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Abstract; Objective
DI-TOF MS) could be used to identify the clinical anaerobic isolates,we compared the method of MALDI-TOF MS with the con-
ventional method of Vitek32 ANI card and that of 16S rRNA gene sequencing. Methods
from Beijing Tongren hospital by MALDI-TOF MS, Vitke32 ANI card and 16S rRNA gene sequencing. Then we compared these i-
dentification results of MALDI-TOF MS with those of Vitke32 ANI card and those of 16S rRNA gene sequencing, respectively. Re-
sults MALDI-TOF MS identified 41 of 56 isolates (73.2%) at species level (log score==2.0) and 11lof those (19.6%) at genus
level(log score=1.7—2.0) ,while 4 of those(7.1%) were given non-reliable identification(log score<C1. 7). 53 isolates(94. 6 %) of

To evaluate whether matrix-assisted laser desorption ionization-time of flight mass spectrometry (MAL-

We identified 56 clinical anaerobic isolates

these results were consistent with those of 16S rRNA gene sequencing, though only 45 of 56 isolates (80.4 %) are the same identifi-
cation of Vitek32 ANI card. Conclusion These results showed that MALDI-TOF MS could correctly identify the clinical anaerobic
isolates more than the conventional method of Vitek32 ANI card,so MALDI-TOF MS could be applied to the routine identification
of clinical anaerobic bacteria.
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