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Network of protein domain clusters that contain the superfamilies NTH and
PCK. Xie and Bourne confirmed a previously proposed evolutionary relationship
between a member of the SCOP superamily Phosphoenolpyruvate carboxyki-
nase (PCK), with code 1ayl 1, and the P loop containing nucleotide triphosphate
hydrolase (NTH) superfamily. The PCK domain 1ayl 1 is joined in the auto-
matic classification with the domains 1knxa2 and 1ko7a2, which are classified
in SCOP in the PCK superfamily but are classified in CATH in the NTH super-
family. This cluster has a single significant structural link (average similarity
S = 5.0) with a cluster containing only domains classified in the NTH superfam-
ily in both CATH and SCOP, and through this cluster another step connects
it to many other clusters in the NTH superfamily or in the NTH fold. Here
we represent the relevant part of the network. The hybrid cluster containing
the domain 1ayl 1 is close to the upper left corner. Links denote significant
structure similarity between clusters (S > 4.0), and they are coloured red if the
two joined clusters contain domains in the same superfamily according to both
SCOP and CATH, green if they are in the same superfamily only according to
CATH, blue if they are in the same fold according to either SCOP or CATH,
and black if there is no pair in the same fold. The figure supports the view
that the network of structurally consistent clusters gives a richer evolutionary
information than the hierarchic classification into folds.


