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Resource Information

URL: http://toolkit.tuebingen.mpg.de/hhpred

Proper Citation: HHpred (RRID:SCR_010276)

Description: The primary aim in developing HHpred was to provide biologists with a
method for sequence database searching and structure prediction that is as easy to use
as BLAST or PSI-BLAST and that is at the same time much more sensitive in finding
remote homologs. In fact, HHpred''s sensitivity is competitive with the most powerful
servers for structure prediction currently available. HHpred is the first server that is based
on the pairwise comparison of profile hidden Markov models (HMMs). Whereas most
conventional sequence search methods search sequence databases such as UniProt or
the NR, HHpred searches alignment databases, like Pfam or SMART. This greatly
simplifies the list of hits to a number of sequence families instead of a clutter of single
sequences. All major publicly available profile and alignment databases are available
through HHpred.

Synonyms: Homology detection & structure prediction by HMM-HMM comparison

Resource Type: software resource, data or information resource, database

Resource Name: HHpred

Resource ID: SCR_010276

Alternate IDs: nlx_156935

Record Creation Time: 20220129T080257+0000

Record Last Update: 20260801T190411+0000

Ratings and Alerts

No rating or validation information has been found for HHpred.

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_010276/resolver
http://toolkit.tuebingen.mpg.de/hhpred


No alerts have been found for HHpred.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 972 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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