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Identification of the nematode pathogen causing root lesion nematode
disease in Dioscorea polystachya in Wenxian, Henan province
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Abstract In order to clarify the nematode pathogen species of Dioscorea polystachya root lesion nematode rot
disease in Wenxian of Henan province, the tubers with obvious symptoms were collected for isolating nematodes
from the planting region of yam in November, 2020. The pathogenic nematodes were identified by observing the
traditional morphological characteristics of female and male adults, and molecular biological identification was
carried out based on 28S D2-D3 sequence of rDNA. The results showed that the morphological characteristics and
measurement indexes of root lesion nematodes isolated from yam tubers were consistent with those of Pratylenchus
coffeae , and the 28S D2-D3 sequence was 99. 87% —100% identical to that of P. coffeae. This study confirmed
for the first time that the root lesion nematode of D. polystachya in Wenxian of Henan province was P. coffeae,

and provided a scientific basis for the identification and control of yam nematode diseases.
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Fig. 1 Tuber symptoms of Dioscorea polystachya root

lesion nematode disease
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Fig. 2 Morphological characteristics of Dioscorea polystachya

pathogenic root lesion nematode disease in Wenxian
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Table 1 Morphology comparison of Dioscorea polystachya pathogenic root lesion nematode and Pratylenchus cof feae

FHEH W 1 T W T
Character value Female (n=18) Male (n=17) Femalel13] Malel13!
L/pm 623.49+88.329(451. 31~744.67)  622.85%52. 32(508. 88~720.1) 674.5(589.3~714.2) 596.54(478.8~673. 1)
a 23.4244.71(18. 45~33. 47) 26.39+4. 06(20. 22~35. 77) 24.6(16.4~28. 3) 26.53(20. 7~30. 9)
b 5.47+0.76(3. 99~6. 48) 5.6641.09(4. 15~7. 99) 6. 1(5.8~6.7) 7.37(6.6~8.3)
o 4.34740.6 (3.47~5.67) 4.7%0.72(3.77~6.13) 4.9(4.3~5.8) 5.3(4.9~6. 3)
¢ 21.724£3.19(16. 9~30. 32) 22.21%£2.56(18.03~28. 13) 17. 6(13. 8~22.7) 16. 6(15. 4~21. 3)
¢ 1.5940. 35 (1. 11~2. 3) 1. 6010. 30 (1.2~2.53) 2.0(1.7~2.8) 2.3(1.6~2.7)
%&/Pm 29.06+4. 62(21. 65~34.72) 28.26+2.95(23. 64~32.97) N/A 28.8(19.8~33.4)
Tail length
[;jllcﬁéﬁ;h 16.53+1.91(12. 81~18. 89) 15.57+£1. 93(12. 8~18. 89) 16. 8(16.2~17.9) 15. 2(14. 2~18. 8)
\% 84.92+5. 33(76.57~92.19) — 74.5(71.5~83.2) -

AR/ pm
Spicule length

— 18. 10=£1. 15(16. 54~20. 86) —

18.37(17. 7~21. 3)
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IRV ARSI ES >} 100/ (A4

n: Number of specimens measured; L: Body length; a: Body length / greatest body width; &: Body length/length from the lip to the junc-

tion of esophageal gland and intestine; 4': Body length / length from the lip to esophageal gland end; ¢: Body length/ tail length; ¢": Tail

length / tail diameter at anus; V': Distance of vulva from the lip X 100 / body length.
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Fig. 3 Electropherogram of PCR products of rDNA 28S D2-D3 (a) and PC28s (b) sequences from root lesion

nematodes in six samples
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