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expression. Development Growth and Differentiation, 2007, 49, 543-553. 1.5 35
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statistics and functional studies. Comparative Biochemistry and Physiology Part D: Genomics and 1.0 5
Proteomics, 2006, 1, 46-58.

Defining a genomic radius for long-range enhancer action: duplicated conserved non-coding elements
hold the key. Trends in Genetics, 2006, 22, 5-10.

Ancient duplicated conserved noncoding elements in vertebrates: A genomic and functional analysis. 5.5 88
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Prediction of cis-regulatory elements using binding site matrices &€” the successes, the failures and the

reasons for both. Current Opinion in Genetics and Development, 2005, 15, 395-402. 33 57

Highly conserved regulatory elements around the gene may contribute to the maintenance of
conserved synteny across human chromosome 7q36.3. Genomics, 2005, 86, 172-181.
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Molecular evolution of the vertebrate blood coagulation network. Thrombosis and Haemostasis,

2003, 89, 420-428.

Analyses of the Extent of Shared Synteny and Conserved Gene Orders between the Genome of <i>Fugu 5.5 46
rubripes</i> and Human 20q. Genome Research, 2002, 12, 776-784. :

Whole-Genome Shotgun Assembly and Analysis of the Genome of <i>Fugu rubripes</i>. Science, 2002,
297,1301-1310.

Characterization of a novel gene adjacent to PAX6, revealing synteny conservation with functional 9.9 42
significance. Mammalian Genome, 2002, 13, 102-107. :

Fugu orthologues of human major histocompatibility complex genes: a genome survey.
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