LZHR MR, J. Anhui Agric.Sci. 2020,48(8) :106-109,128

MERTER RTER NG RERALBRS N

X AR RAFE,F B RS, EAE, TEA T st Ak 5 o B TR TS 116023)

FE ARA L sh (L8 Ry shx P R 7 o) 5 4088 A o7 ok £ 5109 5T A Auhl, AR Mlumina 238 B0 4 K xh4r 88 K o5 s R &
GG B AL R AT A AL, R i 2 AR AR, SR A W 18 iE RNA-seq # R H £ %) 2 207 A DEGs (&) A= 1 823 A~
DEGs (B BE) ., ¥ mamti A A 1068 /4 DEGs &ik L3, 1 139 A DEGs &ik T, B IEA 245 A+ 4 851 /~ DEGs £.ik k38,972
/~DEGs %% Fifl;iit GO ik £ 5 KEGG g £ 047, M Immsie) 2 F A BE K 54 60 Nhab £ & 137 AMRiltE2, 846 C Ealp
BT T BIE RS S FHRIAT A B E TFEASE; FIRER 2 FIRRAKRR 54 31 Mtk £ & 142 MRtk iz, i AL
B REGEE KEEER BOKGE A REIRE, EARIE T TEARSEEasAF oA KR F 2 F 304 £ 5 FRENG, THE
LA R RRE T R ERE 5IRIE,

KR LA Sk R [N A RER
hESES S9174 XEFRIREE A

XEHE  0517-6611(2020)08-0106—04

doi : 10.3969/].issn.0517-6611.2020.08.026

Comparative Analysis of Brain and Kidney’s Transcriptomes between Takifugu rubripes and Hybrid Puffer Fish
LIU Fu-jun,BAO Ming-xiu, JING Di et al
Dalian, Liaoning 116023)

Abstract
Takifugu flavidus) and Takifugu rubripes.In this study, Illumina high-throughput sequencing technology was used to sequence transcriptomes of

( Genetic Engineering Laboratory, School of Fisheries and Life, Dalian Ocean University,
The study is to explore the molecular regulatory mechanism of the differences between the hybrid puffers fish ( Takifugu rubripesx

the brain and kidney samples of Takifugu rubripes and hybrid puffers, screen differentially expressed genes. The results showed that 2 207
DEGs (brain) and 1 823 DEGs (kidney) were screened by RNA-seq technology. Among them, 1 068 DEGs were up-regulated and 1 139 DEGs
were down-regulated in brain samples.And 851 DEGs were up-regulated and 972 DEGs were down-regulated in kidney samples. Through GO
functional classification and KEGG enrichment analysis, the differential genes were divided into 60 functional categories and 137 metabolic
pathways in the brain samples, which included G-protein coupled receptor signaling pathway, transmembrane transport, molecular function reg-
ulator and calcium ion binding, etc..Differential genes in kidney tissue were divided into 31 functional categories and 142 metabolic pathways,
which included oxidoreductase activity, peptidase activity, proteolysis and extracellular region, etc..This study discussed the mechanism of mo-
lecular regulation in the process of growth and development differences between hybrid puffers fish and Takifugu rubripes ,which can provide a

preliminary theoretical reference and basis for the follow-up research.
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Fig.1 Differential genes in brain tissue samples of hybrid puffers

and Takifugu rubripes
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Fig.3 GO enrichment analysis of differentially expressed genes in brain tissue samples of hybrid puffers and Takifugu rubripes
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Fig.4 GO enrichment analysis of differentially expressed genes in kidney tissue samples of hybrid puffers and Takifugu rubripes
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