Abstract

The present disclosure provides a method for identifying a specific region in a microorganism
target fragment, including the following operations: S100, respectively comparing a
microorganism target fragment with genome sequences of one or more comparison strain
one-to-one, and removing fragments of which the similarity exceeds a preset value, to obtain a
plurality of residual fragments as first-round cut fragments T1-Ty; S200, respectively comparing
the first-round cut fragments Ti-Tn with the remaining comparison strains, and removing
fragments of which the similarity exceeds a preset value, to obtain a collection of residual cut
fragments as a candidate specific region of the microorganism target fragment; and S300,
verifying and obtaining a specific region. The method is high in accuracy and sensitivity which
can identify the subspecies level and a dual-verification module is provided. The present

disclosure is suitable for identifying a specific region in the whole genome of any pathogen.
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