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KBase Mission

An open-source analysis platform that enables discovery and knowledge creation to build

a stronger, more collaborative research community
*FAIR data best practices; scalable data science; transparent, reproducible, and reusable methods*
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Our DOE Community - JGI, EMSL, ESS-DIVE

 Working towards:
* Enabling seamless push-pull access to data
e Co-development of community resources
* Integration of tools and pipelines
* Future:
e Support for standard workflow tools to simplify sharing workflows
* Exploring shared infrastructure (w/ JGI at LBL)
 Tracking data from sample to publication
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Building user communities with Orgs

Build Organizations for shared JGIK Jors Cenome Mo st vt
research, projects, and institutions .

Wetland Hydrobiogeochemistry SFA

Hydrobiogeochemical controls of water quality within wetlands

Share data and Narratives among o

created Fel [5) 5 days ago

colleagues

JBEI Joint BioEnergy Institute
Biofuels, bioproducts, biomass, plant biology, pretreatment, metabolic engineering, 21

%) 2 days ago

Notifications for updates in your :
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Microbial Ecology, Metagenomics, Systems Biology, Microbiology, OMICS, genetics, 7
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created Jan 7, 2019




Building User Working Groups

30 active/near future engagements % OAK RIDGE Argonne@
National Laboratory @ © nationat LasoraTory
o 10 DOE science focus areas i

o JGI MAG compendia J |

 Microbiome and viral genomic tools rjrr}l '?'| @ R

« Protein-ligand integration tools BERKELEY LAB Laboratories
Featured Organizations on KBase

« ORNL KBase Protein Structure L Lidueies aL!i)‘:;';Tcg";(e /‘@&ﬁ@o’!}g’;

o LLNL Bioenergy SFA

. ENIGMA SFA w7
« The JGI Pacific Northwest
Trent Northen (Web of Microbes) NATIONAL HABORATORY




Narrative title and author Share button

Arabidopsis RNA-seq Analysis Tutorial > O

share
Created by: Sunita Kumari (sunita) &

help kernel

Rlmvendivine

‘rabidopsis Transcriptome Analysis based on Wild and Mutant Studies Main panel for
v DATA QETe work

‘or this narrative, the published study on RNA sequ_encsi:g to examine HY5 mediated gene expression

Data pa . A;ﬁ_ldgi:deSEqZ_hy5-WT_down_ﬂ-0--- v :hanges between wild-type and hy5 mutant plants is used.

Feb 21,2019

ight is one of the most important stimulus to plant development. In Arabidopsis, the seedling hypacotyl has emerged as an exemplar model to
tudy light control of cell expansion. Seedlings grown in the light show a short hypocotyl with green and expanded cotyledons whereas dark
Ath_dge_d 2_hy5-WT 0.05q...v
F—p.;lfee‘;! eseqe_hy -up_2.55q jrown seedlings show a long hypocotyl with yellow and unopened cotyledons. LONG HYPOCOTYL 5 (HY5) is a basic leucine zipper transcription
Feb 21, 2019 actor (bZIP TF) that binds directly to the promoters of photomorphoegenic genes and promote their expression. Mutations in the HY5 gene in
. eedlings cause lateral root formation, longer hypocatyl and affects greening in hypocotyls [6,7]. It shows that HY5 gene plays role in the
@ hy5-WT_0.05q_2FC_filteredExp 1 oordination of light signaling and appropriate gene expression and is responsible for the requlation of fundamental developmental processes

E:ESI’EBWM ” uch as cell elongation, cell proliferation and chloroplast development [8,9,10] suggesting that HY5 could act as a key modulator of signal

ransduction pathways that links a wide varity of stimulus responses and developmental processes in the seedlings to coordinate development.
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“or this narrative, the published study on RNA sequenci:g to examine HY5 mediated gene expression
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QUAST QUAST - Quality Assessment Tool for Genome Assemblies

Run QUAST on a set of assemblies to assess quality.

This app is completed View Configure Result

Input Objects
Assemblies ['43666/2/8

Annotate Assembly with Prokka annotation pipeline.

Annotate Assembly and ReAnnotate Genomes with Prokka v1.12

This app is completed View Configure

Objects

Created Object Name Type Description

some_genome Genome Annotated genome




Output from Annotate Assembly and ReAnnotate Genomes with Prokka v1.12

The viewer for the output created by this App is available at the original Narrative here: https://ci.kbase.us
/narrative/43666

some_genome
v1 - KBaseGenomes.Genome-15.1

The viewer for the data in this Cell is available at the original Narrative here: https://ci.kbase.us/narrative/43666
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Narrative: collection of data, tools, data products

Provenance: owner, workspace |D

https://narrative.kbase.us/narrative/27895
https://kbase.us/n/27895

doi: 10.kbase#.workspacelD.OSTI#




KBase as the model for:

Open, team science enabled
by FAIR data, reproducible
methods and results, and an
approachable Ul streamlined
to encouraging credit,
transparency, and
responsibility.
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