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Respectively comparing a microorganism target fragment with whole genome sequences
of one or more comparison strains one-to-one, and removing fragments of which a
similarity exceeds a preset value, to obtain a plurality of residual fragments as first-round
cut fragments T,-T,,, wherein n is an integer greater than or equal to 1
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Respectively comparing the first-round cut fragments T,-T, with whole genome
sequences of 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
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Verifying and obtaining a specific region: determining whether the candidate
specific region meets the following requirements:

1) searching in public databases to find whether there are other species of which
a similarity to the candidate specific region is greater than the preset value;

2) respectively comparing the candidate specific region with whole genome
sequences of the comparison strains and a whole genome sequence of a host of a source

strain of the microorganism target fragment, to find whether there are fragments with a
similarity greater than the preset value;

if the candidate specific region does not meet the above requirements, the

candidate specific region is a specific region of the microorganism target fragment

End

FIG. 1

Seuerce | Sequence2 P Aementensn  wimek oo SURGE Sl ey il SOy
|Query id Subject id % identity alignment length  mismatches gap openings g. start g. end 5. start

s. end
1A B 984 187 3 0 1
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| Similarity = sequence coverage rate * sequence matching rate
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