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The announced problem consists in determining the shortest sequence of oper-
ations that transform one chromosome structure to another [1]. To solve this
problem, a parallel linear complexity algorithm, which significantly differs from
the algorithm given in [1 3], has been suggested. In [4], it is proposed to add
the standard set of operations relevant to chromosome rearrangements with a
new operation of insertion and removal of chromosome sections. Here, a parallel
linear complexity algorithm is suggested to solve the problem with the advanced
set of operations. Almost quadratic algorithms are proposed for solving the two
generalizations of the problem: when the total cost of a sequence of operations
is minimized (and rates of operations are different) and when paralogs present in
the chromosome structure. And also, a similar algorithm that solves the problem
in the case of conjunction of these two generalizations has been proposed.

Finally, a cubic algorithm for solving a novel problem has been suggested:
the algorithm of chromosom structures reconstruction in the internal vertices of
a tree that are defined in the leaves of the tree.

The proofs as well as the estimations of the algorithms complexity will be
considered. The examples of application for biological data of these algorithms
will be presented.
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