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Analysis of SSR loci in transcriptome database of Conopomorpha sinensis

Bradley ( Lepidoptera: Gracilariidae)
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Biological Resources Guangdong Key Laboratory of Animal Conservation and Resource Utilization
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Abstract: Conopomorpha sinensis Bradley is a major and specific fruit borer pest of litchi and longan in
China. Simple sequence repeat SSR is short tandem repeats or microsatellite. It is important to the genetic
evolution mechanism research of C. sinensis preference for host-plant and its integrated control. Based on
the constructed transcriptome database in C. sinensis and the software MISA 10521 SSR were explored from
68996 transcriptome unigenes and the occurrence frequency was 15. 25%. The majority of repeat type was
nucleotide motif ( 66.22%) and the second was trinucleotide motif (24.94%) . A total of 8 dominant
repeat motif were screened in 33 kinds of repeat motif. A/T was the most dominant repeat motif ( 98. 55%)

in nucleotide motif. Based on the identified SSR 9 pairs of SSR primers were randomized designed and 4
pairs produced amplification bands in line with expectations. The analysis of SSR in C. sinensis supplys a
very important scientific evidence for its population genetic structure research —genetic diversity

evolutionary relationships and integrated control.
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Table 1 Constitute of SSR repeat motif types and dominant repeat motif in Conopomorpha sinensis transcriptome

(%)
Repeat motif type Number Frequency Dominantrepeat motif
Mononucleotide 6967 66. 22 A/T (98.55%)
Binucleotide 865 8.22 AC/GT (43.24%)
Trinucleotide 2624 24.94 CCG/CGG (65.70%)
Tetranucleotide 63 0. 60 AAAT/ATTT (39.68%)
Pentanucleotide 1 0.01
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Fig. 1  Distribution of SSR repeats among different motif types in Conopomorpha sinensis transcriptome
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Table 2 Characterization of selected SSR primers in Conopomorpha sinensis

b
No. Unigene ID (br)
Motif and repeat number Primer sequence Size
: GAGAGAGGCTTATGTCCCGC
1 50718_g2 (A) 10 125
R: GGAGCATCGACGGCATTTTC
: ACCGAATTGCAATTTTGGCGT
2 ¢54951_gl (1) 11 275
R: CGCTGCGATTGGCTAAACAA
: AGTGATGACATTTTGTATCGGGAC
3 ¢38630_2 (T) 10 117
R: CCCCGAGCAATTGCCTTAGA
. ATGCTTAGCAGAATCCGGGG
4 52472 gl (CGG) 5 261
R: CGCCAGCTGGATATCCCAAT
: AATGAGCCACGGTAATCGCT
5 56351 gl (T) 10 224
R: GGTCCAGTCGTTCTCGTGTT
: ATGGCGTCAACATGTTTGTTTG
6 39029 gl (GT) 15 421
R: CTATGCCTCAGATTCCATGATGAA
: CCGAGCCAAGTGGTGAGAATGA
7 ¢75664_gl (1) 8 106
R: GCGAATAAGGCGAGCAAGAAG
: TTTCTTGGGCTGTTCTATTCTTACA
8 28321 gl (A) 7 131
R: CTGCGGTTACCAGAGTGTTAGGG
: CAGTTCGCTCAGGCTGGTCATT
9 c41167_gl (CCC) 4 501
R: CACAAATCCAGTTTACAAGAGTTCA
10521 SSR
15.25% . SSR
Epacromius coerulipes
Ivanov 44. 17% ( 2015)
Phenacoccus solenopsis Tinsleny 6.33% (
2014 ) Bemisia tabact Gennadius
5.07% ( Xie et al. 2012) . Bactrocera
) 9 SSR dorsa.hs Hendel 4.23% ( 2014)
Fig.2  Agarose gel showing the amplification of 9 SSR Mythimna  separata Walke 1.93%
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