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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

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

   

   

   

SELECT
 hmm.pseq_id,  
 hmm.start as "ig_start",hmm.stop as "ig_stop", 
 tm.start as "tm_start",tm.stop as "tm_stop", 
 itim.start as "itim_start",itim.stop as "itim_stop"   
FROM
 pahmm hmm
 JOIN pftmdetect tm on hmm.pseq_id = tm.pseq_id
 JOIN pfregexp itim on hmm.pseq_id = itim.pseq_id
WHERE
 hmm.pmodel_id=pmodel_id('ig') AND hmm.eval <= 0.02

 AND hmm.params_id=params_id('Pfam_fs 18.0')
 AND tm.pftype_id in (5,6) AND tm.prob >= 0.5
 AND itim.pmodel_id=pmodel_id('ITIM')
 AND ig.stop < tm.start AND tm.stop < itim.start



  

Unison Interfaces
● http://unison-db.org/

– public data, Unison tour, 
download, mailing list, etc.

● unison-db.org:5432
– direct db access (psql, Pg, 

odbc, jdbc)

protein features 

aliases 

genomic
loci 

 PDB
structures and
homology
models,
with variant
viewer

http://unison-db.org/

