i f¢ HEREDITAS (Beijing) 2013 9 |, 35(9): 1101—1105
ISSN 0253-9772  www.chinagene.cn ;R

DOI: 10.3724/SP.J.1005.2013.01101

TR R S i 3 SR AR A B 38 £ g e % Bk PR s A

Eat b2 ox|Ese S o E Y LS pestd Bpgtt RAAL

1. , , 350002;
, 350002;
, 350002

D AL B A RAOL 48 A5 R B Mo BHAK o 0 % B — AN I R R R 4K, 7 150 mmol/L &9 NaCl ¥ i 4 2
TrEBEEREERT, METEREREKAEE. DUER &M Nipponbare(F it 2h) fo it 3 % BARMEF A, HET
— /N Fy BEK, YA ALK 150 mmol/L #y NaCl %% Jir 8 T #y & 31, % 3L Nipponbare Fuifit 3 28 7% 4K v 3 it 6 0%
MEFZTENTHEES, WRYRME, HzEETHHL A SSTH). MAZ F Bk, RAZES>BE T
(Bulked segregant analysis, BSA)i ¥ SST(t)Efr 2 % 6 LR b, 3t —H 3¢ Fo B 137 NS A oy it 2h 3 bk 44
A FARIRBAT M, ¥z B E AL InDel 4710 1D26847 #1 1D27253 2 4], %4 2.3 cM (2 406 kb)th [X g jy, 5
P ARIT 2 BIAH BE 1.2 ¢M F1 1.1 cM.

AR, Wl W e EERL

Genetic analysis and gene mapping for a salt tolerant mutant at
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Abstract: A salt tolerant mutant at seedling stage was obtained from an M, population of radiation mutagenesis of an
indica rice cultivar R401. The mutant seedlings could survive under the treatment of sodium chloride solution at the con-
centration of 150 mmol/ L, while the wild-type control seedlings withered and died. An F, population was developed from a
cross between a japonica cultivar Nipponbare and the salt tolerant mutant. By investigating the performance of the F, popu-
lation under the stress of 150 mmol/ L NaCl solution, we found that the mutant phenotype was caused by the recessive mu-
tation of a single gene, temporarily designated SST(t). Bulked segregant analysis (BSA) based on the F, mapping population

U¢ %5 B #3: 2013-04-15; & H#5: 2013-05-28

EE&EMAB: ( 31071399), ( 2011J01078) (
JK2012014)

EE B/ , , , E-mail: wangbin_doc@163.com

BifEE: , , , E-mail: wuwr@fafu.edu.cn

W 4% tH AR B (8] : 2013-7-29  19:19:18
URL: http://www.cnki.net/kcms/detail/11.1913.R.20130729.1919.003.html



1102 i f{ HEREDITAS (Beijing) 2013 35

revealed that SST(t) is located on chromosome 6. By analyzing 137 typical salt-tolerant F, plants using molecular markers,
SST(t) was mapped in a 2.3 cM (or 406 kb) interval between InDel markers 1D26847 and 1D27253, with genetic distances

of 1.2 cM and 1.1 cM to the two markers, respectively.
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