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Root-lesion nematode, Pratylenchus vulnus, on
imported mails from Japan
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Abstract: [ Background] In 2015, 0ne Pratylenchus population was collected in the roots and growing media of Acer palmatum im-
ported from Japan by plant quarantine lab of Beijing entry-exit inspection and quarantine bureau, China. [ Method] In the study the
population was identified by morphological measurements, rDNA sequence and phylogenetic analysis. [ Result] Comparing the mor-
phological characteristics and measurements with known species, the nematode is phylogenetically close to Pratylenchus vulnus, ac-
croding to the sequence of TDNA-ITS region with 99%. The results confirmed that this population was P. vulnus. [ Conclusion and

significance] P. vulnus is an important plant parasitic nematodes that has been intercepted from the entry of goods many times by our

entry-exit inspection and quarantine departments, but it is the first time in the mail quarantine.
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Fig.1 Micrographs of female of P. vulnus on A. palmatum
A SRS B RHR C BB IR D DAL B LA A T8 4 F R Al
A Spermatheca; B: Tail; C: Esophageal gland; D Stylet; E: Post-vulvar uterine; F: Female adult.
1 Pratylenchus 12 52 iREMBENITHE LR
Table 1 ~Comparative measurements of females Pratylenchus between sample and reported population from turfgrass
FEA B L , , St
Sample Number (mm) a b b ¢ ¢ v (pm)
AR K This research 5 0.66~0.70 31.2~38.3 5.8~6.4 43~5.1 17.3~20.4 2.3~2.6 80~82 15~18
EAREFRE [ Reported population I ¥ 80  0.43~0.61 24.9~37.3 4.7~7.0 3.2~52 16.2~25.1 2.0~3.0 77~84 14~16
EAREARE L Reported population I 2 14 0.47~0.72 27.8~37.6 5.7~7.7 - 18.4~24.7 - 77~82 13~19

D2 Doucet & Lax (1997) ;22 Loof et al. (1985) ;L= ;a={ /5 R MARTE ;b =Ko/ AR 5 B0 15 M BE AL IRIBE B9 b’ = 1K
Uit 2 EE AR AR I IR B 5 o = A/ A s o = MO/ LT TAMATE 5 V = 1 iirsms 22 B T TAYBE S < 100/ 464K 5 St=H 4T,

@ refer to Doucet & Lax (1997) ; @ refer to Loof et al. (1985) ; L=Body length; a=Body length/maximum body width; b= Body length/the
distance from body front to esophagus and intestines junction; b’=The distance of body front to the end of the esophagus gland; ¢= Body length/tail
length; ¢’= Body length/anus body width; V=The distance of body front to vulvax100/body length. St=Stylet.
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9 Pratylenchus vulnus i3 &L H (FR692321.1)
99 Pratylenchus vulnus %5544k 5 (JQ003990.1)
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98 Pratylenchus vulnus 15525k (L.C030340.1)
Pratylenchus vulnus iR AL 8 (FR692320.1)
Pratylenchus coffeae MMM &LEH (KR106219.1)
Pratylenchus loosi 5 ¥ kL B (JN091968.1)
99 Pratylenchus floridensis 5% BixfAkLH (GQ988376.1)
Pratylenchus parafloridensis $135% BiXRAL R (GQI88377.1)
Pratylenchus hippeastri KTRLL K AL HE (KR029085.1)
99 Pratylenchus scribneri 55 BATGEAL B (JX047004.1)
88 Pratylenchus penetrans FRIALZ R (KC533816.1)
83 Pratylenchus thornei $JERALEH (JO845319.1)
99 Pratylenchus fallax BRFALHE (KC875393.1)
90 Pratylenchus neglectus %3i%R AL B (KJ636417.1)
Pratylenchus hexincisus 7NRREAELHR (AY919242.1)
Xiphi americanum FPMBILZH (KF748489.1)

2 ETF rDNA ITS XF3IMIIGHEGL (N)) MR Rt 2 B #
Fig.2  Phylogenetic relationships tree by neighbor-joining (NJ) using ITS rDNA sequence
1,2 56T rDNA ITS X351 Ir 3R AR I 2 BT 51 45
1,2 the nematodes’ number obtained by ITS rDNAsequence.
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