


SEARCH datasets as diverse as:

® Genomic sequence
e Gene structure

® BLAST similarity

o InterPro domains

® Enzyme commission

e Annotation
@ Protein structure
© Genome Ontology

e Defined nucleotide
or amino acid motifs

numbers ® Metabolic pathways
® Protein-protein e Compounds
interactions

® Phenotype data
® Microarray data

® ChlP-sequence
data

® Phylogeny
® Host Response data
® Protein microarray

® RNA-sequence

® Proteomics

® ChIP-chip data

® Sequence Polymor-
phism
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COMBINE results using an intuitive graphical
interface and create your own Search Strate-
gies.

TRANSFORM results based on data from one
organism to results from another using orthol-

ogy.

EDIT and tweak your search strategies until you
are satisfied.

SAVE search strategies in your own personal
space.

SHARE your search strategies with colleagues
using a unique URL.

VIEW your search results and access specific
record pages such as gene pages.

BROWSE diverse data in the context of a
genome using a customizable graphical genome
browser.
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= 13 October 2016 -
AmoebaDB 29 Released

= 13 October 2016 CrypioDB
29 Released

= 13 October 2016 FungiDB
20 Released
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whats new @EUPathDB Phenotype ORFs
Epigenomics

Sequence analysis
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Protein targeting and localization
Function prediction
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BLAST
Identify Sequence Similarities

in the following websites:
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TrichDB  TriTrypDB  OrthoMCL

Results Analysis
Analyze Your Strategy Results
Sequence Retrieval

Refrieve Specific Sequences using

IDs and coordinates.

Companion

Annoate your sequence and
determine orthology, phylogeny &
synten;
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