[]
100193
100730
* %
100193
4 832 40 bp
SSR SSR
SSR 37.3% 61.3% A/T SSR AT/
TA AAT/ATT ATA/TAT TAA/TTA SSR 30.5% 21.6% 17.1% 20.4%
SSR SSR 1 079
doi: 10.11842/wst.2013.03.006 R282 A
Salvia miltorrhiza Bge. 4
[1~3]
2013-05-24 RFLP
2013-06-04
* 2012BAI29B01
IRT1150
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DNA RAPD 20 15 10 10 10
CAPS SNP SSR
SSR SSR Mysql**  Mi-
1~6 DNA crosoft Excel
Bl SSR 2. SSR
SSR EMBOSS
o SSR 300 bp
SSR primer3 AL SSR
SSR
SSR EST SSR 1. SSR
NCBI  National Center for Biotechnology 62 2~6
Information EST SSR 4832
EST-SSR SSR
6.7 SSR SSR SSR 1
804 SSR 37.3%
2 965 SSR
8 61.3% SSR
SSR 34 14 15 SSR 1.4%
SSR 45~76 bp
SSR SSR 98.6%
SSR
5:10] SSR 2
4 832 GC A/T SSR
SSR AT/TA AAT/ATT ATA/TAT TAA/TTA
1 079 SSR SSR 30.5% 21.6% 17.1%
20.4%
G/C SSR
1 SSR
1. SSR
SSR SSR
5 1 804 37.3%
MISA * 15 2 965 61.3%
SSR 18 34 0.7%
9 14 0.2%
15 15 0.3%

* http://pgre.ipk—gatersleben.de/misa/
** http://www.mysql.com/
4 http://emboss.sourceforge.net/

4% http://primer3.sourceforge.net/
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2
SSR SSR SSR
AC/GT 20 27 12 268 45 0.2%
AG/CT 20 60 159 3 955 50 3.3%
AT/TA 20 76 1474 32 602 44 30.5%
CA/TG 20 30 43 959 45 0.9%
GA/TC 20 66 116 2 936 51 2.4%
AAC/GTT 15 25 20 379 57 0.4%
AAG/CTT 15 22 8 138 52 0.2%
AAT/ATT 15 986 1042 26 505 76 21.6%
ACA/TGT 17 20 5 90 54 0.1%
ACT/AGT 17 19 3 54 54 0.1%
AGA/TCT 15 28 11 196 53 0.2%
ATA/TAT 15 357 827 20 006 73 17.1%
ATC/GTA 15 20 12 203 51 0.2%
ATG/CAT 15 22 10 183 55 0.2%
CAA/TTG 15 25 17 317 56 0.4%
CTA/TAG 21 21 1 21 63 0.0%
GAA/TTC 15 21 12 204 51 0.2%
GAT/ATC 15 28 7 138 59 0.1%
TAA/TTA 15 156 984 24 191 74 20.4%
TCA/TGA 15 27 6 112 56 0.1%
3 SSR
SSR 5-3° 5°-3°
GAT/ATC 45 AGGGTGAATCTTGGGGTGTT AATATTCATGGCTCGGCTTG
TAA/TTA 66 TGAATTGGCTGAGAAGAGTGAG AACGAATGGCATAGGTCACTG
AG/CT 40 ACCCCACCGTTCTCTCTTCT CTTGGAATGGATGGTACGAA
TAA/TTA 60 CGGATTGAGTTGGATTCGTT ATGCTGTCAAGGGTGCTTTT
ATA/TAT 99 CGAAAGTCTAGCTCTGCCACT ATGGTGGGGGAATGTGACTA
AAT/ATT 72 CATGTATTCTGGCCTTCACG TGGAGCTTCAGCTATTTGAGTG
AG/CT 42 CGAAATTGCCAATGTGACAG CCCCCAATCAAAACCTTACC
AAT/ATT 45 ATCCATCCCCAGTCTTTGCT GGATTGGGATGGAGGGAATA
AT/TA 40 ATCGATATGCGTGAGGAAGG GCTGAACAGACGAAGGAAGC
2. SSR SSR SSR
SSR 22% 3
SSR
SSR 300 bp
SSR 1 079
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4 832 SSR
SSR
EST EST-SSR
SSR
SSR
SSR
GC
GC SSR
GC GC
SSR
SSR
1 079 SSR
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Characterization and Primer Design for Simple Sequence Repeat Loci in Salvia miltorrhiza Genome
Xu Haibin', Qianjun’, Wang Bo', Sun Chao', Xie Lifang’, Song Jingyuan'
(1. Institute of Medicinal Plant Development, Chinese Academy of Medical Sciences
and Peking Union Medical College, Betjing 100193, China;
2. High Performance Computing Platform of Chinese Academy of Medical Sciences, Beijing 100730, China)

Abstract: Salvia miltorrhiza Bge. is a perennial deciduous flowering plant. Its medicinal root and rhizomes part is

widely used in the treatment of various diseases. In this study, bioinformatics analysis was performed to identify 4832

genome SSR loci with length longer than or equal to 40 bp from the draft genome assembly of S. miltorrhiza. The re-

sults showed that the dinucleotide repeat motifs and trinucleotide repeat motifs constitute the main types of genome

SSR loci, accounting for 37.3% and 61.3% respectively. SSR types enriched with A/T bases showed significantly
higher abundance than other types, including AT/TA AAT/ATT, ATA/TAT, TAA/TTA, accounting for 30.5%, 21.6%,
17.1%, 20.4% of the total number of SSR loci, respectively. 1079 primer pairs were designed for these genome SSR

loci. These primers can be used for genomic diversity analysis, genetic map construction, genetic marker screening.

These data could lay the foundation for population genetics and genomics research of S. miltorrhiza.

Keywords: Salvia miltorrhiza, simple sequence repeat, primer design
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