


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.




Odds ratio
Study K with 95% CI p-value
diagnosis
1987 ACR Criteria 5 T 1.27[0.93, 1.72] 0.133
Not Reported 2 —— 0.93[0.55, 1.58] 0.787
Test of group differences: Q,(1) =0.97, p = 0.32
country
France 1 ——— 1.36[0.76, 2.42] 0.303
Italy 2 —_—— 0.91[042, 1.98] 0.812
Southeast Serbia 2 —— 0.93[0.55, 1.58] 0.787
UK 2 —— 1.34[0.89, 2.02] 0.162
Test of group differences: Q,(3) = 1.79, p = 0.62
ethnic
European 7 T 1.17[0.90, 1.53] 0.245
Test of group differences: Q,(0) =0.00, p =.
erosion
Bone Erosion 4 -+ 1.25[0.89, 1.77] 0.195
No Bone Erosion 3 —— 1.06[0.69, 1.61] 0.804
Test of group differences: Q,(1) = 0.39, p = 0.53
Overall
Heterogeneity: 7° = 0.00, I = 0.00%, H” = 1.00
Test of 6, = 6;: Q(6) = 2.47, p=0.87
0.10 1.00 10.00
Random-effects REML model

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.

Odds ratio
Study K with 95% CI p-value
diagnosis
1987 ACR Criteria 5 ——r 0.79[0.58, 1.07] 0.133
Not Reported 2 —f— 1.08[0.63, 1.83] 0.787
Test of group differences: Q,(1) =0.97, p = 0.32
country
France 1 —_—— 0.74[0.41, 1.32] 0.303
Italy 2 —_—t— 1.10[0.50, 2.40] 0.812
Southeast Serbia 2 ——— 1.08[0.63, 1.83] 0.787
UK 2 ——r 0.75[0.49, 1.13] 0.162
Test of group differences: Q,(3) = 1.79, p = 0.62
ethnic
European 7 —er 0.85[0.65, 1.11] 0.245
Test of group differences: Q,(0) = 0.00, p =.
erosion
Bone Erosion 4 — 0.80[0.57, 1.12] 0.195
No Bone Erosion 3 —— 0.95[0.62, 1.45] 0.804
Test of group differences: Q,(1) =0.39, p = 0.53
Overall
Heterogeneity: 7° = 0.00, I = 0.00%, H” = 1.00
Test of 6,=6;: Q(6) = 2.47, p =0.87
0.10 1.00 10.00
Random-effects REML model

Supplementary Figure 4. Forest plotshowingthe association betweenthe VDR gene-Bsml-(recessive model) between
rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and bone

erosion.



Odds ratio
Study K with 95% CI p-value
diagnosis
1987 ACR Criteria 3 — 1.02[0.82, 1.28] 0.847
Not Reported 2 — 0.96[0.67, 1.38] 0.832
Test of group differences: Q,(1) =0.08, p =0.78
country
France 1 — 0.98[0.65, 1.48] 0.916
Southeast Serbia 2 —— 0.96[0.67, 1.38] 0.832
UK 2 — 1.04[0.74, 1.47] 0.829
Test of group differences: Q,(2) =0.10, p = 0.95
ethnic
European 5 —— 1.01[0.84, 1.21] 0.944
Test of group differences: Q,(0) = 0.00, p =.
erosion
Bone Erosion 3 —f— 1.09[0.86, 1.38] 0.489
No Bone Erosion 2 — 0.90[0.67, 1.20] 0.458
Test of group differences: Q,(1) = 1.03, p=0.31
Overall
Heterogeneity: 7° = 0.00, I = 0.00%, H* = 1.00
Test of 6, = 6;: Q(4) =2.08, p=0.72
0.10 1.00 10.00
Random-effects REML model

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.

Odds ratio
Study K with 95% CI p-value
diagnosis
1987 ACR Criteria 5 —e— 0.98[0.66, 1.44] 0.902
Not Reported 2 —t— 1.17[0.55, 2.51] 0.678
Test of group differences: Q,(1) =0.18, p = 0.67
country
France 1 —— 0.82[0.36, 1.89] 0.644
Italy 2 —_—— 0.56[0.15, 2.13] 0.397
Southeast Serbia 2 —t— 1.17[0.55, 2.51] 0.678
UK 2 —— 1.10[0.69, 1.75] 0.687
Test of group differences: Q,(3) = 1.26, p = 0.74
ethnic
European 7 —— 1.01[0.72, 1.43] 0.937
Test of group differences: Q,(0) =-0.00, p = .
erosion
Bone Erosion 4 —e— 0.91[0.58, 1.43] 0.695
No Bone Erosion 3 —re— 1.18[0.69, 2.03] 0.549
Test of group differences: Qy,(1) =0.51, p = 0.48
Overall
Heterogeneity: 7 = 0.00, I’ = 0.00%, H* = 1.00
Test of 6,=6;: Q(6) = 1.63, p=0.95
0.10 1.00 10.00
Random-effects REML model

Supplementary Figure 6. Forest plotshowing the association betweenthe VDR gene-Bsml-(bbvs. BB model) between
rheumatoid arthritis patients and healthy control, stratified by classification criteria, country, ethnicity, and bone

erosion.




Odds ratio
Study K with 95% CI p-value
diagnosis
1987 ACR Criteria 5 —— 0.58[0.31, 1.07] 0.081
Not Reported 2 —t— 1.37[0.67, 2.84] 0.390
Test of group differences: Q,(1) = 3.20, p = 0.07
country
France 1 ——r 0.50[0.22, 1.14] 0.100
Italy 2 —_——— 0.55[0.15, 2.07] 0.381
Southeast Serbia 2 — 1.37[0.67, 2.84] 0.390
UK 2 R 0.62[0.17, 2.19] 0.456
Test of group differences: Q,(3) = 3.84, p = 0.28
ethnic
European 7 — 0.73[0.43, 1.25] 0.252
Test of group differences: Q,(0) =0.00, p =.
erosion
Bone Erosion 4 —— 0.54[0.28, 1.04] 0.065
No Bone Erosion 3 —re— 1.17[0.71, 1.93] 0.528
Test of group differences: Q,(1) = 3.41, p = 0.06
Overall
Heterogeneity: ©° = 0.26, I” = 56.07%, H’ = 2.28
Test of 6, = 6;: Q(6) = 14.29, p = 0.03
0.10 1.00 10.00
Random-effects REML model

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.

QOdds ratio
Study K with 95% CI p-value
diagnosis
1987 ACR Criteria 3 —_— 1.39[0.73, 2.62] 0.312
Not Reported 2 —t—— 1.32[0.79, 2.21] 0.289
Test of group differences: Q,(1) =0.01, p =0.91
country
France 1 —_—t— 1.47[0.68, 3.21] 0.328
Italy 2 —_—t———— 1.23[0.41, 3.72] 0.714
Southeast Serbia 2 ——— 1.32[0.79, 2.21] 0.289
Test of group differences: Q,(2) = 0.08, p = 0.96
ethnic
European 5 T 1.35[0.90, 2.01] 0.144
Test of group differences: Q,(0) =0.00, p =.
erosion
Bone Erosion 3 S 1.41[0.86, 2.32] 0.173
No Bone Erosion 2 —_—t— 1.24[0.63, 2.44] 0.541
Test of group differences: Q,(1) =0.09, p =0.76
Overall
Heterogeneity: ©° = 0.00, I = 0.00%, H* = 1.00
Test of 6,=6;: Q(4) =0.13, p=1.00
0.10 1.00 10.00
Random-effects REML model

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

erosion.



Odds ratio
Study K with 95% CI p-value
diagnosis
1987 ACR Criteria 3 —_— 0.72[0.38, 1.36] 0.312
Not Reported 2 — 0.76 [ 0.45, 1.27] 0.289
Test of group differences: Q,(1) = 0.01, p =0.91
country
France 1 — 0.68[0.31, 1.48] 0.328
Italy 2 —_—— 0.81[0.27, 2.46] 0.714
Southeast Serbia 2 — 0.76 [ 0.45, 1.27] 0.289
Test of group differences: Q,(2) = 0.08, p = 0.96
ethnic
European 5 — 0.74[0.50, 1.11] 0.144
Test of group differences: Q,(0) =0.00, p =.
erosion
Bone Erosion 3 — 0.71[0.43, 1.16] 0.173
No Bone Erosion 2 —_— 0.81[0.41, 1.60] 0.541
Test of group differences: Q,(1) =0.09, p = 0.76
Overall
Heterogeneity: ©° = 0.00, I = 0.00%, H* = 1.00
Test of 6,=6;: Q(4) =0.13, p=1.00
0.10 1.00 10.00
Random-effects REML model

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

bone erosion.

Odds ratio
Study K with 95% CI p-value
diagnosis
1987 ACR Criteria 1 — 0.81[0.48, 1.37] 0.438
Not Reported 2 —_—f— 1.08[0.51, 2.28] 0.839
Test of group differences: Q,(1) = 0.37, p = 0.54
country
France 1 — 0.81[0.48, 1.37] 0.438
Southeast Serbia 2 —_—t—— 1.08[0.51, 2.28] 0.839
Test of group differences: Q,(1) = 0.37, p = 0.54
ethnic
European 3 —— 0.89[0.58, 1.37] 0.604
Test of group differences: Q,(0) =0.00, p =.
erosion
Bone Erosion 2 — 0.83[0.52, 1.32] 0.431
No Bone Erosion 1 1.42[0.44, 457] 0.560
Test of group differences: Q,(1) = 0.69, p = 0.41
Overall
Heterogeneity: ©° = 0.00, I” = 0.00%, H* = 1.00
Test of 6,=6;: Q(2) =0.72, p=0.70
0.10 1.00 10.00
Random-effects REML model

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

erosion.




Odds ratio

Study K with 95% CI p-value
diagnosis

1987 ACR Criteria 3 —_— 0.98[0.50, 1.95] 0.960
Not Reported 2 — 1.46[0.66, 3.24] 0.347

Test of group differences: Q,(1) = 0.55, p = 0.46

country

France 1 —_—t— 1.09[0.47, 2.54] 0.845
Italy 2 —_—— 0.81[0.25, 2.60] 0.722
Southeast Serbia 2 — 1.46[0.66, 3.24] 0.347

Test of group differences: Q,(2) =0.72, p = 0.70

ethnic
European 5 —te— 1.16[0.69, 1.96] 0.565
Test of group differences: Q,(0) = 0.00, p =.

erosion
Bone Erosion 3 —f— 1.10[0.60, 2.01] 0.757
No Bone Erosion 2 —_— 1.37[0.49, 3.82] 0.542

Test of group differences: Q,(1) =0.14, p = 0.71

Overall
Heterogeneity: 7° = 0.00, I = 0.00%, H* = 1.00
Test of 6, = 6;: Q(4) = 1.09, p = 0.90

0.10 1.00 10.00

Random-effects REML model

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

erosion.



