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$100 Respectively carry out one-to-one comparison on a microorganism target fragment and whole genome
sequences of one or more comparison strains, and remove fragments whose similarity

v 300 exceads a praset value to obtain several residual fragments as first-round cleaved fragments

- S T .y . T1-Tn, wherein n is an integer 21.
G DR =TI, i 5200 Respectively carry out comgparisons on the first-round cleaved fragments T1-Tn and whole genome

RO TR AR F i) R A HER i

sequences of other comparison strains, and remove fragments whose similarity exceeds
the preset value to obtain a set of residual cleaved fragments as a candidate specific region
of the microorganism target fragment.

300 Verify and obtain the specific region: judge whether the candidate specific region mests the following conditions:
1) search in a public database to find out whether other species whose similarity with the candidate specific region
exceeds the preset value exist;

2) respectively carry out comparisons on the candidate specific region and whole genome sequences of all comparison

ML, THRR TR L MR 5P DA PR R LT strains and whole genome sequences of the host of strains from which the microorganism

target fragment is obtained, to find out whether fragments whose similarity exceeds the

LR 57 4 O 0 L et VSRR A SEFE AT L TR preset value exist

B 11 TERALI A b L, 4R A AR Pk T If the candidate specific region does not meet the above-mentioned conditions, same is the specific region of the
microorganism targst fragment.
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(57) Abstract: Provided is a method for identifying a specific region in a microorganism target fragment, the method comprising
the following steps: S100, respectively carrying out one-to-one comparison on a microorganism target fragment and whole genome
sequences of one or more comparison strains, and removing fragments whose similarity exceeds a preset value to obtain several residual
fragments as first-round cleaved fragments T1-Tn; S200, respectively carrying out comparisons on the first-round cleaved fragments
T1-Tn and whole genome sequences of other comparison strains, and removing fragments whose similarity exceeds the preset value
to obtain a set of residual cleaved fragments as a candidate specific region of the microorganism target fragment; and S300, verifying
and obtaining the specific region. The method provided by the present invention is high in accuracy and sensitivity and can identify the
subspecies level. The method has accurate results by means of using a dual verification module, and can be applicable to identification
of specific regions in whole genomes of all pathogens. Moreover, the problems of some rRNA genes of the same species being unable
to be distinguished, and not all plasmids having the species specificity or universality are solved.
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