


Supplementary Figure 1.  Forest plot showing the association between the VDR gene – Apal – (aa vs. AA model) between 
rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and bone 
erosion.

Supplementary Figure 2.  Forest plot showing the association between the VDR gene – Apal – (Aa vs. AA model) between 
rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and bone 
erosion.



Supplementary Figure  3.  Forest plot showing the association between the VDR gene – Bsml – (dominant model) 
between rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and 
bone erosion.

Supplementary Figure 4.  Forest plot showing the association between the VDR gene – Bsml – (recessive model) between 
rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and bone 
erosion.



Supplementary Figure 5.  Forest plot showing the association between the VDR gene – Bsml – (allelic model) between 
rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and bone 
erosion.

Supplementary Figure 6.  Forest plot showing the association between the VDR gene – Bsml – (bb vs. BB model) between 
rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and bone 
erosion.



Supplementary Figure  7.  Forest plot showing the association between the VDR gene – Bsml – (Bb vs. BB model) 
between rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and 
bone erosion.

Supplementary Figure 8.  Forest plot showing the association between the VDR gene – Taql – (dominant model) between 
rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and bone 
erosion.



Supplementary Figure  9.  Forest plot showing the association between the VDR gene – Taql – (recessive model) 
between rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and 
bone erosion.

Supplementary Figure 10.  Forest plot showing the association between the VDR gene – Taql – (allelic model) between 
rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and bone 
erosion.



Supplementary Figure 11.  Forest plot showing the association between the VDR gene – Taql – (tt vs. TT model) between 
rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and bone 
erosion.


