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There can be several thousand bases in a gene, and

several millions bases in a typical bacterial genome.
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There are millions of known protein sequence
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Bioinformatics consists of two subfields:
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The development of computational tools and db
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database (USA) or databank (UK) = db (the global abbreviation)
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The microbiologists can determine the phenotypes for

the microbe without culture methods and microscopy
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Temperate S. thermophilus phage TP-J34

about 45.6 kb linear DNA, comprising 61 putative orfs

E. coli 4.6 x 10° nucleotides
— Approx. 4,000 genes

Yeast 15 x 10¢ nucleotides
— Approx. 6,000 genes

Human 3 x 10° nucleotides
— Approx. 30,000 genes
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