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Comprehensive analysis on the pollen tube growth and inhibition in
self-incompatibility of Japanese pear

YASUDA, TAKESHI
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SFBB 18 SFBB
2 SFBB S-RNase S

We expanded the BAC contigs around the S-RNase of Japanese pear to find 18
and 20 SFBB genes coded by S2- and S4-haplotypes, respectively. The mRNA-seq reads derived from the
pollen of S1-, S3-, S5-, S6-, S7-homozygotes were mapped into our finding SFBBs, assembling 85 SFBB
contig sequences. The reduced amino acid sequences of total 124 SFBBs were classed into 18 types
using phylogenetic analyses. The presence or absence of alleles in each type of SFBB could predict
the S-RNases that two types of SFBBs target. Histological analysis revealed the region where
incompatible pollen tube arrested in the style of an S homozygote.
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