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Abstract: Intestinal parasites could be used as the indicators of the host survival status. In order to understand the compo-
sition of intestinal parasites in Rhinopithecus brelichi and Macaca thibetana in Fanjingshan, China, forty-two winter feces
samples were identified based on 18S rRNA high-throughput sequencing technology. The results showed that a total of 44
ASVs belongings to parasite groups, including 26 genera, 10 phyla. The intestinal parasites of Rhinopithecus brelichi and
Macaca thibetana were mainly composed of Nematoda, in which Trichuris nematode was the main parasitic group of Rhino-
pithecus brelichi, and Trichuris and Hysterothylacium nematode were the main parasitic group of Macaca thibetana. The al-
pha diversity indexes (Shannon, Simpson and Richness) of intestinal parasites in M. thibetana were higher than those in
Rhinopithecus brelichi. The p-diversity analysis showed significant difference in intestinal parasite composition between the
two groups (R =0.406, P < 0.05). Functional prediction analysis of PICRUSt showed that the functional genes of the two
group intestinal parasites were mainly related to biosynthesis, generation of precursor metabolite and energy at the level 1,
and there was a significant difference between Rhinopithecus brelichi and Macaca thibetana (P < 0.05). At the level 2, it
was associated with 28 metabolic pathways, there were six types of metabolic pathways with significant differences. The
analysis of species composition differences of metabolic pathways showed that 14 genera were associated with 28 types of
level 2 metabolic pathways at the generic level, and each metabolic pathway could be completed jointly by multiple species
and play different roles. Through the study, the intestinal parasite composition and function of Rhinopithecus brelichi and
Macaca thibetana distributing in the same domain in Fanjingshan could be preliminary understood, which provided ideas for
the subsequent study of the effects of intestinal parasites on the host and the protection of wild and captive non-human pri-

mates.
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Fig. 4 Composition of intestinal parasites in Macaca thibetana and Rhinopithecus brelichi at phylum level, genus level and species level
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