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Tab.3 Top 5 enrichment GO categories in the DGEs
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0016787 2.88 1.69E-05
0003824 5.42 3.55E-05
0003674 8.38 5.11E-05
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ID P
ko00982 - P450 6 44 0.001358385
ko00980 P450 6 49 0.002235939
VS ko00830 5 37 0.003534841
k005204 6 56 0.004107436
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TRANSCRIPTOME ANALYSIS OF MACROBRACHIUM ROSENBERGII OVARY IN
FOUR DEVELOPMENT STAGES

CHEN Xue-Feng"?, WANG Chun-Lin', GU Zhi-Min®>, XU Bin-Peng’, ZHANG Yu-Fei’,
CHENG Hai-Hua?, PENG Fei’, LI Xi-Lian’, HUANG Zhen-Yuan®

(1. School of Marine Science, Ningbo University, Ningbo 315211, China; 2. National Genetic Breeding Center for Macrobrachium
rosenbergii, Zhejiang Institute of Freshwater Fisheries, Huzhou 313001, China)

SHEN Pei-Jing?,

Abstract

conducted the transcriptome sequencing by Illumina HiSeq™ 4000. After quality control and assembly, the sequences

To analyze important functional genes of Macrobrachium rosenbergii during ovarian development, we

acquired were blasted against NR, String, Swiss-prot, Pfam, GO and KEGG databases, and then the cluster analysis was
performed. In total, 221580604 clean reads and 89529 Unigenes were obtained, and 6605 genes were differentially
expressed, among which 2410 were up-regulated and 4195 down-regulated. According to the results of gene ontology
functional enrichment analysis, 6422 Unigenes in the transcriptome library could be divided into 3 categories (molecular
function, cellular component and biological process) with 59 branches. Significant differently-expressed genes were
mainly distributed in the pathways like carbohydrate transport, amino acid synthesis, enzyme activity and the composition
of the cell membrane. KEGG pathway analysis showed that 8423 Unigenes were given the pathway annotations and related
to 184 pathways, and 7 pathways were associated with ovarian development. Analysis of differentially expressed genes

revealed that several pathways, such as Drug metabolism: cytochrome P450, GABAergic synapse, Glycosphingolipid

biosynthesis globo series and Nitrogen metabolism, were significantly enriched. In addition, SSR and SNP molecular

markers were identified. The results provide basic information for further exploration of the ovary development mechanism
of M. rosenbergii.
Key words Macrobrachium rosenbergii;  transcriptome sequencing;

ovarian development; differentially

expressed genes



