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Proper Citation

HH-suite (RRID:SCR_016133)

Resource Information

URL.: https://github.com/soedinglab/hh-suite

Proper Citation: HH-suite (RRID:SCR_016133)

Description: Software package for sensitive protein sequence searching based on the
pairwise alignment of hidden Markov models (HMMs). Used for sequence-based protein
function and structure prediction what depends on sequence-search sensitivity and accuracy
of the resulting sequence alignments.

Resource Type: sequence analysis software, software resource, software application, data
analysis software, software toolkit, data processing software

Defining Citation: DOI:10.1186/s12859-019-3019-7

Keywords: protein, sensitive sequence search, pairwise alignment, multiple database,
homologous structure, prediction, modeling, bio.tools

Funding: the Deutsche Forschungsgemeinschaft grant SFB646;
Ludwig-Maximilians Universitat Munich ;
Excellence Initiative of the Bundesministerium fir Bildung und Forschung

Availability: Free, Available for download, Freely available
Resource Name: HH-suite
Resource ID: SCR_016133

Alternate IDs: biotools:hh-suite
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Alternate URLSs: https://bio.tools/hh-suite

Old URLSs: http://toolkit.genzentrum.Imu.de/sections/search
License: GPLv3

Record Creation Time: 20220129T080329+0000

Record Last Update: 20250425T060138+0000

Ratings and Alerts
No rating or validation information has been found for HH-suite.

No alerts have been found for HH-suite.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 40 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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