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Development of the complete Human gene database toward the understanding of
transcription and expression diversity.
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HAL (Human genome Annotation Library) is a database which provides novel protein coding genes in the
human genomes. We newly developed three types of gene-finders, that is, similarity based gene-finder,

ab initio gene-finder and comparative gene-finder. We applied them to the human genome sequences in a
systematic manner and successfully identified thousands of candidates of protein coding genes. Our
assessments including experimental verification clearly showed that these candidates contain novel true
genes abundantly. We further assigned functional descriptions to the candidates and stored them in HAL
database accompanying with their genomic loci. HAL provides graphical user interface to browse/search

them effectively. HAL is now open to the public via the internet (http://hal.genome.ist.i.kyoto-u.ac.jp/).
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