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Fig.2 Distance matrix and PCoA analysis results
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Histological characteristics of myocardial hypoxic adaptation in Marmota himalayana

LI Lin',QIN Hongnan',ZHOU Juan', WAN Ruidong' ,SHEN Shiju’,ZHANG Qinwen'"
(1. Department of Animal Medicine, College of Agriculture and Animal Husbandry, Qinghai University, Xining 810016, China;
2. Qinghai Province Haidong Center for Animal Disease Control and Prevention, Haidong 814000, China)

Abstract: In order to clarify the histological characteristics of the myocardium of Marmota himalayana adapted to the hypoxic environment at high
altitude, in this study, five adult Marmota himalayana were selected as subjects, and SD rats were used as control. The myocardium tissue of
left ventricle was used to study the myocardium muscle fiber diameter and surface area density. Immunohistochemical methods were used to
measure vascular endothelial growth factor ( VEGF) and microvascular density (MVD) in myocardial tissue, and electron microscopy was used
to measure some structural parameters of Myocardial mitochondria, including average volume, surface density, volume density, etc. The
myocardial muscle fiber diameter of marmota himalaya was smaller than that of SD rats, and the difference was significant ( P<0. 05) , while the
myocardial muscle fiber surface area density of Marmota himalaya was larger than that of SD rats, and the difference was significant ( P<0.05).
The VEGF content and MVD levels of Marmota himalaya were higher than those of SD rats and the difference was significant ( P<0.05). The
mean cross—sectional area and mean volume of myocardial mitochondria of Marmota himalaya were smaller than those of SD rats, and the
differences were significant ( P<0.05). The volume density and surface number density of myocardial mitochondria of Marmota himalaya were
higher than those of SD rats, and the difference was significant ( P<0. 05). These results indicated that compared with SD rats, the myocardial
characteristics of Marmota himalayana were smaller diameter of muscle fibers, larger surface area density, and higher content of VEGF and
MVD. The myocardial mitochondria showed small mean volume, high surface density and high volume density. The myocardial muscle of
Marmota himalaya had the histological characteristics of adaptation to low oxygen environment in high altitude.

Keywords: Marmota himalayana ; cardiac muscle ; hypoxia adaptation ; histological features ; mitochondria ( 020)
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Comparative analysis of fecal microbial diversity between

diarrhea foals and healthy foals

CUI Jiaqi, LIU Wenhua,ZHANG Can,ZOU Ling, REN Huiying "
(College of Veterinary medicine, Qingdao Agricultural University, Qingdao 266109, China)
Abstract: The purpose of this experiment was to explore the difference of fecal microbial diversity and structural composition between healthy
donkey foals and donkey foals with diarrhea. The specific bacterial community of donkey foals with diarthea was screened. Five fecal samples
were collected from diarrhea foals and five from healthy foals under the same feeding conditions. 16S rRNA high — throughput sequencing
technology was used to compare the differences in microbial diversity ( structure and composition) between feces from diarrhea foals and from
healthy foals. The results showed that the diversity of fecal microorganisms of diarrhea donkey foals was less than that of healthy donkey foals. At
the taxonomic level, the relative abundance of Firmicutes decreased significantly( P<0.05) , and Fusobacteria only appeared in the faeces of
donkey foals in the diarrhea group. At the genus level, compared with the healthy group, the genus relative abundance of Bacteroidetes in the
faeces of donkey foals in the diarrthea group was significantly higher. It indicated that there were significant differences in fecal microbial
diversity between diarrhea donkey foals and healthy donkey foals. The decrease of relative abundance of Firmicutes and the increase of relative

abundance of Bacteroidetes might be important reasons for foal diarrhea.

Keywords: foals ; fecal microorganism ;diarrhea;16S rRNA ; high—throughput sequencing (020)
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Fig.2 Pathological changes results of chickens embryos infected with AIV-HON2
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Fig. 1 Results of fecal microbe OTUs distribution in diarrhea and healthy donkey foals

- 138 -



Pl3  TDKFR P asHa gl 558

Fig.3 Determination results of microbial structure composition at phylum level
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Fig.4 Determination results of taxonomic composition determination of microorganisms at family level
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Fig.5 Determination results of taxonomic composition determination of microorganisms at genus level
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Fig. 6 LEfse analysis results of feces of diarrhea donkey foals and healthy donkey foals

AVEANEANE A A A A Al Al allallallallallallallallallallallallal lallallallal lallallallallallallallal lallallallallallalfallallallallallallaltaly
- FREYHR
EDHESEWMONREENWARFERR
(VEHZEBRAE, IESCIL 127-131 11)

Pl2 DILESHIEIIESR (H. E. Hefh,400x)

Fig.2 Results of myocardial structure examination( H. E. staining,400x)
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Fig.4 Results of myocardial immunohistochemical staining(400x)
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