	Data source
	Data size
	Bioinformatics topics

	Raw DNA sequence

Protein sequence

Macromolecular 

structure

Genomes

Gene expression


	11.5 million sequences

(12.5 billion bases)

400,000 sequences

(~300 amino acids each)

15,000 structures

(~1,000 atomic coordinates each)

300 complete genomes

(1.6 million – 

3 billion bases each)

largest: ~20 time point measurements for ~6,000 genes in yeast


	Separating coding and non-coding regions

Identification of introns and exons

Gene product prediction

Forensic analysis

Sequence comparison algorithms

Multiple sequence alignments algorithms

Identification of conserved sequence motifs

Secondary, tertiary structure prediction

3D structural alignment algorithms

Protein geometry measurements

Surface and volume shape calculations

Intermolecular interactions

Molecular simulations

(force-field calculations, 

molecular movements, 

docking predictions)

Characterisation of repeats
Structural assignments to genes

Phylogenetic analysis

Genomic-scale censuses

(characterisation of protein content, metabolic pathways)

Linkage analysis relating specific genes to diseases

Correlating expression patterns

Mapping expression data to sequence, structural and biochemical data

	Other data

Literature

Metabolic pathways
	11 million citations
	Digital libraries for automated bibliographical searches

Knowledge databases of data from literature

Pathway simulations




Table 1. Sources of data used in bioinformatics, the quantity of each type of data that is currently (April 2001) available, and bioinformatics subject areas that utilise this data.

