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Selection of sequence-related amplified polymorphism molecular marker

associated with salt tolerance of cotton
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Abstract: Twenty-six salt tolerant and sensitive materials, and a F, population derived from the cross between a salt

tolerant material and a salt sensitive material were analyzed by sequence-related amplified polymorphism ( SRAP) marker

and bulked segrgant analysis( BSA) method to screen markers associated with salt tolerance of cotton. Six pairs of 88 prim-

er combinations were detected polymorphic in both parents, among which, one pair of primer amplified a 350-bp fragment

in the tolerant individuals of F, population, but no band in the susceptible individuals. The fragment were identified exclu-

sively in 22 salt tolerant varieties. The results suggested that this marker might be closely linked to salt tolerance in cotton.
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Table 1 Names, sources and salinity tolerance of 26 cotton materials
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Table 2 The classification of salt injury grade in cotton

0.4 pl, 5 U/pl Y Tag B 0.2 pl, 30 ng/plAYHLHL
DNA 1.0 wl, 1IE 59 (50 ng/pl) 4% 0.7 ul, PCR
Yokl 2.0 pl, SRJE AR K055 20. 0 pl,

PCR /% W 7E Eppendorf mastercycler gradient %
B 1T, PCR §7 1R T 94 C A M S
min;94 CZZ1E 1 min, 35 CiE K 1 min, 72°C ZEff
10 min, #4175 MEFGIR KA R 50 C, FHFEAT
30 NMER, Feli 72 CIEf 10 min, 4 CLRAFY HE
T2 TE 6% AR ARV 3R D s 15 Jee ok e P, K A DN i

i

EhEg T P YR
0 g PR A R 2R AR AEAN X R AR PR SR AT AR R IR R B ek
1 B BRI AR ZEREMAER 70% ~100% B0 0.5 ~ 1.0}, TR, 3 BRI B KA #
2 ifif PRS2 EE EARAEN 50% ~70% ,FLH/> 1.0 J, Firih%gEih .,
3 55 Bt WA ZEEEMAER 50% LR, JCEL, A DIMAE  HA K B, Ttk 954 056,
4 W T R T HG BB,

2 ERE55T

2.1 #R1EMEE SRAP 4 FHRiCHIFF %

FH 88 X SRAP 591 (8 A~ IE M 51 9F1 11 4~ J [a]
UL XF 2 AL EA AT PCR 4731, Ui 1€ 1
HiRR T HA 28RS 6 X, SRJE HIX
6 XI5 W%t F, FERI SRt b1 T4 3%, fiik i 1
X551 (me3-emS5 ) FETiif £k 35 A< Rl £5 1t v g4 4
H—4520°8 350 bp MRS B, MiFE SRR SR A R
Ry Iz B (E 1),

2.2 1R{EmEL SRAP 4> FHRIEEF, D EEEHH
%%FE

B 251 40 A me3-em5 XF F, fLHBEHL
PEHUAY 312 BRI B3R Bk DNA 17914, 175
SEPEIRAIE, 255 (] 2) o , 78 230 BRI £ ik A
226 PRBEY 3G AR S 7 B, A 82 MEACER bk h
H 80 HRIEAH P 1 iz b B2 AR Y Xk — R B,
ATLUE ) F, Ao s iR 8 6 N EA A, A
FH1.92% .

2.3 1R L SRAP & FHRICEARRRIERF G

XF 22 ATt ER b FP R 4 AR i FPEAT PCR 43

350 bp

M Marker DL2000; 1 T #5542 - R 2R AC ;3 T R A P 1t 5 4
ER AL,

E1 5I¥4A4E me3-emS EAREH FRA KM Bt E 5 1
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