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In this work we did not consider the distant regions from the TSSs, more than 1 kb upstream and 0.2 kb
downstream, in order to maintain the fidelity of the search results. Therefore, the current dataset does not
cover the TF binding sites located very far from the TSSs. However, these are the regions where the
sequence conservations were most significant throughout the neighboring 10 kb (data not shown) and
where the transcriptional initiation events actually take place. Thus, it should be important to start the
characterization of the promoters by investigating the nature of these regions.

Genome sequencing and full-length cDNA sequencing projects are underway for various kinds of mode!
organisms, such as chimpanzee, macaque and zebrafish as well as many other microbes
(http_//www.nih.gov/science/models/). The progress of these projects should shortly accumulate genomic
sequences and a large number of full-length cDNA data, from which promoter sequences could be
retrieved and analyzed in a similar manner as described here. Also, very recently, new technologies
named the CAGE and the 5'TSS library were developed. Using these technologies, accumulation of the
TSS data in even higher throughput manner will be enabled without degrading the data quality [Shiroki et
al, 2003; Hashimoto et al, 2004]. These data should be presented in DBTSS, which enable further
accurate  and versatile analyses of the promoters. Comprehensive analyses of the
conservation/divergence of the promoters between human and monkeys, mouse, fish, flies, worms and
other model organisms should identify which populations of promoters and what kinds of promoter
elements therein play the roles for modulating the transcriptional network for each of the organisms.
These analyses should clarify what features of the transcriptional network of human genes allow human
cells to function as the cells of a human, a primate, a mammal and a multi-cellular organism and so on.
To this end, our data resource together with newly developed database, DBTSS, should for the first time
lay the firm foundation for this, as well as providing an invaluable platform for genome-wide comparative
analysis of promoters. From this, the achievements of the genome projects, which would otherwise be no
more than a meaningless DNA sequence, should truly come alive.
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