more
localised sequencing

Empower teams to rapidly study species
close to the sample’s origin using the latest
sequencing approaches

Enabling 20x coverage
whole genome
sequencing data

Promoting an active and
distributed community

Local communities, conservationists,
scientists and bioinformaticians working
together to enhance collective knowledge

Raw data uploaded to
open access database
within 6 weeks
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Partnership support providing extraction and
l O a S sequencing reagents to ORG.one participants

Brown-headed Spider Monkey
Ateles fusciceps fusciceps

CRITICALLY ENDANGERED

Butternut (White walnut)
Juglans cinerea

ENDANGERED

Montseny brook newt
Calotriton arnoldi

CRITICALLY ENDANGERED

Ecuadorian endemic
sequenced using
low-cost, small
footprint MinlON,
achieving 21x
coverage, and
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2.58 Gb | 3710 scaffolds | N50 9.8 Mb | BUSCO 84.3%
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. assembly performed
locally in Ecuador.
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Genomic tools in
development to
assess inbreeding
and gene flow in
the wild.
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539 Mb | 16 chromosomes | N50 35 Mb | BUSCO 99.0%
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Salamanders have some of the largest animal
genomes. Thus, sequencing and assembling
reference genomes is challenging. Only the th|rd
Caudata de novo genome, Nanopore sequencing
was combined with other genomic data to
assemble this >22 Gb genome.

22.89 Gb | 47,257 scaffolds | N50 1.6 Mb | BUSCO 85.7%
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