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ABSTRACT

A database of alternatively spliced genes (ASDB) has 140 4 m Rabbit Eil
been constructed based on (i) the results of the mEBovin
analysis of Swiss-Prot entries containing products of 120 &8 mChicken [
these genes and (i) clustering procedure joining Drosophila
proteins that could arise by alternative splicing of the mRat —
same gene. ASDB incorporates information about Mouse
alternatively spliced genes, their products and ex- mHuman
pression patterns. It can be searched in order to find all
products of alternative splicing produced in a particu-
lar tissue or a given organism, or all variants generated
by a particular transcript. ASDB currently contains
about 1700 protein sequences and can be accessed via
the Internet at URL http://cbcg.nersc.gov/asdb
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INTRODUCTION

Alternative splicing is an important regulatory mechanism ir 2 3 4 5 B+
higher eukaryotedj. By recent estimates, at least 30% of humar Cluster size

genes are spliced alternativeR).(Alternative splicing plays a

major role in sex determinationrosophila antibody response

in humans and other tissue or developmental stage specififgure 1. Distribution of cluster size for different species.
processes 36). Alternative splicing can generate up to 64

different mMRNA variants from a single transcripf).( The

database of alternatively spliced genes can be of potential use for

molecular biologists studying splicing, developmental biologists, The database can be searched using Medline, Swissf%}?rotg

uo 159nb Aq /B10°s[eulnolpioxo:reu//:dny wouy pepeojumoq

geneticists and cell biologists. and GenBank9) identifiers and accession numbers. Standard
context search can be performed over Swiss-Prot keywor&,
DESCRIPTION description, taxonomy, comment fields and feature tables. ASGB

contains internal links between entries and/or clusters, as Wellc%ls

Version 1.1 of ASDB contains information about protein prOdUCtﬁxternal links to Medline. GenBank and Swiss-Prot entries.

of alternatively spliced genes. Selecting all Swiss-Pjarfies

containing the words ‘alternative splicing’ has generated 1663

proteins. Then clusters of proteins that could arise by alternati®) TURE DIRECTIONS

splicing of the same gene were created. Two proteins from the

same species belong to a cluster if they have common fragmeiitse next steps of ASDB development will be incorporation of

not shorter than 20 amino acids. Each cluster is represented in BI€A data, classification of main types of alternative splicing,

database by the multiple global alignment of its memberdncorporation of data on aberrant splicing and splicing mutations.

allowing for easy identification of regions produced by alterna- Automated processing of existing databases with minimum

tive splicing. manual curation produced the current version of the database. In
The database contains 241 clusters with more than one memlfieture we plan to add manual curation of the database, including

Distribution of cluster size, representation of species and othaddition of splicing variants described in the literature but not

relevant statistics are presented in Figdraad 2 annotated in GenBank.

*To whom correspondence should be addressed. Tel: +1 510 495 2419; Fax: +1 510 486 5548; Email: ildubchak@Ibl.gov


http://nar.oxfordjournals.org/

302 Nucleic Acids Research, 1999, Vol. 27, No. 1

mm Cluster size 6+
| == Cluster size 5
mm Cluster size 4

Cluster size 3
m Cluster size 2
—es— Entries

Mouse Rat

Human

Drosophila Chicken

Bovin Rabbit

Species

Figure 2. The number of ASDB entries (right vertical axis, dotted line) and the number of clusters (left vertical axis, bars afrtre)Histalifferent species.

AVAILABILITY

ASDB is currently available at the URL http://cbcg.nersc.gov EFERENCES

asdb . Users of the database are encouraged to provi

corrections, comments or new material. The administrator of thg Sharp,P.A. (1994) Cell77, 805-8152.

database can be contacted by Email at: asdb@lIbl.gov.
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