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Abstract 
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Introduction: The gut microbiome, the totality of micro-organisms and their collective genetic 
makeup plays a significant role in bone health. Similarly, pro-inflammatory cytokines influence bone 
health status. The gut microbiome has been postulated to affect nutrient absorption, endocrine and 
immune systems important in bone metabolism. Our aim was to determine the functional 
relationship between gut microbiome and bone health status in postmenopausal women. Methods: 
The study involved 86 eligible post-menopausal women. Dual energy X-ray Absorptiometry (DXA) 
was used to measure body composition and femoral neck (FN), lumbar spine (LS), and total hip bone 
mineral density (BMD). Faecal DNA samples were collected and underwent library preparation by 
Nextera XT DNA library prep kit (Illumina, San Diego, CA, USA) and shotgun metagenomic 
sequencing was conducted on an Illumina HiSeq® 2500 System. Shotgun metagenome data were 
processed in MG-RAST and analysed/visualised in MicrobiomeAnalyst. The KEGG Orthology (KO) 
database was used. Results: Functional metagenome of the gut microbiota were significantly different 
between the healthy and osteoporotic women, defined by both the hip and femoral neck T-scores, 
based on the Interferon gamma receptor 1 (CD119) pathway (FDR P-value < 0.05). There were also 
significant differences in the fructuronate reductase (uxuB), nucleoside-diphosphate kinase, DNA-
directed RNA polymerase II subunit (RPB11) and DNA-directed RNA polymerase subunit omega 
(rpoZ) pathways (FDR P-value < 0.05) based on the femoral neck T-score classification. However, we 
found no differences in the molecular function between the healthy and osteoporotic women based 
on the spine T-scores. Conclusion: The inflammatory osteoclastogenic cytokine, interferon gamma 
seems to be an important determining cytokine for bone loss. It is known to contribute to osteoclast 
differentiation by enhancing the signalling pathways. Our results provide a basis for a longitudinal 
intervention to assess the role of the gut microbiome composition and function in bone health for 
preventive and therapeutic interventions in postmenopausal women. 
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