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What is TreeGenes?

TreeGenes is a database serving the needs of the forest tree research community, bringing
uniting data from nearly 1800 species with visualization and analysis tools

Data

1850 Species

39 Genomes
TreeGenes is built using Tripal, a toolkit for creating genetic and genomic websites. Built using Drupal, 101 Genetic maps
Tripal is open source project that encourages tool sharing and collaboration. Developers can easily share
extension modules that build on the Tripal framework to offer additional functionality. Extension

modules used by TreeGenes include:

026,094 Phenotype

Tripal ElasticSearch: implements ElasticSearch and allows Tripal sites to connect their searches, enabling
cross site querying.

Tripal Galaxy: integrates access to Galaxy workflows from within a Tripal site. —6 T Poster
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TreeGenes user accounts now
offer additional functionality:
Submit datasets directly to
TreeGenes, view and edit past
submissions.

View and download results from
a Diamond sequence search or
Galaxy analysis

Browse species or search by

detail view includea a
summary of available
literature, genotypic, and
phenotypic data as well as
range maps and species
images.
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36,730,176 Genotypes

taxonomic rank. Each species

Data Sources

Primary repositories including NCBI and Dryad:
¢ Full genome assemblies and annotations
® Transcriptomes

® Genetic markers, including SNP, EST, SSR, RFLP
¢ Links out to raw sequence records including SRA and TSA

The Tripal Plant Popgen Submit (TPPS) pipeline accepts genetic maps
and data from association and population studies, with an emphasis on
capturing metadata
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TreeGenes curated UniGenes

Community data, including a colleague directory, job and meeting postings

TreeGenes

The literature module
holds over 25,000
curated articles.
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TreeGenes uses cmap-js
to display genetic maps.
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® Plant Ontology, Trait Ontology, and Crop Ontology
term assignment for phenotypes

Execution of the
analysis can be

proteins and interactive visualizations in
context of the resulting species tree.
Leverages Orthofinder optimized with
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Diamond as the tool for protein level
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comparisons, and Tripal framework with
Galaxy integration to support visualization

Genotypic
data

CartograTree

Environmental

LATEST LITERATURE

and query.

Sambada

0
o
=
-
o
Q
(=
o
=
(72}

TreeGenes Cartogralree data
@ Map Options Analyze Data  Workflow  Data Libraries  Help  User
‘ ‘ . W ahdlin i Tool Workflow Canvas | Workflow constructed from history ‘Unnamed history' Options Details

SaEhy 4 GLII R e Pbicatiof Detessts % of missing observation across the individuals g = ool SAM Filter

Per—— o A j ; / e
nnnnnnnnn 3 3 % S _ . Edit Distance -+
% Organisms Minneapolis E I ERE & Map with BWA ¢ SAM Filter o Value to require for flag ¥
N sos T wiscousi /[ HemeRt ] o Jl ] ] . 3 : selecta reference Flewofier 1
L S T S L . TS lin e v e R R i 000 0p1 002 003 004 005 o o 100 150 FasTafie R A —
o PhenOtypes AAAAAAAAAAA put tsam Annotat ion / Notes:
. TR B idhesiy % Eigenvectors Get Genomic Scores Input dataset 3¢
wowe ) WA AR 7 e vy T After selecting data, users can preprocess
EEEEEEEEEEEEEEEEE A by filtering by individual, marker, and
T e e allele frequency. o : /
e alt tin
- , *® . Galaxy workflows
¢ .. appropriate for the

CartograTree is a map " p selected data are
based web application | = ve b4 ; ;- . presented to the user.

e TreeGenes  Cartograltee .o BeEeot @At . Qegggmateoms | (SNSRI ., . Lafitude: 41.837 | Longitude: -88.305 RN 7o Bayat fyhash
that brings together | ——————— = ¢ T e LI » Selected workflows are
genetic, phenotypic, . . i 44 = Analysis ' LR O Y ’ run using high
and environmental results can be ' . = K performance
data from TreeGenes, = | ommmmmmmm© o oo owes BN G downloaded 8 g hoae ’! i : o computing resources
Dryad, WorldClim, or visualized i from TreeGenes.
CGIAR-CSI, and via the i . A
others to enable TreeGenes ¢ o T gR !
analysis. = oSS user interface. Ve

& Pinarbas ’

treegenesdb.org

A%

treegenesdb@gmail.com

UCONN

o1o
10

3

| ‘f; Tripal




