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[Abstract ] Objective To investigate clinical isolation of Enterococcus gallinarum against vancomycin and its resistance
mechanism. Methods 15 strains of Enterococcus gallinarum isolated from Nanjing Gulou Hospital from January to December 2019
were tested for drug sensitivity using VITEK 2 system GP67, and the minimum inhibitory concentration (MIC) against vancomycin was
verified by e-test. PCR and sequencing techniques were utilized to analyze vancomycin resistance gene vanA, vanCl and vanC2/3. 1llu-
mina HiSeq 2000 sequencing technologies were used for genomic DNA sequencing of the bacterial strain and Paired end (PE) sequen-
cing was performed. Bioinformatics was used only for genomic sequencing of the bacterial strain and analysis of drug-resistant genes and
virulence genes. Results The MIC values of 15 strains of Enterococcus gallinarum against vancomycin were concentrated in 4 mg/L
and 6 mg/L, accounting for 40% and 33.3%, respectively. Among them, 1 strain (6% ) with high vancomycin resistance EG17906
(MIC was 256 mg/1.) was detected, which was sensitive to other common antibiotics except vancomycin and teicoplanin . The gene of
vanC1 was detected in all the 15 strains, while vanA gene was detected in the EG17906 strain. The whole genome sequencing analysis

of EG17906 strain showed that the genome size was 3765197 bp, GC content was 40. 4% , and the total number of genes was 3754. The

genome contained 3592 coding sequences, 60 tRNA coding

HELTH . &l SR %R H (YKK17056) genes and 10 complete rRNA coding operons. Drug resistance
YEZ AL 210008 15 AT, F AT K 2 B 2 e W I S pk B B A 48 B gene prediction analysis the strain carries VanClXY,
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. VanHAX , erm(A) ,erm(A) ,tet(O) ,cat(pC221). The com-
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plete gene sequence is submitted to the NCBI database, GeneBank is No. JABMDB000000000.

Conclusion  Enterococcus

gallinarum with low level of vancomycin resistance, while vanA gene can cause a high level of drug resistance, which should be paid at-

tention.
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