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Introduction

Osteonecrosis of the femoral head (ONFH) is a seriously disabling
disease, usually affecting young adults aged between 35 and 55,
There are about 8.12 million patients with non-traumatic ONFH in

L China now. Al
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Introduction
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1. ONFH is pathologically characterized
by the death of osteocytes and bone
marrow cells due to inadequate blood
supply of subchondral bone.

2~ recent studies demonstrated a critical
role of hip articular cartilage in the
development of ONFH and articular
cartilage degeneration occurs at the early

stage of ONFH.
Al'
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The results of MS validation were consistent
with that of genome-wide DNA methylation
profiling, confirming the accuracy of DNA
methylation profiles data.
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The results of MS validation were consistent

with that of genome-wide DNA methylation
profiling, confirming the accuracy of DNA
methylation profiles data.
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Materials and methods
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First A genome-wide DNA methylation profiling .
Second The top two of differentially methylated
genes were selected for further MS validation.
Finally IHC was conducted to compare the proteins
expression levels of identified candidate genes
between ONFH cartilage and control cartilage
specimens.
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Recent studies have demonstrated the important
roles of hip ar_x0002_ticular cartilage damage in the
development of ONFH . Clarifying the molecular

mechanism underlying the destruction of ONFH
articular cartilage may provide insight into the
pathogenetic and therapic studies of ONFH.







