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ABSTRACT

Saltol QTL is the stretch of DNA on chromosome 1 that is linked to the genes involved in salt-stress
tolerance of rice. To test the usefulness of simple sequence repeat (SSR) markers associated with Salto/ QTL in
determining the level of salt tolerance in rice, 36 rice genotypes were analyzed for allelic diversity to assess their
genetic relatedness. The number of alleles of the SSR markers, RM1287, RM8094, RM3412 and RM 10745 were 11,
11, 14 and 6, respectively. Polymorphism information content (PIC) value varied from 0.73 to 0.92. Cluster analysis
based on the data retrieved from the use of RM1287 interestingly grouped rice cultivars with similar level of salt
tolerance together and pokkali was isolated into another group. However, the result suggested that the grouping based

on genetic relatedness did not correspond to the groups based on salt tolerance ability.
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may M399ATIN lumsnau

1 ﬁ'ﬂﬂufgm (NOI BOON MAH) 8.05 36.00 DOULBNIN
2 D1UOU (E-NAWA) 7.21 80.66 20ULLD
3 a01/a1%2 (DAW PLAH SEW) 6.22 87.66 nuilunan
4 AoLAd (DAW DAENG) 6.46 86.66 nuilunan
5 amafes (KHAO SOI) 8.33 30.00 -
6 MilgIgua 2 (NJAW UBON 2) 6.37 80.00 nuihuna
7 9919n819 (E-KHAO GLAHNG) 7.95 41.00 2OULONIN
8 Ud04608 (PLAWHG AOI) 5.56 93.33 nulunang
9 A087U (DAW YUAN) 8.00 37.33 2OULONIN
10 2109 (E-LEUANG) 7.58 57.33 2OULLD
11 1noulad (HAWM DAENG) 7.43 33.33 -
12 19T (NAHNG NEE) 6.12 96.00 nuihunan
13 11 1) (KHAO YAI) 5.95 100.00 nuthunaig
14 1809111 (LEUANG GAEW) 5.93 93.33 nuilunan
15 Ud09187 (PAWHG AEW) 7.16 83.33 2OULD
16 d1ooyqu(E-NOI BOONMAH) 6.58 66.66 2OULD
17 ﬁmfgﬂ 19 (NAM SA-GUI 19) 3.22 100.00 NUWIN
18 a3un 1 (SURIN 1) 5.95 94.33 NN
19 A0Y10Y (DAW HAWM) 6.13 78.33 nulunan
20 AU 10 (RD.10) 391 100.00 NUUIN
21 f11nBAT (KHAO KASET) 8.75 12.33 DOULDNIN
23 11700 (KHAO DAW) 5.55 100.00 ny
24 AU (SA NAI) 6.26 93.33 nulunan
25 WO 71 (HAHNG YI 71) 6.25 88.66 nuihunan
26 AU (NUAN KAW) 6.2 93.33 nulunan
27 1NN (HAWM SA DOOG) 6.75 65.00 001D
28 Houae (HAWM DAW) 6.78 63.33 001D
29 UNE2019 (NAHNG SA ARD) 7.01 62.33 2OULLD
30 11208818173(JAO LOI SAI BUA) 7.23 65.33 2OULLD
31 1119991 (MEUANG JIN) 6.68 71.00 2OULLD
32 111} (MAN POO) 6.26 86.66 nuihuna
33 2 Inu (E-PON) 8.06 33.33 -
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(Kanawapee et al., 2012)
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RM1287 Hin159anquinnszauna coefficient 7
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< Yt A 1 Y
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= I Hdq YA o WYY o
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MINUANUDITIIN 36 aerius Idodraauyain

AN AININN 1
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M3 2 TIUTAR ¥IANVADAAa LazA PIC veausiaz Ingies

v A

[

' =
BINAINNO

gml‘Wi UM @aaa polymorphic ada monomorphic m
o3 dada EYRIY! Souaz U Souaz dada PIC
RM1287 11 10 90.01 1 9.09 0.01-0.20 0.88
RM3412 11 11 100.00 - 0.00 0.03-0.17 0.89
RM8094 14 14 100.00 - 0.00 0.04-0.11 0.92
RM10745 6 6 100.00 - 0.00 0.03-0.31 0.73

M1 23 4 5 67 8 9101112 1314151617 181920 21 22 23 24 25 26 27 28 29 30 31 32 33 34 3536 D

NOI_BOON_MAH
—|m071.m’smimm

E-NAWA

RD.6

NAHNG SA_ARD
MEUANG _JIN
MAN_POO
E-PON

DAW_PLAH_SEW
DAW_DAENG
KHAO_sOI
NIAW_UBON2
E-KHAO_GLAHNG
PLAWHG AOI
DAW_YUAN
E-LEUANG
SA_NAI

HAHNG Y1_71

HAWM_DAENG
{hawn paw

NAHNG NEE
—|:|NUAN KAW
HAWM SA_DOOG

RD.10
Ao DAW

KHAO_YAI
LEUANG GAEW
PAWHG_AEW

__| E-NOI_BOONMAH
SURIN_1

JNAM_SA-GUI_19

TDAW_HAWM

EUANG_ANAN

OKKALIL

T 1
0.74 1.00

Coefficient

y @ U o J ad I~ J
MWN 1 MIVANQUAWUFU (Cluster analysis) 11nuauRdUEN 18910 Tnsmes RM1287
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M1 23 456789 101112 1314 151617 1819 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 3536 D

NOI_BOON_MAH
E-NAWA
NIAW _UBON2
E-LEUANG
HAWM DAENG

LEUANG GAEW

DAW_DAENG
|_|I’LAWHG AOI
KHAO_YAI

e FKHAD GLAHNG
SURIN |

POKKALI
——————FDo
WM_SA_DOOG
e
MAN POO
DAW_HAWM
—' 1AHNG_Y1_71
HAWM_DAW
NUAN_KAW
'_| MEUANG JIN
1 KDML_105
LEUANG ANAN
DAW_PLAH_SEW
AG SO
E-NOT_BOONVIAH
NAL « ] EE
— pm—
KHAO_KASET
KHAO_DAW
AWHG AEW
) T T T T T T T T T T T T T T T T T T T 1 PON
0.39 0.54 0.70 0.85 1.00
Coefficient

$ o ' o . o {
MNN 2 MIVANQUAWUEI (Cluster analysis) 11AUUADUEN 18010 Tnswes RM8094

a

a awv Y o = A A ¥
anUnanazagiluanmsidy A9ANRDINUMTANYININATEINNIY SSR ALA
MsAny NNy Tuianansee1uIg SSR RMS8094, RM3412 uaz RM493 1w Saltol QTL
9 & o Aa 1 ¥ o ) v o
voav 1 usiuruninnognined Tuw ansasuunt M Idauanuansalumsnuny
(International Rice Genome Sequencing Project, BUNY (Islam, 2006) uazlumsAnyIved Nejad et
4 a g A 1
2005) 1AT99MN1Y SSR 019 1du191nABueN al. 2008) 1#3189114791 RM8094 11az RM10745 Tu
Moo InUany UL HUENTTMFTua e QTL Saltol QTL eunsalddmiumsdssiiudaiaon
a4 o < Aa . o < o ¥ ao A o
MneITeINUANUNIANNGTEAIN Saltol QTL (Lang anyurmInuAnld  AaluauIteitaiing
etal., 2000 and 2001; Sing et al., 2007) RIAAITANH AAIAONIATEI1NIG SSR - 91N 0YAAINT 191U
@QNHANTIN (F8) DI recombinant inbred lines AINA1 IO N IMATBUANININVDUAT BIHNY
9
(RILs) 5¢%314 Pokkali taz IR 29 WU U3 ssR - mardulunssundiiaudnyae
A A o < ' 3
QTLs Mngavesnuanunuay ogunlng Tulww ANuaIIa lumInuAy e RM1287, RM8094,
v Y
UNIA 1 (Gregori et al, 1997) lasuSnailaee RM3412 (1ag RM10745 1189937920 1UANNLANAI
= [ o [ I
1NeIvesnusasImsvuaslydey losounas YDIVUIAAIDOULOAIY polyacrylamide gel A
<3 a 4
Twunadoulooou (Na/K'  uptake ratio) Tag iudufovay 8.0 wazdouunuADUEAIVTAIDS 1U
A A a A o Y = a g A o
1AT091N18 SSR NHUszanTamlumssundn nINFINQUAVVEIRID WD NTAIIY
< ¥ A o a o a g Ay v '
auaNyaINIsalunsnuay 1dun RM1287, WormmMslnszvuauanuen 1a wu
o (9 I'4
RMS8094, RM3412, RM493 11ag RM140 lu Saltol $1uIudadavedIngiues RM1287, RM3412,
QTL uulasluTesuunaf 1 (Niones, 2004) &9 RMS8094 1Ay RM10745 fe 11, 11, 14 uag6
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o w X 1 A a a g -4
ANy o?ﬁwmmmﬂmwuﬂimm ALDULDNY 4

4 a a g 2 v A
loci  lAUDURAIDUIDNIAY 42 6ada udAq
o a g
polymorphism 41 8ada Aailuiesas 97.62 Taenn
fjjml‘l/‘li!,llﬂ’gflﬂ'? Polymorphism information content
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