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RAPD Analysis of Alternaria Pathogens in Heilongjiang Province
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Heilongjiang 150030, China; 3. Heilongjiang Agricultural College of Vocational Technology, Jiamusi, Heilongjiang 154007, China )

Abstract: To understand the genetic diversity of 90 Alternaria pathogen isolates collected from Heilongjiang Province,
the genotypic characteristics was performed by using random amplified polymorphic DNA (RAPD), and cluster analysis of
Alternaria pathogens was carried out by using NTSYs program. RAPD results indicated that the similarity coefficients of
RAPD group amplified by the primer OPE-19 ranged from 0.60 to 1.00. According to RAPD analysis by using the primer
OPE-19, 90 isolates were separated into three major RAPD groups and eight minor groups at the similarity level of 68.0%. The
cluster analysis results suggested that RAPD groups not be correlated with the host plants and locations where the isolates
were collected.
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Table 1 Oligonucleotide RAPD primers used in experiment

GlEIE e JFH1(5'—3") GlEIE s Jr4(5—3")
Primer code Sequence Primer code Sequence
OPE-01 CCCAAGGTCC OPE-11 GAGTCTCAGG
OPE-02 GGTGCGGGAA OPE-12 TTATCGCCCC
OPE-03 CCAGATGCAC OPE-13 CCCGATTCGG
OPE-04 GTGACATGCC OPE-14 TGCGGCTGAG
OPE-05 TCAGGGAGGT OPE- 15 ACGCACAACC
OPE-06 AAGACCCCTC OPE-16 GGTGACTGTG
OPE-07 AGATGCAGCC OPE-17 CTACTGCCGT
OPE-08 TCACCACGGT OPE-18 GGACTGCAGA
OPE-09 CTTCACCCGA OPE-19 ACGGCGTATG
OPE-10 CACCAGGTGA OPE-20 AACGGTGACC
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Figure 1 RAPD profiles of eight Alternaria isolates genomic DNAs amplified by using different RAPD primers
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Figure 2 Dendrograms of 90 Alternaria pathogen isolates collected from different locations and host plants based on
RAPD (primer OPE-19) DNA fingerprints in Heilongjiang
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