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Abstract; The objective of this study was to unlock the microsatellites (SSR) for developing EST-SSR primers,
which might be useful in evaluation of apricot germplasm resource and marker-assisted breeding. In this study, by
bioinformatics analysis,we explore the number, frequency and distribution of SSR loci in the transcriptome dataset of
young apricot fruit. The developed SSR primer sets were tested using 29 clones of Huaren apricot. The results
showed that the frequency of EST-SSR was 19. 21% and the repetitive number of repeat units was between 5 and 24
times. The predominant repeat motifs included single nucleotide , dinucleotide and trinucleoside , with a proportion of
19. 81% ,46.47% ,32.49% , respectively. By synthesizing and testing 139 pairs of primers, 39 pairs of primers
could produce PCR fragments. Twenty-four of primer combinations were polymeric and amplified 170 alleles among
29 clones of Huaren apricot. Within this test population ,the PIC ranged from 0. 33 to 0. 87 with an average of 0. 64.
Thus, this work by analyzing transcriptome datasets revealed 19 pairs of SSR primers with high polymorphism and
five with moderate polymorphism. These newly-generated SSR primers might be useful resource in evaluation of the
Huaren apricot germplasm resource and marker-assisted breeding.
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Table 1 The types,number and distribution frequency of microsatellites explored from the transcriptome dataset in young

fruit of Huaren apricot

E-Es] HALYCHL Repeat times wit M (% )
Repeat type 5 6 7 8 9 10 11 12 >12 Total Percentage
PR 436 177 118 247 978 19. 81
Single nucleotide
2 R 593 363 361 380 402 179 16 0 2294 46. 47
Dinucleotide
3R 884 411 273 36 0 0 0 0 0 1604 32.49
Trinucleotide
4 AT IR 33 18 0 0 0 0 0 0 0 51 1.03
Tetranucleotide
5 TR 10 0 0 0 0 0 0 0 0 10 0.20
Five nucleotides
it 927 1022 636 397 380 838 356 134 247 4937
Total
HArH (%) 18.78  20.70  12.88 8. 04 7.70  16.97 7.21 2.71 5.00
Percentage
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HE B it T — 2L 0B g, 455 3R,
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BEWE LUK A5 (1 2) , i — 20 FH T 40 A P kR 2
1,39 Xt 9ymr§ g s B a9 & (B0 3) , Hid g 24
XTB 1Pl R 2 AR T (R 2) , 2N &
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Fig.1 The characteristics of microsatellites
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Fig.2 The subset of PCR fragments amplified using newly developed SSR primers( Template DNA from variety Fengren)
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Table 2 The information of polymorphic SSR primers

GIE/E 25 GBS Em5¥(5-3") K m514(5'-3")
Primer number Repeat types Forward primer(5'-3") Reverse primer(5'-3")

23 (GT)12 CGCCGCTAAGCAAGTAGAGA GGGAAGCATAGACGGTGAGA
670 (GTTTC)5 CTCTGCGGGAATCCATTAAA TTTGTCCTTTTCAACTCCCG
632 (GTTTT)5 CGAAAGGTCTGAGAAGTCGG ACAGCTCCCGTGAAGAAAAA
944 (TCT)6 CCGTTTTCCGAGTCACAAAT CCTCACCTCTCTCAAAACGC
968 (GAG)6 TTGATCAAGCTGTTCAAGCG AAAGGTCAGCAGTCCGAAGA
1013 (TGA)7 CTCGAACTCTTTACCTGCCG TCATCACGTTGAAGCACTCC
1159 (CAG)7 CTTGCGATGAAAAACCCAAT TAGGCGCAGCTGATGATATG
1201 (CTT)7 ACCCAGAAACCGTGTCAAAG CACTTCTCTACCGGAGGCTG
1217 (TGG)7 CATCCAAGCAATTGAACGTG CAGAAGCATCCCAAGGAGAG
1624 (AG)9 TATGCTTTGCTTGCTTGGTG AGGGTTAAGAGGAAGGCCAA
1939 (TC)9 TAATCCCCGCCTCTAATCCT GCCTTGAGGTTTTGCTTCTG
2039 (AAG)7 AAGTGGTCGAAGAGAGCGAA TGTAAGGGTCCCAGACCTTG
2105 (AG)10 CCGGAATTGTCTCTCACACA TTGCTCAAGGAGGAAGTGCT
2112 (AC)11 TGCCTTTCCTTTCATCCATC CCTGTCAAAGAAGGCCACAT
2675 (AG)10 ATTGTTGCAGAAACTTGCCC GTGCAGCACCGACTCTTGTA
2903 (TCT)7 GCAGTAATTATCCGCAAGCC TCTCCAATGGCCTCAGTACC
2941 (CAT)7 CCCTACGATCCTTCCTCCTC GGGTAGAGAAAAGGGTTGGC
3762 (GA)9 AGTGACAGTGGTGGTGGGTT GTGCTTGGACTGCTCATTCA
3837 (GA)10 ATCGCCAACTTCTTCCGTAG AAATGACCAACAGCACCTCC
2920 (CGC)7 CCTTCTTCTTCGCCATCATC ATTTCGAAAAGGGTCGGACT
4452 (GCTY7 GGTTCTAGTTTGGCGTTGGA GCTGGAGGTCCTGGAGTGTA
4618 (AG)9 AGAGCGATCGGTTAGTAAGCA ATCTGGCGGATGAGTGAAAC
592 (GAA)6 GAATCTGGCGATGATTTGGT TTCATCCTCGATATCCCAGC
1594 (CGG)7 TCCAGGACCAACAACAACAA AGTCAGCGACATCTCACACG
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