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Figure 1

XinaseGroup >= ec-2-7-1 ;; kinaseGroup::protein-kinase[name = '"Protein kinases general"]/
kinaseGroup >= ec-2-7-2 ;; [pattern = "[LIV]-G-x-G-x-[FYM]-[SG]~x-V*",
kinaseGroup >= ec-2-7-3 ;; source = prosites
kinaseGroup >= aec-2-7-4 ;; otherMotif = domains_general:binding_domain

ac-2~7-1 >= protein-kinase ;; [name = "ATP/GTP-binding site motif A (P-loop)"] 1
protein-kinase >= g-th-kinase;; kinaseGroup::protein-kinase{name = "Protein kinases ATP-bind"]/

protein-kinase >= ty-kinase;; [pattern = "A-x-K',
source = user 1;;
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