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Helicobacter pylori bacteria
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Arabidopsis thaliana eukaryota
Saccharomyces cerevisiae eukaryota
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Mus musculus eukaryota
Dirosophila melanogaster eukaryota
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Agglomerative Hierarchical Algorithm:

Given:
A set O of objects {oy,...,0n}
A distance function DF(c1,c2)
l.fori=1ton
¢ = {xi}
end for
2. C = {ci,...,co}
3. (=nt1l
4, while Csize > 1 do
a) (Cmint, Cminz) = minimum DF(c,¢) for all ¢, in C
b) Remove Cmint and Cmime from €
c) Add {Cminl,cminZ} to C
dI=]+1
end while
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