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Abstract: Qinghai Province is located at the confluence of the Qinghai-Tibet Plateau and the Loess Plateau. It has
the advantages of high altitude, abundant sunshine, cool climate and large day-night temperature difference, which is
suitable for potato growth. With the continuous expansion of potato production scale, the occurrence of blackleg
gradually spreads. In autumn 2021, plants suspected of potato blackleg were found in potato producing areas in Qinghai
Province. After the samples were cleaned and disinfected, the pathogenic bacteria in the suspected disease site were
isolated and purified to obtain a pure strain of a single colony. The DNA of the strain was extracted and amplified by the
universal primer of bacterial 16S rRNA gene. The PCR products were detected by agarose gel electrophoresis. The
PCR products with good quality were subjected to Sanger sequencing, and the sequences obtained were Blast
compared with the known sequences in the GenBank database. The phylogenetic tree was constructed by MEGAX.
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Meanwhile, the pathogenicity was detected in potato tubers and plants. The results showed that the three isolates

satisfied Koch's rule, and the sequence alignment results showed high homology with the reported Pectobacterium

polaris strains. The phylogenetic trees were constructed based on 16S rRNA and multi- locus sequence analysis,

indicating that the three isolates were highly similar to Pectobacterium polaris strains. Therefore, these three isolates

belong to Pectobacterium polaris, which is reported for the first time in Qinghai Province, China.
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Figure 2 Phylogenetic tree based on 16S rRNA sequences of three strains and other Pectobacterium strains
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Figure 3 Phylogenetic tree based on the multi-locus sequence of rpoS, proA, gapA, icdA, gyrA, and mdh of

three strains and other Pectobacterium strains
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Figure 4 'Favorita' seedlings and tubers infected with candidate pathogenic isolates for Koch's postulate test
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