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Research on Dynamic Evolution of Heart Blood Stasis Syndrome Based on Bioinformatics

LIU Pei', XIAO Suixi', LUO Ying’, HU Wei?, JIAN Weixiong'*, LI Jie'*
(1. Hunan University of Chinese Medicine, Changsha, Hunan 410208, China 2. The First Affiliated Hospital of Hunan
University of Chinese Medicine, Changsha, Hunan 410007, China)

(Abstract] Objective To investigate the three stages of metabolic pathways on early—stage of blood stasis syndrome,
sub—stage of blood stasis syndrome and stage of heart blood stasis syndrome during the dynamic evolution of heart blood
stasis syndrome in patients with coronary heart disease. Methods Signal pathways were analyzed by using KEGG. Molecular
annotations of metabolites, related enzymes or transporters and their associated properties were analyzed by using HMDB.
Metabolic pathways visualization were analyzed by using metPA network software. Results Metabolic pathways showed that
12 metabolites were involved in 22 metabolic pathways. The influence value of 6 pathways (biosynthesis of aminoacyl-tRNA,
biosynthesis of valine, leucine and isoleucine, degradation of valine, leucine and isoleucine, metabolism of arginine and
proline, metabolism of galactose, metabolism of D-Arginine and D-ornithine) was P<0.05. Conclusion The six closely related
pathways are mainly concentrated in sub—stage of blood stasis syndrome and stage of heart blood stasis syndrome.
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i 4 & B VG e A~ % Raw p Impact Details
Aminoacyl-tRNA biosynthesis 75 3 0.0052215 0 KEGG
Arginine and proline metabolism 77 3 0.0056244 0.26223 KEGG
Valine, leucine and isoleucine biosynthesis 27 2 0.0074642 0.0265 KEGG
Valine, leucine and isoleucine degradation 40 2 0.016 0.02232 KEGG
Galactose metabolism 41 2 0.016774 0 KEGG
D-Arginine and D-ornithine metabolism 8 1 0.039251 0 KEGG
Linoleic acid metabolism 15 1 0.072431 0.65625 KEGG
Citrate cycle (TCA cycle) 20 1 0.095485 0.06327 KEGG
Glycolysis or Gluconeogenesis 31 1 0.14437 0 KEGG
Pyruvate metabolism 32 1 0.14869 0.13756 KEGG
Propanoate metabolism 35 1 0.16153 0 KEGG
Glutathione metabolism 38 1 0.1742 0 KEGG
Inositol phosphate metabolism 39 1 0.17838 0.13703 KEGG
Ascorbate and aldarate metabolism 45 1 0.20307 0 KEGG
Primary bile acid biosynthesis 47 1 0.21115 0.05524 KEGG
Fructose and mannose metabolism 48 1 0.21516 0.02948 KEGG
Fatty acid biosynthesis 49 1 0.21916 0 KEGG
Glyoxylate and dicarboxylate metabolism 50 1 0.22313 0.00326 KEGG
Pyrimidine metabolism 60 1 0.26186 0 KEGG
Amino sugar and nucleotide sugar metabolism 88 1 0.36109 0 KEGG
Purine metabolism 92 1 0.37422 0.00794 KEGG
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