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Minda Hospital of Hubei University for NationalitiesC] Enshi 44500000 Chinald Abstract(] An ultra-high
performance liquid chromatography quadrupole time-of-flight mass spectrome tryl] UPLCL] Q/TOF MSU was
applied to establish a metabolic map on the serum samples of 60 healthy vol unteers(d control group] and 65 gout
patients] gout groupO O to investigate the serum metabolomics differ ences between patients suffering from gout
and healthy volunteers to find potential serum biomarkers[] The obtained data were pattern-identified based on
principal component analysis and orthogonal partial least squares analysis[] The serum metabolic markers for gout
patients were screened by the combination of vari able weight projection analysis and a volcanic map[] Through data
analysis and database search[] a total of 63 different metabolites were screenedl] 27 metabolites were significantly up-
regulated] P < 0. 0500 OO while 36 metabolites were significantly down-regulated] P < 0. 050 [ mainly including
glycerol phospholip idsC] amino acids and cholinel etc[J Firstlyld conducting ROC curve analysis on the obtained
differential metabolitesC] 14 metabolites with AUC area greater than 0. 8 were the better metabolites for diagnosisC]
ThenO 63 differential metabolites screened were analyzed for metabolic pathway enrichment] Impact > 0. 1 doilJ 10.
19969/j. fxcsxb. 22120604 0 0 0 0 020220 120 060 0 O 0 0 020230030 B3O O 0 OO0 OOOODOODO
Oo000oooobooobooopPTo221050 0000000 DO O E202100330
OO000000000000D00D00D000000000 00 0E-maildd 1171519941@qg. com
0000000000000 000D000000000E-maild 125015647@qq.comd 50 0O
OO0O0O0O0OUPLCOQ/TOFMSOODOODODOODOODOODODN andP <0.05were taken as the

standards[] the obtained metabolic pathway primarily included glycerol phospholipid metabolism[J ether lipid



metabolism[J linoleic acid metabolismO cysteine and methionine metabolismJ arachidonic acid metabolism and the
mutual conversion of pentasaccharide and glucuronic acid[] Results showed that there were apparent differences in
serum metabolism levels between gout pa tients and healthy control populationsd and the identification of differential
metabolites provided an experi mental basis for the pathogenesis and early screening of gout. Key

words[] gout metabolomicsl] UPLCO Q/TOF MS[J biomarkers[] serum
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