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Abstract; Approximately 94709 EST sequences were searched for identification of SSRs using the Sim-
ple Sequences Re'peat Identification Tool (SSRIT). 4396 microsatellite sequences were obtained from
94709 EST sequences,about 4. 64% of the whole database a total of 1282(29. 2%) dinucleotide repeats
and 2411(54. 8%) trinucleotide repeats were found in these microsatellite sequences. 25 primer pairs
were designed from microsatellite. Among the 25 primer pairs, 17 can achieve clear PCR products by
electrophoresis. The SSR markers reportéd in this stud‘y were highly polymorphic between Gossypium
hirsutum and Gossypium arboreum but lower in Gossypium hirsutum. In order to evaluate transfera-
bility of EST-SSRs, we also selected six épecies: Gossypium hirsutum , Zea mays, Lycopersicum es-
cuentum , Brassica napus, Beta vulgaris, Abutilon theophrasti, to detect the product. Among the
product the primers Cril, Cri3, Cri4, Cri7, Cri9, Cril4 and Cril5 have products in all of these six
species. Cril6, Cril7 have no product in Z. mays, L. escuentum and B. wvulgaris. And Cril3 has no
product in L. escuentum and B. vulgaris.
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Table 1 Microsatellite sequences isolated from ESTs database of cotton

HERR BE BaH BEEAR HE B
ct 90 2.06 . cte 62 1.41
tc 157 3.58 acc 58 1.32
ta 304 6.92 ctt 125 2.84
ga 86 1. 96 tet 122 2.78
at 429 9.76 tga 90 2.05
ag 80 1. 82 tte 148 3.37
cat 86 1. 96 ata 74 1. 69
aag 97 2.21 gat 97 2.21
cac 76 1.73 " teca 126 2. 87

tcagge 73 1. 66
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Table 2 The microsatellite primers of cotton and their evaluation

5 HS B3 (57 ~37) Bl F 3 RE/C ZEHRFEESE
Cril AAC AAg AgC CAA ggT TCA TC (tcagge) s 58 0.48
TgA CAT Agg gTT CAT Agg TTT
Cri2 CAg TCT CCg TgA gCg TTT g (aaagga), 58 0.44
AgC CTg CTTC AAT ACT CCA A
Cri3 Cgg Agg AgA AAC TCT gAC gA (aaaaat), 60 0
ACA CCC ACA ACA gCA AgCA g .
Crid CgC TTA TCg TTT CTT CgC (tet)ss 56 0
CAA TgC CAT CCA AAT CCC
Cri5 TgA AAC AAg CCA CTg TAA CTC (tte)o 58 0.44
AAg ATC CCT CCA TAA CCA AA
Cri6 gCT CAg CCA ATA ACA CCA (gaa)so 58 0
AAg ggC TAT TAA gCA ACT CA
Cri7 AAg gAg ggC gAT AAA CAT AA (cac)y; 58 0.75
TCg geT AgT gCT ggA gATT
Cri8 CAA TgT AAA CCA Agg AgC Ag (gea)s 58 0.75
TgA gCA AAg ggT ATA gCA gT
Cri9 TTC ACC CAC CAC CCA gACCA (ctt), 58 0. 44
ACA ACA CCg CCA gCA gCA AT
Cril0 CAC AAT CTC CAA TATC CCA CC (cat); 58 0
TgA TgC TgA TgT AgA CCC AAT
Crill gTT ggA gTT ggg TCT Tgg TT (tgg)s 58 0. 44
AgA Agg gAA ATC TTT AgC AgT C
Cril2 TCC TgC CgA CCCTATTCC T (cag), 60 0
CCA CCg ACCTgACCg TTT T
Cril3 TgT TTC TgT ATC TTC ACA ACC CTA (gee)sr 58 0. 48
CgT CgC TTC TgA gAT TCg T
Cril4 ggA CAT TgT ggA ATC ggT AT (atg); 58 0.44
AgA ACA gCC TTg AgT TgA gC
Cril5 TCA CCC ACT ACC TTC TgC CTT AC (ca)yy 58 0. 44
gAC AgC Agg CTA TTT CTT gACC .
Cril6 CAA Tgg CAA Tgg TgA TAgg (ta)n 58 0.75
gAC AAC ggT gAA ATg AAgC
Cril? TTC ATT ggC TgC TTT CgT AT (te)ye 58 0.44

gCT Tgg TgA CTC CAg gTT TT
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The silver-stained polyacrylamide gel image of the SSR alleles amplified in cotton’

Fig. 1

A MNEBAESI Y E 45k Cri5 .Cri7 ,Cri8 ,Cril0.,Cril3.,Cril4 . Cril6 .Cril 7;
Horf 1WA 2 RS 3 R AR 4 SRS A
Note: From left to right, the No. of primer is Cri5,Cri7.Cri8.Cri10,Cri13.Cril14.Cril16 ,Cril7.

1. G. arboreum, 2. G. herbaceum, 3. G. hirsutum, 4. G. barbadense
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% 3 187 EST-SSR 3| #1 #93& B 45 47
Table 3 The analysis of EST-SSRs’ cross-species transferability

% TH R 5P/ F e i RS A ZEME
Cril 2 2 2 2 2 2 ¥
Cri3 5 3 2 2 5 2 H
Crid 3 4 3 2 2 2 o
Cri7 1 1 1 2 2 2 £
Cril9 1 2 2 1 1 2 H
Cril3 1 1 1 0 0 1 x
Cril4 2 2 2 2 2 2 *
Cril5 2 2 2 2 2 2 £
Cril6 1 1 0 0 0 1 *
Cril7 2 2 0 0 0 2 £
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Fig. 2 The silver-stained polyacrylamide gel image of some primers’ cross-species transferability

I N ZE 1 47 519053 3302 Cri9 \Crild (Cril 7; Horp 1 al3€ . 2 R, 3 £k, 4 F i, 5 f3E. 6 RistMil.
Note: From left to right,the NO. of primer is Cri9.,Cril4.Cril7;1 B. napus, 2 A. theophrasti, 3 Z. mays,

4 L. escuentum, 5 B. wvulgaris, 6 G. hirsutum.
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