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ARTICLE INFO ABSTRACT

Article history: The AlloRep database (www.AlloRep.org) (Sousa et al., 2016) [1]
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Received in revised form mation for the Lacl/GalR family of transcription regulators.
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Sequence alignments are presented for > 3000 proteins in 45
paralog subfamilies and as a subsampled alignment of the whole
family. Phenotypic and biochemical data on almost 6000 mutants
have been compiled from an exhaustive search of the literature;
citations for these data are included herein. These data include
information about oligomerization state, stability, DNA binding
and allosteric regulation. Protein structural data for 65 proteins are
presented as easily-accessible, residue-contact networks. Finally,
this article includes example queries to enable the use of the
AlloRep database. See the related article, “AlloRep: a repository of
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sequence, structural and mutagenesis data for the Lacl/GalR tran-
scription regulators” (Sousa et al., 2016) [1].
© 2016 The Authors. Published by Elsevier Inc. This is an open
access article under the CC BY license
(http://creativecommons.org/licenses/by/4.0/).

Specifications Table

Subject area Biology

More specific sub- Protein biochemistry
ject area

Type of data Text, figure

How data was Literature survey and computational calculations for Lacl/GalR protein variants
acquired

Data format Normalized; analyzed

Experimental Mutational data were normalized to wild-type protein activity
factors

Experimental For structural data, intra- and intermolecular non-covalent contacts were cal-
features culated at a 5A threshold.

Data source The University of Kansas Medical Center, Kansas City, KS
location

Data accessibility ~ Data is within this article and available at www.AlloRep.org

Value of the data

® The AlloRep database (www.AlloRep.org) compiles extensive sequence, mutagenesis, and struc-
tural information for the Lacl/GalR family of transcription regulators.

® The AlloRep database simplifies the consolidation of non-covalent structural information with
mutagenesis and sequence conservation data.

e The AlloRep database can be used to benchmark computational predictions and to design synthetic
transcription repressors for biotechnology.

® The example queries contained in this article can be used to improve searches of the AlloRep
database.

1. Data

The AlloRep database (www.AlloRep.org) [1] compiles extensive sequence, mutagenesis, and
structural information for the Lacl/GalR family of transcription regulators. Phenotypic and bio-
chemical data on almost 6000 mutants have been compiled from an exhaustive search of the lit-
erature; citations for these data are listed in this publication [2-82]. The data can be exported to build
a local copy on the user's computer, but the insert and import features are disabled. New data are
welcome and can be submitted to the corresponding author at Iswint-kruse@kumc.edu. Here, we
detail the organization of the 5 database modules and their components tables, and provide full
descriptions for the contents of table columns. Fig. 1 overviews the structure of the database.

We also present a protein structural comparison that was facilitated by compiling the information
in the structural module. Fig. 2 shows a comparison of intra- and inter-molecular contacts from a
comparative study of 65 structures available for the Lacl/GalR homologs.
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