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%438 %E 1 : BranchingQuery Algorithm

Input : Qs /I Os is a query sequence
Output : (D, S) // D is a set of document identifiers
/I' S denotes the positions of subsequence match
procedure BranchingQuery(Qs)
// retrieve connection nodes and last nodes from Qs
(CN, LN) = SequencePaser(Qs)
// retrieve the S-Ancestor B+Trees from D-Ancestor B+Tree
(CS, LS) = FindDAncestor(CN, LN)
/I retrieve all numbering values from S-Ancestor B+Trees
(CV, LV) = FindSAncestor(CS, LS)
// determine the structural relationship for the ancestor-descendant
/I or parent-child among nodes from CV and LV
(D, 8) = DetermineRelationship(CV, LV)
output(D, S)
end
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