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GenelLab Data System provides users atéxt search capability of

its metadata. Fullext search terms can be a single word or multiple
wordswith either Boolean, wildcardand/or string literals. Search
results can be sorted bslevance, relase date, souread title with

either ascending or descending order. Filters can be applied to assist
further in narrowing results by Project Type, Factors, Organisms,
and Assay Types. The filter values for each category are
dynamically prepopulated wit metadata from the Genel-absted

data setgFigure 3A).

Uniquely,GeneLab has federated with external databases rendering
access to study level informatiosp users can search across
multiple different platforms and omics using single search (Figure
3B). Genelab is currently federated with:

x The National Institutes of Health (NIH) Gene Expression
Omnibus (GEO)

x The European Bioinformatics Institute (EBI) Proteomics
Identification (PRIDE)

x The Argonne National Laboratory (ANL) Metagenomics
Rapid Annotations using Subsystems Technology MG
RAST)

The GLDS does notduplicate thecopies of the data sets found in
the external databasdsut insteadroutinely indexesthe federated
metadataattributesfrom the external data sets keep the search
content upto-date
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Figure 3. Search Options in GenelLab Database(A) When
searching only in the GeneLab repository, users can use the drop
down filters to search for datasets. Users can select multiple terms
to narrow down theirsearch. (B) To search across multiple

share data files and analysis results with other users and/or groups
with access controliave access to the data in the GeneLab public
repository, and data analysis todl® access the workspace, first
time users will need tregisteran account.

Key capabilities:

x Share data and results with collaborators

x Import other publicly available data sources using convenient
3,PSRUW IURP 85/ IHDWXUH

x Drag & drop files and documerftem your desktop computer
to workspace folders

x User and Group defined security access controls with Private,
Shared, and Public folderand read, write, and delete
file/folder operations

x View and navigate between GenelLab data listing and
workspaceenvironment

x Defauls to30 GB quota of storage space per user. Additional
storage spce can be requested frahe GenelLab team.

2.2.4Submission
Process followed by data submitter:

Instructions for data submission can be foundhtgis://genelab
data.ndc.nasa.gov/genelab/submissiBos detailed information on
data and file formats, please refer to the table listed at:
https://genelab.nasa.gov/help/fag/#5

In brief, a submitter can create a GeneLab Workspace user account
to transfer their metadata and data filEken submitters use the
ISAcreator tool, with the bundled GeneLab configuration file (see
Step 3 - https://genelatlata.ndc.nasa.gov/genelab/submissions
This configuration file was created by GenelLab to denote all
required metadata fields for spaceflight investigations, and is
maintained by GeneLab with input from expert space biologists. The
precise steps to follow for populating the required fieldsfeuad

in the Submission Guide (https://genelab
data.ndc.nasa.gov/genelab/help/GeneLab_Submission_Guide_2.0.

pdf)

Metadata should be populated using the ISAoreadol and all
applicable fields should be completed. The ISAcreator tool and
tutorial, found in the link listed above will guide new submitters
towards creating study description and experimental information for
submission. Metadata, in IStab format ad raw data files, are
XSORDGHG WR WKH VXEPLWWHUTVY SULYDWH
with the GenelLab Curation team for review. The GenelLab user
manual contains more information on acceptable asgagific
metadata and compressed file formats to upl@arently, we
accept and publish open source file formats. Submitters are
encouraged to convert raw and processed data files to common
exchange formats whenever possible.

GeneLab follows the standard guidelines for submission and
publication of datasetsuch as MIAME (for microarray), ENCODE
Consortium Guidelines (for RNA seq) and MIAPE Guidelines (for
proteomics) File organization with metadata, raw and processed

databases, users select the desired databases under the search bar gata files into directories, is critical to submission along with a
and type in their search terms. The example shown above searches (desired release datahd& terms and conditions for the GLDS
33007 GDWDEDVHV XVLQJ WKH VHDUFK 3P R§oditdry$ 1 'cdnlL F Wr J UduNd- W undér: https://genelab

VSDFHIOLJKW ™ €altsl inolktl® Wigtsetd) from each
databases and renders 14951 datasets.

2.2.3Workspace
Leveraging fom the GenomeSpace platfor(@u, et al., 2016)

Genelab has customizedallaborativeworkspace fofile sharing
and access to data analysis tow¥thin this framework, users can

data.ndc.nasa.gov/genelab/term$he information uploaded on
Genelab database:

X Should include mention oproduct or service strictly in
context of research

x Should not include classified, sensitive, proprietary or
inappropriate information

X Should comply witrexport control regulations
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