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Candidate anti-mite gene detection by BSA-seq in Pleurotus ostreatus

LI Hui-ping', LUO Xin', HOU Zi-qiang®, JIANG Ning', LIN Jin-sheng', HOU Li-juan', XU Ping',
MA Lin', QU Shao-xuan"’

(1. Jiangsu Key Laboratory for Horticulural Crop Genetic Improvemens, Institute of Vegetable Crops, Jiangsu Academy of Agricultural Sciences, Nanjing
210014, China; 2.School of Life Sciences, Jiangsu University, Zhenjiang 212013, China)

Abstract:  In our previous study, it was found that there were significant differences in the resistance to Tyrophagus
putrescentiae among different strains of Pleurotus ostreatus. In this study, firstly, a spore monokaryotic population of P. os-
treatus was rapidly constructed, and the 479 strains within the population were normally distributed for mite resistance. Sec-
ondly, the Euclidean distance association analysis of SNP and InDel sites was performed between the highly resistant and
highly sensitive pools using BSA-seq technology. The candidate genes for mite resistance were located on one chromosome.
The two adjacent candidate regions had a total length of 1.75 Mb and contained 605 genes, including 353 non-synonymous
and 89 frameshift mutated genes. Finally, after functional annotation, GO and KEGG pathway enrichment analysis, 26 can-
didate genes were found to be involved in signal transduction, defense processes and secondary metabolism-related path-
ways. It was thus inferred that these candidate genes might be related to mite resistance.
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