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The International Tomato Genome Sequencing Project is a consortium of research
groups representing ten different countries committed to sequencing the gene-rich
euchromatin for all twelve chromosomes, which accounts for roughly 25% of the DNA
and approximately 90% of the estimated 35,000 genes. We are following a BAC-by-
BAC sequencing strategy that allowed assignment of chromosomes to each
participating group, often based on their interest in particular mapped loci. To date,
Korea, the UK, and the Netherlands have sequenced more than 30% of the
euchromatin in chromosomes 2, 4, and 6, respectively. In addition, the euchromatin of
the short arm of chromosome 6 is almost completely sequenced with the exception of
two gaps that will be filled by the end of 2007. The US team continues to develop
resources and provide support infrastructure for the consortium. The most recent
resource made available by the US team is a fosmid library of small inserts with an
average size of 40 kb, which will play an important role in filling gaps along the minimum
tiling path of each chromosome. To date, end sequences have been generated for
1,152 fosmid clones, and this preliminary sequence data has already been proven
useful for closing a gap on chromosome 4. The repository for all data generated
through this consortium is the SOL Genomics Network (SGN; www.sgn.cornell.edu).
SGN continually upgrades the database with new tools for end sequence queries and
repeat sequence identification, in addition to developing preliminary sequence
annotation pipelines and visualization tools. We are particularly interested in feedback
from genome sequence users regarding the types of tools and information that might be
developed within SGN.



