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Fig.1 The number distribution of copy numbers in 1~6 bp repeats
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KAWHE Tab. 2 Number of the main repeat type of SSR in genome of E. garzetta
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Animal Sciences

The Distribution Regularities of Microsatellites in Egretta garzetta Genome

HUANG Jie' s, YANG Bo*?, JIA Yinping', YANG Chengzhong®

(1. College of Biology and Food, Shangqiu Normal University, Shangqiu Henan 476000 ;
2. China Conservation and Research Centre for the Giant Panda, Dujiangyan Sihuan 611830
3. Key Laboratory of State Forestry and Grassland Administration on Conservation Biology of Rare Animals
in The Giant Panda National Park, Dujiangyan Sichuan 611830; 4. Chongqing Key Laboratory of
Animal Biology, College of Life Science, Chongqing Normal University, Chongqing 401331, China)
Abstract: [ Purposes]It is focused on the distribution regularities of microsatellites in Egretta garzetta. [ Methods]The whole genome
sequences of E. garzetta were analyzed by bioinformatics methods. [ Findings]The results showed that: Microsatellite (simple se-
quence repeat, SSR) with 1~6 bp nucleotide motifs were detected in the E. garzerta were 255 630 loci, 4 282 844 bp in length,
which account for 0. 36 % of the whole genome sequences. These 207 108 mononucleotide microsatellites, which accounted for 81 %
of all the different repeat types, is the most abundant type. Followed by dinucleotide, trinucleotide, tetranucleotide, pentanucleoti-
de, hexanucleotide microsatellites which accounted for 6.4% . 5.3%, 4.9%, 2% . and 0. 4%, respectively. A, C, AC, AT, and
AG were predominate in E. garzetta genome, accounted for 87. 4% all together. The repeat times of T, A, AT, G, C, AC, GT,
ATT, AAT, ATTT, AGG. AAAC, CCT, AAAT, CT, GTTT, and AG were more than 1 000 times, which accounted for
92. 7% all together. [Conclusions]This data provided here will give a light on screening and further research of E. garzetta microsa-
tellites.

Keywords: Egretta garzetta ; microsatellite; genomic; distribution regularities
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