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Whole Genome Sequencing and Gene Function Analysis of Pseudoglutamicibacter
Cumminsii Isolated from Blood Culture of Clinical Patients

XU Nan', YANG Xu-dong’, TIAN Ying', LIU Ze-shi', XUE Li', GAO Ning', GENG Yan'

( 1.Department of Clinical Laboratory, the Second Affiliated Hospital of Xi’an Jiaotong University, Xi’an 710004,
China; 2. Department of Biochemistry and Molecular Biology, Basic Medicine College, Health Science
Center of Xi’an Jiaotong University, Xi’an 710061, China )

Abstract: Objective A Pseudoglutamicibacter cumminsii strain was isolated from blood samples of patients with peritoneal
mesothelioma, and its genome was sequenced and its gene function was analyzed. Methods On 2 August and 15 August 2018,
the microorganisms isolated from the blood of clinical patients were identified by matrix-assisted laser desorption ionization
time-of-flight mass spectrometry(MALDI-TOF) as Pseudoglutamicibacter cumminsii. Using genome sequencing software, self-
assembled gene menu annotator and anti SMASH software, etc, the genes and gene clusters related to its secondary metabolic
reaction and biosynthesis regulation of product protein were predicted respectively. The predicted genes were annotated by
querying COG, KEGG, GO, NR, CAzy and Swiss-Prot databases. Results After reassembly, analysis and screening, gene
sequence integration and screening and optimization of Pseudoglutamicibacter cumminsii genome, about 300 Scaffolds were
obtained. The total length was roughly estimated to be about 2 456 693bp, and the average GC content was only about 58.39%.
After analysis, it was predicted to contain about 2 097 coding genes. By comparison, 1 431 proteins were annotated. Among them,
427 had unknown functions. The encoded proteins predicted by KEGG were mainly enriched in the function of carbohydrate
metabolism, amino acid metabolism, energy metabolism, vitamin metabolism, lipid metabolism and the transmission and
expression of genetic information. Twenty-seven enzymes related to carbohydrate metabolism were identified by CAZy
annotation. Twenty-one secondary metabolic genes related to {3 -lactone synthesis were identified by gene sequence alignment,
and the sequence analysis revealed 89 resistance genes. Conclusion The genome sequence of Pseudoglutamicibacter cumminsii
was successfully analyzed for the first time, laiing a foundation for the future study of its metabolic characteristics, pathogenicity

and drug resistance.
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