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Migrate Your
Genomic Research
to the Cloud

Secure, cost-effective genomic analysis at

scale.

Get Started

Terra

Collaborate in Terra, AnViIL's
secure, scalable, cloud compute
environment.

Launch Learn More

Bioconductor
Analyze genomic data in the R
statistical language.

Learn More

Learn More

Gen3
Manage, harmonize, and share
large datasets.

Launch Learn More

Galaxy
Run batch analysis workflows
and interactive visualizations.

Learn More
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Overview

di

.5

Learn Datasets

A complete
reference genome
improves analysis of
human genetic
variation
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Using the AnVIL, researchers find the T2T-CHM13 reference genome
universally improves the analysis of human genetic variation.

Dockstore
Create and share Docker-based
workflows.

Launch Learn More

Jupyter
Run interactive analysis with
python or R.

Learn More

NCPI

Interoperate with other NIH
data commons.
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Learn More

Seqr
Identify disease-causing
variants.

Launch Learn More



AnVIL's Capabilities and Services
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Cloud-based Shared analysis Data access and Genomic datasets,
infrastructure and and computing data security phenotypes and
software platform environment metadata
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Cost Control for User training and Participationin a Incorporation of
Cloud services outreach federated genomic scientific and
data commons technology

ecosystem advances
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Faceted search

Established pipelines
Exploratory Analysis

Integrated
development
environment

AnVIL / Terra: analysis workspaces
and batch workflows
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Bioconductor

OPEN SOURCE SOFTWARE FOR BIOINFORMATICS

Dockstore
Create, Share, Use

AnVIL / Dockstore: sharing
containerized tools and workflows

eStudio

= Galaxy

Genome Browser
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NHGRI Analysis Visualization
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PORTAL DATA TECHNICAL

AnVIL Work PROCESSING
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Outreach Activities

Develop AnVIL training materials, projects, evaluations, and videos

Release training and education materials as open source so they can

be used across multiple courses/projects

Work with STRIDES and NHGRI to evaluate credit provision models




AnVIL Data Access
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Public Access Consortium Access




= There are two types

e Open
e Controlled

me  Open Access

e Accessible to the public without prior approval

Public Access

o Ccontrolled Access

e Apply through dbGaP

e Reviewed by a NIH/NHGRI Data Access
Committee (DAC)

e Approved requestors added to a list managed by
dbGaP which will be provided to the AnVIL
staff for data access




Consortium

Access

Consortium members will have access to their
own data

Access will be managed by a POC agreed upon
by the Consortium members (e.g. a
Coordinating Center)

The approved POC will develop and maintain a
whitelist of approved members

The authorization list will be sent to the AnVIL
team to inform them who should have access
to consortium data



Common Questions

Will datasets hosted by the AnVIL also
have to be uploaded to dbGap as part
of the dbGaP registration process?

Will all Consortium Data hosted by the
AnVIL automatically became available

to the public (either by open or
controlled access)

e NO

e data hosted by the AnVIL will not be
required to be uploaded also to
dbGaP

e The forms for registering datasets
with dbGaP will still be required to
be sent dbGaP

e NO
e Consortium data that is registered

through dbGaP will be made
available through controlled access

e Data approved by the data
generator(s) can be made accessible
for open access
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Authorization

Challenges

Phenotypic
Data
Harmonization




icei

Overview

Participating
Platforms

Guiding Principles £
BioData

Working Groups ".'.'.Z,"."uol:'.'.'fvfc‘.ﬁ? C ATA LYS T
Training Materials ﬁA n V I L e

Progress Updates

*"‘(1‘ iojla Miller

NlH NATIONAL CANCER INSTITUTE I<' d S F' rs t
Cancer R.s’n'ch Data Commons PEDIATRIC RESEARCH PROGRAM
Data Resource Center

m National Library of Medicine

National Center for Biotechnology fnformanon\_/\,




)
4

The Forefront

of Genomics

L4

@

©

@)
@)
O
O O
@)
©,
O



