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Abstract Objective To investigate the effect of spinal cord injection on the intestinal microflora in rhesus monkeys. Methods
The monkeys were injected with type IlI live attenuated poliomyelitis vaccine into intraspinal. Fecal samples from 3 rhesus monkeys of
neurovirulence test and 3 healthy rhesus monkeys were collected. Total bacterial DNAs were extracted and submitted high throughout se-
quencing on the V3 — V4 viable region of 16S rRNA. Tags and operational taxonomic units (OTU) were then obtained and analysis of tax-
onomy, abundance and alpha diversity were performed. Results The pathological changes of various degree of spinal cord injuries caused
by the intraspinal neurovirulence test. Microbial diversity decreased in experimental group. There was no difference between the two
groups on the phylum level, and the dominant microbial community in fecal was Firmicutes, Proteobacteria and Bacteroidetes, accounting
for more than 95% of the total; Prevotella, Gemmiger and other 11 kinds of bacteria had significant difference on the genus level (P <
0.05). Conclusion Neurovirulence test by in intraspinal injection caused spinal cord injury and caused composition changes of Lactoba-

ctllus, Prevotella and Gemmiger, The purpose of this study was to provide theoretical basis for the establishment of non — human primate

spinal cord injury model.
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