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Fig.1 Venn diagram of differential gene
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Fig.2 GO enrichment analysis of common DEGs
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Tab.2 Analysis of the Main Enrichment Pathways of GO
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Fig.3 KEGG enrichment analysis of common DEGs
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*3 KEGGEIEEKEBESH
Tab. 3 Analysis of main enrichment pathways of KEGG
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eno2  ENSDARG00000014287  -6.083700  0.001 179 ~5.794 81 0.002 417 TR
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Fig.4 Changes in expression of important genes
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Transcriptome comparative analysis of Kidney tissues of three plateau
Schizothoracinae fish species at different altitudes

TANG Xianhu"?, HAO Tian'?, JIANG Shouwen®*, WU Zhichao®*, XU Qianghua'*"

(1. College of Marine Living Resource Sciences and Management , Shanghai Ocean University , Shanghai 201306, China ;
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3. International Research Center for Marine Biosciences, Ministry of Science and Technology, Shanghat 201306, China; 4. Key
Laboratory of Exploration and Utilization of Aquatic Genetic Resources, Ministry of Education, Shanghai Ocean University ,
Shanghai 201306, China)

Abstract: Subfamily has lived in the anoxic environment of Qinghai-Tibet Plateau for a long time, which is a
natural biological model to study the adaptation mechanism of hypoxia. Transcriptome analysis was made on the
kidneys of three species of Schizothorax curvilabiatus and Schizothorax macropogon at high altitude (> 3 600 m)
and Schizothorax prenanti at low altitude (< 700 m). By comparing and analyzing the renal transcriptome of
Schizothorax unicornis, Schizothorax megacephalus and Schizothorax homostoma, 504 and 478 differentially
expressing genes were screened out respectively, among which 199 genes were commonly differentially
expressed. The enrichment analysis of common differential genes by GO (Gene Ontology) and KEGG (Kyoto
encyclopedia of genes and genomes) showed that the two groups of common differential genes were mainly
enriched in glycolysis/glycogen production, lipid biosynthesis, and angiogenesis. Among them, the high
expression of eno3, fbpla, prpfl19, and ctsz may play an important role in the long-term adaptation of
Schizothorax at high altitude to hypoxic environment. This study provides a new idea for revealing the long-
term hypoxia adaptation of plateau fish.

Key words: plateau; schizothoracine; transcription analysis; carbohydrate metabolism; hypoxia
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