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Abstract: The widespread of methicillin-resistant Staphylococcus aureus (MRSA) has become an impor-
tant public health problem in the world,but the conventional methods to study the spread of MRSA are inade-
quate in many aspects,such as the discernibility,amount of information, time-validity. With the development
of science and technology, the whole-genome sequencing (WGS) has become an important means to analyze
and trace the outbreak of MRSA infection. WGS could effectively integrate and utilize the whole genome infor-
mation of MRSA ,with high discernibility and powerful information. On the basis of full typing of strains, it
could more accurately judge the distance of MRSA homology and distinguish different evolutionary transmis-
sion routes,which is of great significance to the prevention and control of bacterial infection.
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Abstract: microRNAs (miRNAs) are a group of highly conserved non-coding nucleotide sequences. Their
function is to regulate post-transcriptional gene expression. miRNAs affects cell physiology and disease devel-
opment by targeting different genes. miRNA regulates biological characteristics such as cell proliferation and
apoptosis,and participates in pathological processes such as inflammatory injury. miR-486-5p is a newly dis-
covered miRNA in recent years,it closely relates to the occurrence and development of diseases. miR-486-5p is
expected to help in early diagnosis,targeted therapy and prognosis assessment.
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