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Unison in a Nutshell

* >6M non-redundant sequences of varying qualities from >20
sources, all species

* precomputed results from HMM, Prospect threading*, TM
detection, signal prediction, cellular localization, genomic
localization, regular expression motifs, and others

* integrated patent info*
* indexes designed for rapid hypothesis testing
* auxiliary data: SCOP, GO, HomoloGene, MINT, and others

* bookkeeping (run histories) and automated load/update
procedures

e web front-end

* Prospect threading results and Derwent patent information is not available in the public release.
The code to load and maintain these data is available.



Feature-Based Mining with Unison
Immunoreceptor Tyrosine Inhibitory Motifs (ITIMs)

Y

tm+

SELECT
hmm.pseq_1id,

tm.start as "tm _start",tm.stop as "tm stop",

FROM

JOIN pftmdetect tm on hmm.pseq id = tm.pseq_id

WHERE

AND tm.pftype id in (5,6) AND tm.prob >= 0.5

AND ig.stop < tm.start AND tm.stop < itim.start



Unison Interfaces

* http://unison-db.org/

- public data,

Unison tour,

download, mailing list, etc.
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Try Unison. There are two primary ways to use the Unison web interface: } } | | } } } | } } } }
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1. Individual Sequence Analysis: Specify a sequence, retrieve features. I

genomic
loci =

Unizon:1184 (Swiss—Prot:TRCT_HUMAR)
Unizgon: 3166453 (Proteome ;NP_937533.1)
Unigon:138994 (Incyte:INCY 1950094 FLip)
Unisoni2852837 (Profnno viigene3gld_transd)
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Enter a sequence, sequence alias, mds checksum: | g

An alias may be an accession or identifer from any database contained in Unison.
eg., TMFA_HUMAN, PO1375, MP_000585.2, IPI00001671.1, 60adaS4e692411bcffb08=9dactiTads

Be sure to click the Protein Analysis tabs to explore prediction details.

2. Feature-Based Mining: Specify features, retrieve matching sequences.
Unison was designed for feature-based mining. Please try:
# searching by sequence properties
# cxploring curated models and sequence sets

ILInlSDn 13631284 (TNFEF 2 :chr3[112579801 :112580250]1-R0)
Elnison:139588 (Swiss—Prot :ZBEZ_HUMANY

® browsing predefined, dynamic gueries

$Id: genome_features.pn,v 1.2 28084/06/25 08:28:44 rkh Exp %

Learn More. Much more sophisticated queries are possible using the Perl API and the PostgreSQL interactive 5QL
interpreter. Please see the Unison tour for real-life examples and a demonstration of some of Unison's features
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