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Detection of citrus nematode 7ylenchulus semipenetrans by using specific PCR amplification
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Fig. 1 Phylogenetic analysis of Tylenchulus semipenetrans and other nematods based on ITS sequences

by using neighbor-joining method
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Fig. 2 The specificity and sensitivity of the primers Ts1-F/Ts1-R for PCR detection of Tylenchulus semipenetrans
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MERIAALL U DNA; BIEIH1 1~6: DNA BRI EE43 5124 10°.10%.10° 107,10, 1 pg/uL; CK:

ZH2% L
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6 in Fig. A: DNA of T semipenetrans, H. schachtii, H. glycines, H. avenae, M. incognita, P. coffeae; 1-6 in Fig. B: DNA con-

centrations are 10°, 10*, 10°, 10%, 10, 1 pg/uL, respectively; CK: negative control.

3 iFig

R A >F 28 1 2 A He Ay N 2 A AR T 4
MNFF AR R o B s 3 A B TR A R Bk
HUBAL SR 2R A, DT PR T BR A 4 R HRe s A 0 7 25
P PR A 5 BT S TR B R e vh v | DG
I ARRRLR R 7 e . ARG AORTE S 22k
1 PCRAG IS4 Ts1-F/Ts1-R H BE M A A 2 28 il 2
HDNA H P18 H A&7, R B Liu et al.
(2011) % 1) Ts-SF/Ts-SR 5] 4 1 Lin et al. (2016)
B LAMP 59, LR S, o] FH T M 1
AAE K MRS SRl RS A A e S e

2 % 3L Bk (References)

Curran J, Driver F, Ballard JWO, Milner RJ. 1994. Phylogeny of

Metarhizium: analysis of ribosomal DNA sequence data. Mycolog-
ical Research, 98(5): 547-552

Lin BR, Wang HH, Zhuo K, Liao JL. 2016. Loop-mediated isothermal
amplification for the detection of Tylenchulus semipenetrans in
soil. Plant Disease, 100(5): 877-883

Liu GK, Chen J, Xiao S, Zhang SS, Pan DM. 2011. Development of
species-specific PCR primers and sensitive detection of the 7j-
lenchulus semipenetrans in China. Agricultural Sciences in China,
10(2): 252-258

Song ZQ, Cheng JE, Cheng FX, Zhang DY, Liu Y. 2017. Development
and evaluation of loop-mediated isothermal amplification assay
for rapid detection of Tylenchulus semipenetrans using DNA ex-
tracted from soil. The Plant Pathology Journal, 33(2): 184-192

(WAEBH. = £47)



