Abstract

The present disclosure provides a method for identifying multi-copy regions in microorganism
target fragments, which at least includes the followings: S100, searching for a candidate
multi-copy region: performing an internal alignment on the microorganism target fragment, and
searching for a region corresponding to a to-be-detected sequence of which the similarity meets a
preset value as the candidate multi-copy region, the similarity being a product of a coverage rate
and a matching rate of the to-be-detected sequence; S200, verifying and obtaining a multi-copy
region: obtaining a median value of the copy numbers of the candidate multi-copy region; if the
median value of the copy numbers of the candidate multi-copy region is greater than 1, the
candidate is recorded as a multi-copy region. The method is high in accuracy and sensitivity.
Undiscovered multi-copy regions can be identified even in incompletely assembled motifs. It is

more comprehensive than 16srRNA which not always multi-copy.
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