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COMPARATIVE TRANSCRIPTOME ANALYSIS OF DIFFERENT TISSUES IN GIANT
FRESHWATER PRAWNS (MACROBRACHIUM ROSENBERGII) BASED ON RNA-SEQ

LI Xi-Lian, GU Zhi-Min, SHEN Pei-Jing, XU Yang, ZHANG Yu-Fei, GAO Qiang,
CHENG Hai-Hua, CHEN Xue-Feng

(Key Laboratory of Healthy Freshwater Aquaculture of Ministry of Agriculture and Rural Development, Key Laboratory of Freshwater
Aquatic Animal Genetic and Breeding of Zhejiang Province, Zhejiang Institute of Freshwater Fisheries, Huzhou 313001, China)

Abstract The giant freshwater prawns (Macrobrachium rosenbergii) is an important freshwater shrimp breeding
species in China. By using Illumina Miseq platform, transcriptome from seven tissus/organs (eyestalk, liver, ovary, gill,
heart, muscle, and testis) were analyzed, from which high quality clean reads (36325476, 56796932, 36328098, 51370140,
45010606, 43240160, and 42404294) were obtained, respectively, in total of 46.2Gb data after quality control. A total of
95220 Unigenes were obtained by the Denovo assembly. The average length of each Unigenes was 1064.9 bp. After the
bioinformatics method was compared with five databases (NR, GO, COG, KEGG, SWSS-PROT), 20368 Unigenes were
annotated. Among them, GO functional annotation divided Unigenes into three categories: biological process, cell
component and molecular function, and 50 branches. In comparison with COG database, 15798 items were compared to
homologous sequences, and were divided into 25 categories. The KEGG metabolic pathway includes 6 categories and 33
subcategories, which can map Unigenes to 330 metabolic pathways. After molecular marker screening, 37751 potential
SSR sites were obtained. In addition, 3228575 SNP markers were found. Transcriptome sequencing, data assembly, and
functional annotation were performed on 7 different tissues of M. rosenbergii, providing references for further exploration
and development of functional genes of M. rosenbergii.

Key words Macrobrachium rosenbergii;  transcriptome; RNA-seq;  different tissues; functional genes;

comparative analysis



