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Abstract: Phytophthora blight is the main disease threatening the production of pepper.
Improving the resistance of varieties is the most effective method to solve this problem. The high
generation inbred line ZCM334, which was immune to Phytophthora capsici No. 3 physiological species,
was used as the paternal parent resistance source. The F;, BC,F; and F. populations were constructed
to analyze the genetic characteristics of pepper resistance to phytophthora blight. The results showed
that the resistance of ZCM334 to phytophthora blight was controlled by a pair of dominant gene, when
all the susceptible controls diseased. SLAF-BSA technique was used to sequencing the resistant and
susceptible populations of BC:F;. The phytophthora resistance gene was located in the range of 5.1 Mb
on chromosome 5 of pepper. There were 26 candidate genes in the candidate region, and it laid the
foundation for the further fine mapping of target genes
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Fig. 1 Incidence of the populations on the 5th day after inoculation
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Table 1 Genetic analysis of resistant parent, susceptible parent and populations in pepper
AL SEREL PR AL T R EL Pl LUt
Generations Total Resistant Susceptible R/S ratio Expected
ZCM334 100 100 0
Early Calwonder 100 0 100
Fi(Early CalwonderxZCM334) 232 232 0
BC/F, 1328 685 643 1.07:1 1:1 1.27
F, 603 441 162 2.87:1 3:1 1.02
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Note: The number of resistant and susceptible plants investigated on the 5th day after inoculation of all infected controls after inoculation.
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Table 2 Statistics of sample sequencing data assessment and SLAF tag
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Sample 1D Total reads Percentage SLAF number Average depth
B s A P 6416077 88.44 140 533 38.19x
B EEA M 5519732 88.24 141 870 31.92x
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Table 3 Gene annotation in positioning area
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