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Abstract: Viral infectious clone is a powerful tool for studying the interaction between virus and host. In this study, the
genome sequence of zucchini yellow mosaic virus (ZYMV) melon isolate CH- 87 was cloned and analyzed, and its
full-length cDNA clone was constructed. The results showed that the genome of isolate CH-87 was 9592 nt in length, and
the average nucleotide and amino acid sequence identities between CH-87 and other isolates were 91.42% and 96.45%,
respectivly. Phylogenetic analysis based on CP and polyprotein amino acid sequences showed that CH-87 was most closely
related to isolate BL-67 from The United States, followed by isolate CN:Lc:17 from China, and they all clustered in subgroup
V. The inoculation showed that the infectious clone was successfully constructed, and it could systematically infect melon,
cucumber, watermelon and zucchini. The progeny produced from the clone was infectious by mechanical inoculation.
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Table 2 The identity of nucleotide sequences and amino acid sequences of complete genome between ZYMV
isolate CH-87 and other isolates

UoRe] GenBank B3¢ M EMAK eV A FER T R — UM% RH AR — T %
1 AB188115 75-1 H A 92.40 97.00
2 AB369279 RDA i 93.90 97.30
3 AF014811 Singapore H Nk 83.20 90.90
4 AY278998 KR-PA LiE] 94.20 97.60
5 AY278999 KR-PE i 96.30 97.70
6 AY279000 KR-PS i 96.30 97.90
7 DQ124239 Kuchyna Wrisfko 92.10 97.10
8 EF062582 NAT LLE %) 92.20 97.40
9 JN183062 ZYMV-Fars PR 91.60 97.00

10 KF976712 H e 92.20 97.40

11 KF976713 SE04T Hrs o 92.30 97.40

12 KT598222 10itSDE R AR & 91.80 96.50

13 KT778297 AP Gherkin EpJEE 91.50 96.90

14 KU198853 SANRU Lt 91.90 96.60

15 KU528623 IKA iR 91.10 95.20

16 KX421104 7z Ex 93.90 97.70

17 KX499498 Vera PHHET 92.40 97.30

18 KX664482 ZYMV-WS Ex 93.40 97.30

19 MF072712 ZYMV-Trinil FEAL ek 2 91.20 96.40

20 MF072713 ZYMV-Trini2 FEAL Rk 2 L ET 91.10 96.40

21 MF072714 ZYMV-Trini3 FEALJe ik 2 ET 91.10 96.40

22 MF072715 ZYMV-Trini4 FEALJe ik 2 L EF 91.20 96.40

23 MF684760 Kurdistan fHEA 92.10 97.10

24 MG967620 SB02 B 91.10 96.20

25 MHO042024 BRI L] 95.70 99.00

26 MK033873 CN:Cm:17 W E 92.20 97.00

27 MKO033874 CN:Lc:17 H 95.60 98.90

28 MK 124612 BL-67 ES 97.60 99.30

29 MK956829 Z-104 A 92.40 97.40

30 MN296124 Cvn-1 H 91.70 96.70

31 MN598562 Cvn-5 R FE 91.70 96.70

32 MN598564 Cvn-14 R FE 91.70 96.90

33 MN598565 Cvn-17 WRFE 91.70 96.90

34 MN598567 Gld-1 WOFE 81.20 91.30

35 MN598571 Knx-22 WOFE 81.20 91.20

36 MN598572 Knx-23 WRF AL 81.30 91.20

37 MN598577 Per-1 WAL 81.30 91.20

38 MN598579 Qld-5 OFE 91.60 96.90

39 MN598580 Qld-6 KT 92.10 97.00

40 MT383108 Egz & 91.30 95.20

41 MT882336 ZYMV-Iq LFE DA 93.10 97.80

42 MW345248 Demre THHE 91.70 96.90

43 MW345249 Y21 THH 94.50 97.50

44 MW345250 ER2-8 THH 91.80 96.90

45 NC_003224 TW-TN3 HEGE 92.20 97.30

M 91.42 96.45

.« 12 -
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Fig. 2 Phylogenetic analysis of ZYMYV isolates based on the amino acid sequences of CP
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Fig. 3 Phylogenetic analysis of ZYMYV isolates based on the amino acid sequences of ployprotein
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