2024,37(9):54-58 FE K K K BE = T

DOI:10.16861/j.cnki.zgge.202423.0810

SHEREEEHRREDT TEE
BOELEFELE KO FEE LIRS, BT

QLB LR 2 BE 28 BEVEWIHIT T2 T « AR AT 350 e 1L 8% 50 A A Sl 2 S 2
WAL R BRI R BT AL B R A SR B 4300645 2.6 24 B T PR AE AR ML AR 45 HH o
WILEE 4441145 3.7 REFEEYIREZEVIAT Wik 315210

& ZE B M BA PR SO AR, D B IR R 1 RIS R AR KA o SR R IR BRI SR EL
1 BH £ B SR RE (1 A RNA, I sSRNA TRBEIR , 45 6 2R 015 5 0 Wi W0 1 s 6 S 1 R 2 54152 8
(CPYH5 51k 51 Wt 4T RT-PCR Kl , BT 4537 513647 BLAST ELXF MR Ge it A bR e, DL — B i e s SR i R 2. A
I sRNA V452 U PP R AP B 001 o N R 8 30 B8 38 AL 25 (CMIV) , R 4 5 | 19 1895 3] 878 bp
R PR, 4 BLAST H KI5 O kR 1) CMV 751 = BE R R, A B 5 =ik 97.84% . J# i CMV Jii 8 CP
BRI A2 B 1 41K 2 3R 0 A A T 45 SR BT I 3 8 T~ CMV TEZH. TTe 51 ke 8 IR BB i 19 Ji J8 T 2 I
TErH7a B 11 W40, BF 75 485 SR f0 R S fe b B i 41t 7 B JE A

SEHRIR): R B 2 )AL 0T B s SRNA PRI s RT-PCR

FESES:S649 MHEAFRERS: A NEHRES:1673-2871(2024)09-054-05

Molecular identification of mosaic disease on Houttuynia cordata Thumb.

in Dangyang
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tute of Plant Virology, Ningbo University, Ningbo 315211, Zhejiang, China)

Abstract: The identification of pathogenic bacteria species causing Houttuynia cordata mosaic disease in Dangyang will
provide a theory basis for the field control of the disease. The mosaic leaves of Houttuynia cordata were collected to ex-
tract the total RNA of typical mosaic disease samples, and sSRNA deep sequencing was conducted. Based on bioinformat-
ics analysis, the pathogen was initially identified. Using the virus coat protein (CP)specific primers for RT-PCR detection,
the obtained sequences were subjected to BLAST alignment and a phylogenetic tree construction to further identify the
pathogen. Using sRNA deep sequencing and bioinformatics analysis, it was initially determined that the causative virus of
Houttuynia cordata mosaic disease was cucumber mosaic virus(CMV). Specific primers amplified a specific band of 878
bp, which was found to be highly homologous to published CMV sequences through BLAST alignment, with a similarity
of 97.84%. By constructing a phylogenetic tree based on the nucleotide sequence of CMV virus CP gene, it can be con-
cluded that Houttuynia mosaic virus belongs to subgroup I of CMV. This result provides a theoretical basis for the pre-
vention and treatment of Houttuynia cordata mosaic disease.
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Fig. 1 Field symptoms of Houttuynia virus disease
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Fig. 3 Phylogenetic tree based on nucleotide sequences of CMV CP gene
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