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Characteristic analysis of microsatellite in FEucryptorrhynchus chinensis

transcriptome

WU Zheng-Mei GAO Peng WEN Jun-Bao ( Beijing Key Laboratory for Forest Pest Control Beijing
Forestry University Beijing 100083 China)

Abstract: According to the constructed transcriptome database of FEucryptorrhynchus chinensis — the
microsatellites have been explored at a high-throughput scale by using Micro Satellite identification tool. The
microsatellites in the unigenes ( the length =1 kb) (17590 26.89%) were analyzed and a total of 1823
SSR were identified in 1665 unigenes with one SSR per 32. 52 kb. Tri-nucleotide repeats were the most
abundant (637 34.94%) followed by mono nucleotide repeats ( 576 31.60% ) . Among all the 104 SSR
motifs ( A/T) n was the most frequent repeat motif ( 30.39%) followed by ( AT/AT) n (6.91%) . The
average length of microsatellites was 15. 74 bp the microsatellites over 20 bp were only 12. 70% . There was
significant negative correlation ( P <0.01) between the frequency and the length of microsatellites in e.
chinensis transcriptome and the correlation coefficient was — 0.572. These results lay a foundation for
developing high polymorphic microsatellites to research the functional genomics population genetic structure
and genetic diversity of e. chinensis.
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Table 1 SSR database of Eucryptorrhynchus chinensis transcriptome

SSR Unigene

SSR Unigene

Unigene SSR SSR SSR
Unigene 1D SSR type SSR sequence SSR size - b
CLIContigl 1 Trinucleotide (CTT) 4 15 1069 1083
C175Contigl Mononucleotide (1) 13 817 829
CL872Contigl Mononucleotide (A) 22 1134 1155
CL5367 Contigl Trinucleotide (AAT) 18 349 366
CL7045Contigl Tetranucleotide ( ATAA) 20 812 831
CL7130Contigl Pentanucleotide ( AACCA) 25 3730 3754
CL18646Contigl Dinucleotide (TC) 18 108 125
CL1293Contigl Trinucleotide ( GAG) |, 30 2968 2997

2

Table 2 Occurrence frequency of different advantage repeat motifs of Eucryptorrhynchus chinensis transcriptome

(%) (%)
Repeat Number Frequency ~ Maximum repeat motif Number Proportion
Mononucleotide 576 33.70 A/T 554 96. 18
Dinucleotide 445 26. 04 AT/AT 126 28.31
Trinucleotide 637 37.27 TTA/TAA 94 14.76
Tetranucleotide 43 2.52 ATAA/TTAT 10 23.26
AGGTT/AACCT 2 25.00
Pentanucleotide 8 0. 47
AAGTA/TACTT 2 25.00
35 r
30 F
= 25 |
g
g |
=
& 15
E“\- ]n L
5

MR RE T

R{-p(-:)l motif of microsatellites
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Fig. 1 Microsatellites distribution on different repeat motifs ( considering sequence complementary)

. Other motifs 0. 80% o Note: Other motifs denote the repeat motifs with frequency below 0. 80% .
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