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The GyDB (Gypsy Database) collection is a non-
redundant repository of multiple alignments, 
hidden Markov model profiles, and majority-
rule consensus sequences. The collection is 
based on all currently known protein domains 
of the distinct mobile genetic elements and 
related host genes classified at “Gypsy Data-
base of mobile genetic elements”. Alignments 
are available in six formats: FASTA, PIR, MSF, 
Stockholm, Clustal and Phylip. Hidden Markov 
model profiles and consensus sequences are 
constructed based on each protein domain 
consensus accepted per monophyletic group 
of classified MGEs and protein domains. The 
GyDB collection was originally launched as a 
resource of Biotechvana Bioinformatics that 
is related to, but it is independent from, the 
Gypsy Database. This relationship has recently 
motivated us to finally deposit the GyDB co-
llection within the Gypsy database, where the 
resource is now publicly accessible as a perma-
nent section. 
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OVERVIEW

The Gypsy Database (GyDB) is an ongoing project [1,2] 
devoted to the evolutionary dynamics of viruses and mobile 
genetic elements (MGEs), which was launched in 2008. The 
GyDB is a highly informative database established within an 
evolutionary context of classification, where one piece of re-
search delivers one conclusion that drives individuals towards 
another goal. The most captivating aspect of this project is 
that a share of our efforts are dedicated to the interpretation 
of analyses, paying particular attention to non-redundant 
MGEs displaying a certain degree of phylogenetic distan-
ce, and investigating how they can be collectively related in 
terms of protein domain architecture with other lineages and 
elements. In particular, we evaluate the phylogenetic signal 
of the distinct classified elements by creating alignments, 

Hidden Markov Model (HMM) profiles [3] and majority rule 
consensus (MRC) sequences, per lineage and protein domain. 
The whole material is implemented in a database repository 
we call “GyDB Collection” [4,5]. This repository was origi-
nally launched as a resource of Biotechvana Bioinformatics 
[6]. However its direct relationship with the GyDB project 
has motivated us to move the GyDB collection from Biote-
chvana Bioinformatics to the GyDB. In this paper we forma-
lly communicate that the GyDB collection is now a publicly 
available section, as described in the release 2.0 of the GyDB 
project [1]. As shown in Figure 1, the collection is organi-
zed in three categories: multiple alignments, HMM profiles 
and MRC sequences. Multiple alignments are available in six 
formats: FASTA, PIR, MSF, Stockholm, Clustal and Phylip. 
Users have the possibility to consult the different sections of 
the GyDB collection or download it.    
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Figure 1. Screenshot of the GyDB Collection at GyDB  

uRl
1. GyDB Collection: http://gydb.org/index.php/Collection_alignments


