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Sustainability Plans
Where does the data go when Common Fund support ends?

Data sets are proving
sufficiently useful that other
entities are taking them up

= Housed at NCBI (NIH)

= NIH ICs or other entities
take over database

= Data uploaded to cloud
server (NIH Data
Commons)




HMP data sets: Centralized at the DACC and
Incorporated into other databases

NIH HUMAN
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PROJECT

HMP-DACC

Genames Drline Databass

In FY16, the DACC recorded
121,000 user sessions, 66%
of whom were new users.
(20% of these sessions had
dwell times of 10-30 mins)

Ribosomal Database Project




Tracking Research Outputs from
HMP Data Sets

Create a library of
. Manually curate
papers that mention ..
. Remove papers that remaining papers to
HMP or that cite the : : .
main HMP acknowledge funding determine which used
: from HMP grants the HMP datasets in
consortium their stud
publications Y

(107 papers as of Oct 2016)
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PubChem

A component of the Molecular Libraries program

PubChem

@ BioAssay DD Compound

4 | Substance

Today's Statistics »

Compounds: 92,877,506 = Averages between 2 and 10
EPTE”“EE: 32251-'25;3“;?5 million page views per day
onssars: S = 1.5 million unique interactive
Tested Compounds: 2,283,551
Tested Substances: 3,597,363 users per month
RNAi BioAssays: 95 = |ntegrated into key scientific
BioActivities: 231,328,738 web-based resource sites
proein Target: 10,182 (PubMed, MeSH, ChemiDplus,
Ene |drgets: r
FDA, NIST, USTPO, DrugBank,
Dec. 19, 2016 GSK, IBM, Nature, Sigma-

Aldrich, etc.)



" GTEX Genotype-Tissue Expression

Data sets to study relationship between
rt a genetic variation and gene expression

GTEx Portal Users
Registered Unique # different

users users countries dbGaP users
9,210 48,454 >90 S Oct. '15 - v6
e 2 Jun.'15-v5

~8000 unique visitors/month; ~53%
academic & ~25% Biotech/Pharma

Cumulative dbGaP Users




Use of GTEx Data

Publications using GTEx Data H

100 Molecular and Genetic Properties
20 of Tumors Associated with Local
. 177 total Immune Cytolytic Activity
40 =< X B\
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J COMMUNICATIONS
T o 2015 - Low-frequency and rare exome chip variants

associate with fasting glucose and type 2
diabetes susceptibility

Blekhman et al. Genome Biology (2015) 16:191

DOI 10.1186/513059-015-0759-1 Genome BiOIOgy

RESEARCH Open Access

Host genetic variation impacts microbiome @
composition across human body sites




Roadmap Epigenomics Program
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Developed 111 reference epigenomes from a variety of human
cells and tissues




Reference Epigenomes Data Usage

Browser Visits
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= Approximately 12M visitors in 1 year alone; data combined across multiple CF-
supported browsers

= Data now accessed mostly through ENCODE and IHEC



Using Reference Epigenome Maps

Research Areas of Publications
Using Roadmap Epigenomics Data
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Thank you!

Questions?




Current Common Fund Programs (FY17)

= currently have or are developing data sets
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