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Sl is 2 major quantitative trait locus (QT1) for salinily Iolerance in sice
populations derived from the crosses viz. ‘BRI dhand(” fmoderately lolesant]/ TR1920-3
20 (highly toleranty; ‘BRRI dhans’ (uighly senstivel/ ‘TREOISE-23-1826-1 fmcelerately
tolerant); and ajalsal (tolerant}/ ‘1527132652812 (tulerant) were used o stuics. 20 55R
and o ST murkers were used for the Lazgeled mapping of the chromosomal region
containing Sufil (49.6 1 87.1 M) om chromosome 1. There was a good pazallel of among the
linkage maps of the three populations fo the previous Q1L map that idenfified ST, Saftol
QL was setected only in population derived fram BRRI dhandy'/ IR19203B-22-2-1° cross,
he SR muarker RMSG94 weas the most ightly-liaked sarker (P<0.001) compasison o four otk
matkers, RML27, RM3$12, RV and CPU370, which were also significantly associated seith
safinity tolerance (P05, A T popalation of this cross was uste 1o reconfirm these results and
similar result was observed 25 i tho s population. 1t was interesting to identify SalTal i tis
population through the tolerant parent was un related (0 Lhe tolerant parent wsed for the
original mapping studies, No QILs were detected at the SaTul locus in any of the other trvo
populations. This indicates that the Sal ul Q1L could only b elfective in specific poplations.
To determine the useluiness ol specific SSR markers associated <with major QTL for salnity
tolerance designated as ‘SulTal’,a callection of L15 dierse ric geroypes were phenotyped and
genotyped using Ughly-linked DNA markers viz. five SSK RMI1247, RMEISS, RNEH12, RMA3,
RM140 and twa FST CP6224, CPU3970 on chevmosome 1. Among the seven, makers, RMS(94
produced the highest mmber of allles {15) followed by RMIZ257, RM3412 and RM13 (10) The
polymorphic information content (PIC) values ranged from 054 10 0.89 with highest for
RMEU94, followed by RVI493 and RV312 (0.81), RMI287 and RM140 (0.7). 1€ suggested that
RM8091 markers could be useful for discriminating lolesat and s

successfully used for macker assisted selection supplementing the conventional breerliag. Out
f 115 genvtypes studied seven haplotypes wer: identifed with reference haploiye of LR§8936-
3RL78-1-1 (FLE7S), o ofthe most widely-used tolerant pare:

haplotype as of FLATR. OF the seven different Pokksli seed accessions fom ditlorent sources,
Pokkali-1 (RGOS was the actual source contrbuted the Satfel region in chomosome |
sugeient of TTA7S. Genolypes from Uhe baplotypes 1, 2 anud § conld be impostant for selecting
altermaive lolerant parents.
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