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$100 Search for candidate consensus sequences: cluster specific sequences of target strains belonging to

the same strain on the basis of a clustering algorithm to obtain a plurality of candidate
pecies-specific consensu

$200 Verify and obtain sp: pecific consensu: quences of a first determine whether
the candidate species-specific consensus sequences mest the following conditions:
1) the plant seed coverage degree meets a preset value; 2) the effective copy number
meets a preset value; and if the candidate species-specific consensus sequences
meet all of the above conditions, then same are the species-specific consensus
sequences
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(57) Abstract: Provided is a method for obtaining species-specific consensus sequences of microorganisms, at least comprising the
following steps: S100, searching for candidate consensus sequences: clustering specific sequences of various target strains belonging to
the same strain on the basis of a clustering algorithm to obtain a plurality of candidate species-specific consensus sequences; and S200,
verifying and obtaining species-specific consensus sequences of a first screening: determining whether the candidate species-specific
consensus sequences meet the following conditions: 1) the plant seed coverage degree meets a preset value; 2) the effective copy number
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meets a preset value; and if the candidate species-specific consensus sequences meet all of the above conditions, then same are the
species-specific consensus sequences. The method is highly sensitive; a repetitive sequence may be found in an incompletely assembled
motif; obtained species-specific consensus sequences are accurate, and may be identified to a the subspecies level; the conservative
property of identified consensus sequences is high, and the maximum value of the plant seed coverage is achieved as much as possible
with the fewest consensus sequences; and all logic modules have multiple verifications, so the accuracy is high.

(67 WE: ROEMEEDFRERIEFFIIHE T, 2OURUTEE: S100, FHARILEILGFI: £
TRESEN B TR — A EIRA B AR RRAR R YL PIEAT RS, B ML R ICH RS S200, %
WEABRAG AR IEF R I A PIRTIRIETP R I FPo IR L LU T 4 DFRAIE =5 B A2 T fE S 2)
AR VRO S TR A RIEFIRE RILE P70 DL E T 4, W0 33 P 8. T R s T
TEABATEEIEE TP IR ERTFI: RENFR R G FIR, AR R KCE; AR A 7R
SPPESR, DL RICE RS R REIA BIRANE o LSRN B DT R AR 2 B0, HERTE



