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Index root: R-tree
Variable queue: Minimum Priority Queue;
Variable result: List
Variable t: threshold(=MAX_DOUBLE)
1. queue.push(root, 0);
2. while not queue.IsEmpty() do
3.    top = queue.pop();
4.    if top is Original Sequence
5.        result.insert(top);
6.        if |result| = k
7.            return result
8.    if top is leaf entry(=PAA data)
9.        C = top.orginalSequence;
10.        if LB_Keogh(C, Q) < t
11.            if DTW(C, Q) < t
12.                queue.push(C, DTW(C, Q));
13.                cnt = K- result.Count();
14.                for each queue entry(=q)
15.                    if(q.type == original sequence)
16. cnt--;
17. if(cnt == 0)
18. t = q.distance;
19. break;
20. if top is leaf node
21. for each leaf entry(=E)
22. if LB_PAA(E, Q) < t
23. queue.push(E);
24. if top is non-leaf node
25. for each child node(=N)
26. if MINDIST(N, Q) < t
27. queue.push(N);
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