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Motif types No. of transcripts
2bp-repeats 42
3bp-repeats 279

4bp-repeats

32

Total

353

0 SSR o] il PCR S8 913 EST-SSR 2tejo|HA|E 1547 7t

1 |Sequence SSR Type SSR SSR_No  Primer Begin Primer End Product Size Left Primer Right_Primer

2 |cluster 13! GAT GATGATGATGATGATGATGATGATGATGATGATGATGATGAT 14 676 919 244 TAATAGCCAAGATGTGCTTCCT ATATTCCCCTCTTGTGACCTTT

3 \cluster 47, GAT  GATGATGATGATGATGATGATGATGATGATGAT 1" 1552 1921 370 ATGACACGTCACCTAAAGAACC CATCATCAACACTTCCACAGTC

4 [cluster 19. GAT GATGATGATGATGATGATGATGATGATGAT 10 453 794 342 GGCAGATAATTTGGAGAATCAG GCATAGATGGTGGTAAAGAAGC
5 |cluster 48 GAT GATGATGATGATGATGATGATGATGATGAT 10 250 €46 397 ATTCCGATGAAGAAGAAGACAA  CACAGAAATGTGTTCAATCACC
6 |cluster 28] GAT GATGATGATGATGATGATGATGAT & 477 €20 144 GTTGACCTCCACTGAAGATGAT AATCGTAAATCGTAAATCGGTG
7 |cluster 36( ATC ~ ATCATCATCATCATCATCATC 7 77 937 221 AGTGAAATCACATAATCCCCAA ACGGGGTCCAGAAGTTAATAAT
8 |cluster 32! GAT GATGATGATGATGATGATGAT 7 270 €27 358 AGAAAGATAGGGCACAACAAGA  AAATTTCATAATCCCATGTTCG

9 |cluster 47( ATC ~ ATCATCATCATCATCATCATC 7 341 726 386 AATCGTCATCAATGTCTTCACA CAACTCTGTAAAACGAATGCAA
10 cluster 60° GAT  GATGATGATGATGATGAT 6 802 1011 210 AAGAAAATATGAAATGGCATCG  TCCATTGGTGATTAGTTGATGA
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Motif types

No. of transcripts

2bp-repeats
3bp-repeats
4bp-repeats

42
279
32

Total

353

o PCR £

Sequence SSR Type SSR

o
L3

SSR.No | Primer_Begin Primer_End Product Size Left Primer

cluster 13!
cluster 47, GAT
cluster 19, GAT
cluster 48, GAT
cluster 28 GAT
cluster_361
cluster 32 GAT
9 cluster 471
cluster 60 GAT
11 cluster 63 GAT

GATGATGATGATGATGATGATGATGATGATGAT
GATGATGATGATGATGATGATGATGATGAT
GATGATGATGATGATGATGATGATGATGAT
GATGATGATGATGATGATGATGAT
ATCATCATCATCATCATCATC
GATGATGATGATGATGATGAT
ATCATCATCATCATCATCATC
GATGATGATGATGATGAT
GATGATGATGATGATGAT
GATGATGATGATGATGAT
GATGATGATGATGATGAT
ATCATCATCATCATCATC
GATGATGATGATGATGAT
GATGATGATGATGATGAT
ATCATCATCATCATCATC
GATGATGATGATGATGAT
ATCATCATCATCATCATC
ATCATCATCATCATCATC
GATGATGATGATGAT
GATGATGATGATGAT
ATCATCATCATCATC
GATGATGATGATGAT
ATCATCATCATCATC
GATGATGATGATGAT
ATCATCATCATCATC
GATGATGATGATGAT
GATGATGATGATGAT
GATGATGATGATGAT
GATGATGATGATGAT
GATGATGATGATGAT
GATGATGATGATGAT
GATGATGATGATGAT
ATCATCATCATCATC
GATGATGATGAT
GATGATGATGAT

dluster_121
13 cluster_12
cluster_15
cluster 15! GAT
16 |cluster 35 GAT
17 | cluster 421
cluster 431 GAT
cluster 44
cluster 451
cluster 40 GAT
2 cluster 57, GAT
3 cluster_12
cluster 13 GAT
cluster_141
6 cluster 19 GAT
7 |cluster 20;
cluster 26 GAT
cluster 28 GAT
30 cluster 31 GAT
1 cluster 34 GAT
cluster 44, GAT
3 | cluster 45 GAT
cluster 47 GAT
cluster 47t
cluster 26
37 |cluster 271

SAETHA

o 260 _ 201845 dak

2

676
1552
453
250
an
n
210
31
802
1867
1455
1481
450
574

919
1921
794
646
620
97
621
726

513

116
1276
23

2
370
u2
397
"
21
358
386
210
12
313
29
92
330
26
239
316
136
378
2%
345
309
363
324

32
314
31
339
337
m
17
380
378
374
21

TAATAGCCAAGATGTGCTTCCT
ATGACACGTCACCTAAAGAACC
GGCAGATAATTTGGAGAATCAG
ATTCCGATGAAGAAGAAGACAA
GTTGACCTCCACTGAAGATGAT
AGTGAAATCACATAATCCCCAA
AGAAAGATAGGGCACAACAAGA
AATCGTCATCAATGTCTTCACA
AAGAAAATATGAAATGGCATCG
CTTGATGAAGAATTCTGGGAAG
CCAATCAGTTCTAACGAAAAGG
TGATGACATGCCAACTAAAGAG
CACACATTCATTAGGGTTCCTT
TITGAGAGGAAGTATTAGGGCA
AATCAGGAATTATCCACCATTG
AATCACCAAACACATCCTCTTC
GATTGTTCTGTCATCCTTCCAT
AAGCCCCAACTAGAATTCTTTC
AATTACAACCTCTCTCAGCCAA
AGTTCAAACGAAGATGAAGGAA
GGCGAAGAAAGAGTTGTAATTG
AAGAAATCATCAAAAGACCGAA
GAGGACCCAATCAAGAATGATA
ATTCTAAAGGCTTGTGCAATGT
GGTCGATGAGGTAGTTGAAGAG
GGGAAACTTCTTTATGTCCCTT
AACCCCGTTTATICTTTCTCTC
TITGAAAGTTAGTGAATCGCCT
AATTTCTAAAGATGACGAGCCA
GTGCTAGTTTGTTTATGGGCTC
CTCTTGCGTATTTCAACAATGA
TAGTACCCGAGTTGTGGAAGTT
TITCTAAGTCCCCAATGAAGAA
ACTTCATCTTCTCAGTTGCGTT
TITTATCGAACTGCTGATGATG
TGACAGACAATTAAAAACTGCG

g - e, 718E, MY,
(033)339—8802, tao@korea kr

=

2 913) 78 3 EST-SSR A1 primer d7)14E

Right Primer Sequence
ATATTCCCCTCTTGTGACCTTT AACCTAGAAAAGTCTAAGCGAGTTARACCCTTTCGTTGTGGTGAGTTTGATGACTGCATICAGA
(CATCATCAACACTTCCACAGTC ACTACTTCTCACTGGTATTGAAAAGGAACTGGATAGTGGATTTGTATCTCATATCAACAAAAAC
ATGGTACAGTTCAT( \GCAATGCGAGACGAACGC( AGGAACGCTCATATA
(CACAGAAATGTGTTCAATCACC AAGGAAGCCATGGCAGAGATTAACTGCAACGAAGAACCAAACGTACTCCCTTCTAAGCGCAAA
AATCGTAAATCGTAAATCGGTG  CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATATCARACCCTTGAGAGAAAA,
ACGGGGTCCAGAAGTTAATAAT  GATAGTGAACCATTTCCCAAACCCACACCCGCAGTGTACATAACACAAATAAGGTTATGACCAT
AAATTTCATAATCCCATGTTCG AACAGTGTAGTCTACCTCAAGTCTCAATTCTCATCGTGAATTTCTCAGGACCTTAATTCTTCCATT
CAACTCTGTAAMACGAATGCAA  ccGATTTCAGGACCCAATCGGGCTAAACCCGTCAGGGGTTGGTTGGGCATGAATCCATCCACCT
TCCATIGGTGATTAGTTGATGA  TGATAATGTTAATAATGATGATCTGGAAGAGGAAGACCCTATTGCTCTTGTTGLTGCTGCTGCT(
AAATATAAAATTTCGCGAGGGAT TGTGGAGTTGAGATTACAAGGAGCCGAGAAAAGCAGCAAAAGATGATGAGTTTTTTAGCAAA/
TCTTTATTGAGGGCTGACACTT TATTTGCATTTCCAAATGGATATCATAGTGGATCACATAAGGAGAACACTGGATTTGACTTCAG
GCTACGTTCGTCTCTAGCTGTT MGTCCCATT! TIGT]
fa AGGAATTG  GTGATGTGAATTGAAAT TAGTTTGGTCCCTGGTGTTTTGTTGAAAT
TAATTTCCGCATTTCAGCTAAT ACACCARACGCGCCCACCGTCTCTGCCCTACTCTCGACGGCGTCTCOGATATGCTAACCGTCATT
TITTCTAAACGTTTCCAAGCAT AATCTCTTTCAATCGGTAAAAACTAAARACAAACAATTTTCGGAACCCTAGTTATGGAGCTTTTT
AGCGAATTTCACTTTATCCAAA TTTCTCTCCGCCGTATCG GTATCTCTATCTTTCTGCCGTGAAGTGATGGTTACTGACGT(
CTACCAGATTCACCTCCATTGT (GATCTCCCACTACATACAAATACAATTATCTCCTTTATTTTTCATTTCAATTTGTTAAAAATGGGT!
TIAATTTCTGGTGGTTTCCTTG GAGTTTCAAGAAACCCCAAACCAAAAATGGAATCCCCCTTCCTTCTTGCCTAGGTTTCGACTCCA
ATTCAMACCTGCTGGAGAACTA  AAAAGCCACAAGCTTTGAATTGTCCAAGATGTAATTCTTCACACACAMGTTTTGTTATTACAAC
GGGACTGCATTCATAGTCTCAT  CGTCATTTAAATTTGCTATCGGAATGGATATTGGGCTAGGTCAAGAGTTTCAAATATTACCGTTC
AAGAAAGTGTATGTTGCTGCCT  AGTGTGCCTTTTTTGAATCGTATATAACGCATTAGTTATATATAAMAAGTCARAAAACATGAAAL
TCATTCTCGCTTACATCATCAG TATGGGGAGAGCATATTCGGTGCGAAGTTTCCAGATGAATCATCCAAGCTGAAACATGATGAA
CAGGCAGTACTGATTCACCTTT GGTTTTATTCCCATTGATAGTTCTTCATTTTACCCTAGTCCCGAGAAGATTTCTACTTTACTGCCC
AATGACCCAATCTATCCAAAGTG ATGCTTTGAAAGAGAAAGAGTCTCCTTTGTGTGTTATTGCAGATGATAGTGTTTTCTTAACAACT
TTTCCACCATTATCAACATCAA GGATTTGTGACTGTGATGGATTTTGTTTGGGCGGATGAGTATGATGCGATAAATGGACCGAAT!
CAATGCTTGCTCAARATGTAAA  GCATAGTATCTTTY TCTGACAACACAGC!
AATCGTAAATCGTAAATCGTG  AAACATCAAACGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCICTCTCTCAATATC
CTCAAGCTCTCGATCTITCCTA ACCECAATGGCACCGAATGAAATGGTTGGATAACAGAGTTAGGCTTTTGATTCAAGTTGTAGC]
TTTCATATTCCACTTCGTTTCC (GGAATCAACTTGTTGCTAAGCTTTCAATCCGTGTCTCAACTATTTGATCAAATAGTCTACTCATCC
(CATCACGATCAGAAACATCATC TTATATTGAACTC, CCGGAGCTC GTGTTGTAGGTG]
ACTGTTGAATCCCTAAAGCTGA AGGGTTTT] TGAT/ (CCAAGATCGC CGA/
TIACTACCAGGCTTTTATCGGA  AATCTCATTTAACCAGCTAGCTAGTTAGCAATGGTGGCCACGTCACTTCAACTAGATCTCARTCT
ACTCTTGGCTTCACAAAATGAT  AGGTTGAAATCATTCATACAAGTCACAACACATTTGCTGAAGARAGTTTTTTTTGACACACGAAT
CTTTAGACCCTGAGAAAGGGTT  ATCTTCATTCAATGGCTTCCTTTACTCTCTCTCCTGCTACTTCATCTTCTCAGTTGCGTICTGGTAS
CCGTAAATTGATGCTGGTTAAT  TGTTGACCCCGATTCTGTCAACTCAGCTGTAGAAGACTCAGAAAAAGGTARACTTGTAATCAAC
(CACCCACAACCTTAACTTCAAT ACCAAACGGGGACCACATCGTTAAGGTTAGTTGTGTCCAAACACAAGCTATTCAACAATATGCC
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