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Identification of salty tolerance genes and development of super tolerance azuki
bean using Azuki closely related wild species
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There are two types of closely related wild species with a salt tolerance of
Azuki, a type that exclude salt and a type that accumulates. We thought that by introducing these
two mechanisms into Azuki by mating, super salt-tolerant azuki can be created. First, in order to
investigate the factors of genetic salt tolerance, QTL analysis using crossbred progeny F2 of azuki
and salt-tolerance-related wild type was carried out. As a result, different QTL was detected in
excluded type and accumulated type, The line with salt tolerance QTL showed very strong salt
tolerance.
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Number of SSR primer pairs
Mark No. of screened Ne. of amplified No. of
%) polymorphic (%)
Vanglm Azuki bean 330 F20(99.7) 267 (80.9)
x Common hean 40 40 (100.0) 15 (37.5)
7 5(71.4) 3(429)
m 374(99.2) 285 (T5.6)
320 326 (98.8) 218 (66.1)
40 38(95.00 16 (40)
7 6{85.7) 3(429)
m FT0(98.1) 237 (62.9)




Numberof ~ Mappingratioto Number of fixed SNPs

reads genome (%) Tota  Chlll  Scffolds
All samples 536,785,685 25,350 "1
V. nakashimae var. Ukushima 13,052,980 74.1% 15,438 -2 14,856 582
V. riukiuensis var. Tojinba 6,632,164 62.0% 5,469 *3 5,348 121
F2 popul ation (310 plants) 515,437,838
average per plant 1,662,703 55.4% 2,485 *4 2,485 19

*1 Total detected SNPs (filterd by depth and quality)

*2 SNPs of homozygous A (same to reference) in Ukushima
*3 SNPs of homozygous B in Tojinbaka

*4 SNPs of homozygous A and B in Ukushima and Tojinbaka
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