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Abstract 
  

Purpose: Using bone tissue proteomics analysis to find new mechanisms and new targets for the pathogenesis of postmenopausal osteoporosis, 
and to provide new strategies for the diagnosis and prevention of postmenopausal osteoporosis.   

Methods: In this study, patients were screened according to the inclusion and exclusion criteria, and the femoral skull tissue samples were 
collected. A total of 96 femoral skull tissue samples were collected. A total of 83 samples were qualified for protein examination. The bone tissue 
samples were performed according to the bone mineral density T value of the patient's hip. Grouping: normal group (T>-1.0, group A), bone mass 
decline group (-2.5<T<-1.0, group B), osteoporosis group (T<-2.5, group C), all samples were protein Extracted, digested with trypsin, and labeled 
with TMT. After HPLC fractionation, liquid chromatography-mass spectrometry was used to analyze the expression levels of different proteins in 
each bone tissue specimen; analysis of proteins with significant differential expression between each group of bone tissues (change fold≥ 1.2, P 
value ≤0.05), perform bioinformatics analysis, and further screen the three groups of osteoporosis group, bone mass loss group and normal group 
that show continuous up-regulation or down-regulation as possible key molecules of osteoporosis . 

Results: This postmenopausal female bone tissue proteomics study identified 3743 proteins in human bone tissues, of which 3280 proteins 
contained quantitative information. Using 1.2 times as the differential expression change threshold and statistical test t-test p-value<0.05 as the 
significance threshold, then among the quantified proteins, the expression of 353 proteins in the B/A comparison group was up-regulated, and 387 
proteins The expression was down-regulated; the expression of 343 proteins in the C/A comparison group was up-regulated, and the expression 
of 288 proteins was down-regulated; the expression of 224 proteins in the C/B comparison group was up-regulated, and the expression of 310 
proteins was down-regulated; and for all differentially expressed proteins Functional classification, functional enrichment and cluster analysis 
based on functional enrichment were carried out; through further screening of the proteins that showed continuous changes in the three groups, 
18 down-regulated proteins and 13 up-regulated proteins were found, a total of 31 differences in the same direction and significant The proteins 
include COL1A1, COL1A2 and DMP1, which are known to play an important role in bone metabolism. Among the 31 differential proteins, 26 
proteins have not been reported in bone metabolism related research. 

 Conclusion: This proteomics has identified a large number of proteins in the bone tissues of postmenopausal women, and found that there are 
significant differences in the proteins in bone tissues among people with normal, reduced bone mass and osteoporosis. Through screening, we 
have obtained 31 significant differences. Proteins. These proteins include not only the currently known protein molecules related to bone 
metabolism, but also many proteins with unknown functions and roles in the process of bone metabolism. These may be a search for new 
mechanisms and new targets for the pathogenesis of postmenopausal osteoporosis. 

 

Biography 

 

Dr.Wang has his expertise in the field of osteoporosis and iron metabolism. He is studying for a doctor of Medicine now, The pathogenesis of 
osteoporosis is very complex, and the iron metabolism may play a key role in osteoporosis, he committed to the study of postmenopausal 
osteoporosis and osteoporosis with iron accumulation. 

 

 

 

 

                                 13th International Conference on Osteoporosis, Arthritis and Musculoskeletal Disorders | Dubai, UAE | April 23-24, 2021 

 

Citation: Aifei Wang, Research on key molecules of osteoporosis based on proteomics of bone tissue in postmenopausal women, Osteoporosis 
2021, 13th International Conference on Osteoporosis, Arthritis and Musculoskeletal Disorders, Dubai, UAE, 23-04-2021

 

https://www.imedpub.com/surgery-and-emergency-medicine/
https://osteoporosis.pulsusconference.com/2020

