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Supplementary Table 1. DiaGene cohort characteristics. Details on the cohorts including definitions and biochemical measurements have been described elsewhere. [15,16]

DiaGene Study-  DiaGene Study DiaGene Study DiaGene Study !)la‘Gene Study DiaGene Study ?)m‘Gene Study
Lo prevalent incident prevalent incident
All prevalent CVD incident CVD .
Nephropathy Nephropathy R pathy R pathy

Number of participants 1815 628 104 367 244 291 219
Age, yr, mean (£sd) 65.2 (10.6) 68.6(9.2) 65.2(9.4) 65.8 (10.14) 68.56 (9.58) 67.61 (9.68) 64.28 (10.80)
Female sex, %(n) 46.3 (841) 36.8 (231) 43 (45) 31.1(114) 42.6 (104) 38.5(112) 45.7 (100)
Age of onset diabetes, yr, mean (+sd) 549 (11.7) 57.2(11.3) 52.8(9.9) 54.0(11.4) 58.24 (10.99) 50.2(10.3) 51.00 (11.79)
Duration of diabetes, yr, median (IQR) 7.99 (2.47-14.13) 9.53 (4.02-16.65) 10.05 (5.46-16.72) 11.70 (6.61-18.27) 8.46 (4.12-15.43) 16.71 (10.87-23.05) 11.61 (7.09-17.26)
BMI, kg/m2, mean (+sd) 29.5 (5.5) 30.36 (4.90) 29.88 (4.82) 31.38(5.78) 30.49 (5.59) 31.04 (5.79) 31.37(5.63)
Total Cholesterol, mmol/L, mean (+sd) 4.29 (0.93) 4.15 (0.86) 4.47(0.91) 4.14(0.91) 4.24(0.99) 4.16 (0.87) 4.11 (0.86)
Triglycerides, mmol/L, median (IQR) 1.42 (1.02-2.03) 1.45 (1.02-2.07) 1.40 (1.02-2.20) 1.54(1.10-2.23) 1.52(1.10-2.27) 1.39(0.97-1.87) 1.4 (1.01-2.03)
HDL-c, mmol/L, mean (+sd) 1.17 (0.32) 1.12(0.31) 1.23(0.34) 1.12 (0.31) 1.14 (0.29) 1.20 (0.35) 1.17 (0.35)
LDL-c, mmol/L, mean (+sd) 2.45(0.82) 2.34(0.74) 2.56 (0.90) 2.24(0.76) 2.40 (0.89) 2.26 (0.74) 2.25(0.74)
Non-HDL-c, mmol/L, mean (+sd) 3.12(0.90) 3.01(0.84) 3.25(0.94) 3.02 (0.88) 3.10(0.99) 2.95(0.84) 2.93(0.82)
Creatinine, pmol/L, mean (sd) 83.44 (28.65) 90.83 (33.78) 80.79 (30.23) 98.06 (40.80) 87.52(29.88) 91.30 (32.68) 81.00 (26.37)
HbAlc, % (sd) 7.03 (1.06) 7.02 (1.00) 7.30 (1.15) 7.26 (1.17) 7.06 (1.09) 7.54(1.09) 7.53(1.31)
HbA ¢, mmol/mol, mean (+sd) 53.31(11.58) 53.24(10.88) 56.33 (12.56) 55.89 (12.75) 53.70 (11.94) 58.91(11.89) 58.80 (14.27)
Systolic blood pressure, mmHg, mean (£sd) 141.93 (18.79) 142.36 (19.72) 139.88 (16.58) 142.63 (19.73) 144.53 (18.19) 139.41 (19.31) 140.95 (17.38)
Diastolic blood pressure, mmHg, mean (+sd) 77.38 (9.87) 75.73 (10.18) 76.76 (9.58) 76.03 (9.79) 77.56 (9.43) 74.89 (9.18) 77.44 (10.34)
Smoking, no/former/yes, % 23.4/50.9/16.2 17.7/59.6/ 16.4 24.0/50.0/19.2 17.2/57.2/16.9 17.6/55.7/16.4 26.5/49.1/13.4 25.1/48.9/16.0
Insulin use, %(n) 29.8 (541) 33(207) 34.6 (36) 39.5 (145) 27.9 (68) 55.7(162) 50.7(111)
Oral glucose-lowering medication, %(n) 61.1(1109) 61.1(384) 53.8 (56) 63.5(233) 66.0 (161) 48.5 (141) 62.6 (137)
High-ceiling diuretics, %(n) 6.9 (125) 11.6 (73) 6.7(7) 11.2 (41) 8.6 (21) 10.3 (30) 5.5(12)
Lipid modifying agents, %(n) 65.8 (1194) 75.0 (471) 673 (70) 67.6 (248) 73.8 (180) 62.9 (183) 69.9 (153)
Renin-angiotensin system (RAS)-inhibitor, %(n) 53.3 (968) 65.4 (411) 510 (53) 71.7 (263) 619 (151) 60.1 (175) 54.8 (120)
Other antihypertensive medication, %(n) 13.3 (242) 145 (91) 115 (12) 8.7(32) 13.1(32) 8.6 (25) 123 (27)
Anticoagulant medication, %(n) 40 (726) 73.4 (461) 28.8 (30) 55(202) 48.8 (119) 48.8 (142) 44.3 (97)
Biguanides, %(n) 51.1(927) 51.1(321) 43.3 (45) 54 (198) 57.0 (139) 42.6 (124) 56.6 (124)
incident CVD, % (n- /n-total) 10.1 (104/1034) 31.1(195) 25.1(92) 29.6 (86)
prevalent CVD, % (n-case/n-total) 34.6 (628/1669) 100 (628) 46.3 (170) 419 (122)
incident Nephropathy, % (n-case/n-total) 20.1 (244/1214) 47.0 (295) 94.3 (346) 57.7(168)
p phropathy, % ( total 20.2 (367/1621) 27.1(170) 100 (367) 44.3 (129)
incident Retinopathy, % (n-case/n-total) 16.1(219/1361) 26.9 (169) 39.0 (143) 75.6 (220)
p R . %o ( total) 16.0 (291/1714) 19.4 (122) 35.1(129) 100 (291)
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Supplementary Table 2. Hoorn DCS cohort characteristics. Details on the cohorts including definitions and biochemical measurements have been described elsewhere.

[15,16]
Hoorn DCS Hoorn DCS study Hoorn DCS study Hoorn DCS study ]-[oorn‘ D?S Hoorn DCS study Hoorn. D.CS
- prevalent study incident  prevalent study incident
study-All prevalent CVD incident CVD . .
Nephropathy Nephropathy Retinopathy Retinopathy
Number of participants 1518 288 97 236 158 214 126
Age, yr, mean (+sd) 64.5 (10.6) 69.0 (9.0) 67.1(9.2) 66.0 (11.1) 66.2 (10.5) 66.5 (10.8) 64.4 (10.9)
Female sex, %(n) 43.74 (664) 28.12 (81) 43.30 (42) 27.97 (66) 31.65 (50) 41.12 (88) 43.65 (55)
Age of onset diabetes, yr, mean (+sd) 57.3 (11.0) 61.0 (9.9) 59.9 (10.9) 56.6 (11.6) 58.8 (11.6) 55.6 (11.9) 55.8 (10.5)
Duration of diabetes, yr, median (IQR) 6.0 (2.9-9.9) 7.0 (3.2-10.9) 5.6 (2.3-10.5) 8.3 (5.0-12.4) 6.0 (2.6-10.0) 9.8 (6.4-14.3) 6.9 (3.0-12.0)
BMI, kg/m2, mean (+sd) 30.4 (5.4) 29.9 (5.1) 29.9 (4.7) 31.1(6.1) 305 (5.3) 302 (5.7) 309 (5.3)
Total Cholesterol, mmol/L, mean (+sd) 4.63 (1.65) 4.35(0.89) 4.78 (0.88) 453 (0.99) 4.48 (1.01) 4.61 (1.04) 4.59 (0.99)
Triglycerides, mmol/L, median (IQR) 1.58 (1.15-2.19) 1.63 (1.20-2.22) 1.56 (1.13-2.24) 1.75 (1.20-2.37) 170 (1.27-2.18)  1.59 (1.15-2.13) 1.69 (1.25-2.56)
HDL-c, mmol/L, mean (+sd) 1.18 (0.39) 113 (0.31) 1.21 (0.37) 1.10 (0.29) 112 (0.31) 1.17(0.33) 1.14(0.33)
LDL-c, mmol/L, mean (sd) 2.63 (0.89) 2.41(0.75) 2.75 (0.75) 2.59 (0.83) 2.51(0.87) 2.64 (0.89) 2.54(0.79)
Non-HDL-c, mmol/L, mean (+sd) 3.46 (1.48) 3.22(0.85) 3.58 (0.87) 3.43(1.01) 3.36 (0.99) 3.44 (1.03) 3.45(0.95)
Creatinine, pmol/L, mean (+sd) 79.78 (22.24) 87.30 (23.94) 81.23 (18.27) 87.05 (33.29) 85.91(22.15) 80.71 (19.29) 80.99 (33.95)
HbAIc, % (xsd) 6.8 (1.0) 6.9 (1.1) 6.8 (1.1) 7.1(1.2) 6.9 (1.1) 7.1(1.2) 7.4 (1.4)
HbAlc, mmol/mol, mean (sd) 51(11) 52(12) 51(12) 54(13) 52(12) 54.(12) 57(15)
Systolic blood pressure, mmHg, mean (sd) 144 (19) 145(20) 150 (20) 148 (21) 148 (20) 148(19) 148 (20)
Diastolic blood pressure, mmHg, mean (sd) 76 (10) 74 (10) 77 (10) 77 (10) 77 (10) 77 (10) 779)
Smoking, no/former/yes, % 61/22/17 57/ 28/ 15 54/26/ 21 52/21/27 58/29/13 65/19/ 16 62/24/ 14
Insulin use, %(n) 25.2 (382) 29.2 (34) 227(22) 36.4 (36) 27.2 (43) 40.2 (86) 37.3 (47)
Oral glucose-lowering medication, %(n) 73.1(1110) 72.6 (209) 76.3 (74) 75.8 (179) 81.0 (128) 73.4 (157) 82.5 (104)
High-ceiling diuretics, %(n) 7.9 (120) 13.5 (39) 7.2(7) 15.7(37) 5.7(9) 11.2 24) 7109
Lipid modifying agents, %(n) 70.2 (1066) 87.8 (253) 62.9 (61) 72.9 (172) 75.9 (120) 73.4 (157) 65.1(82)
Reni i in system (RAS)-inhibitor, %(n) 39.5 (599) 50.7 (146) 43.3 (42) 52.5(124) 37.3(59) 43.5(93) 38.1(48)
Other antihypertensive medication, %(n) 21.3 (323) 33.3(96) 24.7 (24) 35.2(83) 25.3 (40) 25.2(54) 20.6 (26)
Anticoagulant medication, %(n) 3.1(47) 9.4 (27) 1.0(1) 42(10) 1.93) 3.7(8) 24(3)
Biguanides, %(n) 67.5 (1024) 68.1 (196) 68.0 (66) 69.9 (165) 76.6 (121) 65.9 (141) 79.4 (100)
incident CVD, % (n-case/n-total) 8.0 (97/1220)
prevalent CVD, % (n-case/n-total) 19.0 (288/1518)
incident Nephropathy, % (n-case/n-total) 12.4 (158/1272)
prevalent Nephropathy, % (n-case/n-total) 15.5 (236/1518)
incident Retinopathy, % (n-case/n-total) 9.9 (126/1278)
prevalent Retinopathy, % (n-case/n-total) 14.2 (214/1503)
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Supplementary Table 3. Derived trait description, depiction, and calculation. Within the depictions, divisions have been indicated by braces, exclusions by a cross, whereas numerical values indicate compositional limitations (i.c. 5-9
as the possible number of mannoses, 1-4 N-acetylhexosamines, or 2 fucoses). Trait abbreviations: M = mannose; Hy = hybrid species; T = within total; C = within complex species; F = deoxyhexose (fiicose); G = galactose; S = N-
acetylneuraminic acid (sialic acid); E = a2,6-linked sialic acid; L = 02,3-linked sialic acid; H = hexose (mannose or gal :N=N; ine (N ine: GleNAc).
Derived Relative intensity VisuCon | Relative intensity VisuCon
f"Yf Description Depiction Calculation standard plasma_DiaGene | standard plasma_Hoorn
raif (N=149) DCS (N=78)
[Complexity mean | SD RSD | mean D
MM Average number of mamoses on high MM =(5*(HSN2)+6*(HON2)+ 7% (HIN2 ) +8 * (H8N2) +9* (HIN2) + 10 * (0) ) / (HSN2 + HON2 + HTN2 + H8N2 + HON2 ) 78250 0.12727234 1.63%  |7.587083 0.08479  1.12%
mamnose type glycans
MHy S‘y:::“’ of high-mannose to hybrid MHy = (HSN2 + HGN2 + HTN2 + HSN2 + HON2 ) / ( HSN3 + HON3 + HSN3EI + HON3E] ) 33010 08767 26.56% 2389037 0334529 14.00%
CA2 = (HINAF1 + HANG + H3NS + HANAF1 + HSN4 + HINSF1 + HANS + HSNAF1 + HANAE] + HANSF1 + HSNS + HSNAL1 + HANAFIE1 + HSN4E1 + HSNSF1 +
HANSEL + HSNAFIL1 + HSNAFIE] + HANSFIE] + HSNSEI + HSNAL2 + HSNAEIL1 + HSNAE2 + HSNSFIE1 + HSNAFIL2 + HSN4F1EILL + HSNAFIE2 +
HSNSE2 + HSNSFIEIL] + HSNSF1E2 )/ (H3N3E1 + H3NAF1 + HAN4 + H3NS + H3N3FIEI + HAN3EL + HANAF1 + HSN4 + H3NSF1 + HANS + HSN4F1 +
a2 Relative abundance of diantennary HANAEL +HANSF1 + HSNS + HSNALI + H4NAFIE] + HSNAEL + HSNSFI + HANSE] + HSNAFILI + HSNAFIEL + HANSFIEL + HSNSEL - HSNAL2 + HSNAEALE [ 0o 0o 5oc ot 00o0s0s 2.66%
[olycans within comples type glycans + HSNAE2 + HSNSFIE] + HGNSE| + HSNAF1L2 + HSNAFIEIL1 + HSNAFIE2 + HONSF1EL + HSNSE2 + H6NSL2 + HSNSFIEILI + HGNSEIL + HSNSFIE2 +
H6NSE2 + HONSFIL2 + HGNSFIEILI + HGNSFIE2 + HGNSEIL2 + H6NSE2LI + HONSE3 + HGNSFIEIL2 + HENSFIE2L1 + H6NSF1E3 + HONSF2E1L2 +
H6NSF2E2L1 + HINGEIL2 + HINGE2L1 + HTNGE3 + HINGFIEIL2 + HINGFIE2L1 + HTNGEIL3 + HINGE2L2 + HTNGE3LI + HINGFIEIL3 + HINGFIE2L2 +
HNGFIESLI + HINGF2E2L2 )
CA3 = (H6NSEI + HONSFIE] + HGNSL2 + HGNSEILI + HONSE2 + HGNSFIL2 + HNSFIEIL + HONSFIE2 + HONSEIL2 + HONSE2LI + HGNSE3 +
H6NSF1EIL2 + HONSFIE2LI + H6NSF1E3 + HGNSF2EIL2 + HGNSF2E2L1 ) /(H3N3EI + H3NAF1 + HAN4 + H3NS + H3N3FIEL + HAN3EI + HANAF1 + HSN4
Relative abundance of rianteanar + HINSF1 + HANS + HSNAF1 + HANAE] + HANSF1 + HSNS + HSNALL + HANAFIE] + HSNAEI + HSNSF1 + HANSEL + HSNAFIL1 + HSN4FIEL + HANSFIE1 +
ca3 Tycana ik comple (ype gyears HSNSEL + HSNAL2 + HSNAEIL1 + HSNAE2 + HSNSFIEL + HGNSE1 + HSNAFIL2 + HSNAFIEILI + HSNAF1E2 + HONSFIE] + HSNSE2 + HGNSL2 + 01616 00213 13.16% 0.178731 0014994 8.39%
e plextype gly HSNSFIEILI + HONSEIL1 + HSNSF1E2 + HONSE2 + HGNSFIL2 + H6NSFIEIL] + HONSFIE2 + HENSEIL2 + HGNSE2LI + HGNSE3 + HONSFIEIL2 +
H6NSFIE2L1 + HONSFIES + HNSF2E1L2 + HGNSF2E2L1 + HINGEIL2 + HTNGE2L1 + HTNGE3 + HTNGFIEIL2 + HINGFIE2L1 + HINGEIL3 + HINGE2L2 +
H7NGESLI + HINGFIEIL3 + HINGFIE2L2 + HTNGFIE3L1 + HINGF2E2L2 )
Fucosylated, non-sialylated
Tazpsg  |diantennary species within ol TA2FS0 = (H3N4F1 + HANAF1 + H3NSF1 + HSNAF1 + HANSF1 + HSNSFI ) 0.0466 00101 2174% |0.063788 0007242 11.35%
slycans. Mostly derived from 1¢G
(Clerc etal. 2015)
A2F = (H3N4F1 + HANAF1 + H3NSF1 + HSNAF1 + HANSF1 + HANAFIE] + HSNSF1 + HSNAFIL1 + HSNAF1E] + HANSFIE] + HSNSFIEL + HSNAF1L2 +
A2F Fucosylation within diantennary HSNAFIEIL + HSNAFIE + HSNSFIEILT + HSNSFIE2 )/ (HINAFI + HANA + NS + HANAFI +HSNA + HONSFL + HANS + HSNAFL+ HANAEL + BINSFL+ [0 000 ooioi gonsgir 7.7
elycans HSNS + HSNALI + HANAFIEL + HSNAE] + HSNSF1 + HANSE] + HSNAFILL + HSNAFIE] + HANSFIEL + HSNSEI + HSNAL2 + HSNAEILI + HSNAE2 +
HSNSFIE] + HSNAFIL2 + HSNAFIEIL1 + HSNAFIE2 + HSNSE2 + HSNSFIEILI + HSNSFIE2 )
ar Fucosylation within tetra-antennary AdF = (HINGFIEIL2 + HINGFIE2L] + HINGFIEIL3 + HTNGFIE2L2 + HINGFIE3LI + HINGF2E2L2 ) / (HTNGEIL2 + HINGE2LI + HTNGE3 + HINGFIEIL2 + 00286 040244 002777 690%
HIN6FIE2LI + HTN6EIL3 + HINGE2L2 + H7NGE3LI + HINGF1EIL3 + HTNGF1E2L2 + HINGFIE3LI + HTNG6F2E2L2 ) :
Fucosylation within non-sialylated A2SOF = ( H3N4F1 + HANAF1 + H3NSF1 + HSNAF1 + HANSF1 + HSNSF1 )/ (H3NAF1 + HANd + H3NS + HANAF1 + HSN + H3NSF1 + HANS + HSNAF1 + ) 920, o050 0.75%
K iy TN NS £ HONER ) 090338 00131 141%  [0.929363 0006989 0.75%
- Fucosylation within diantennary A2EF = (HANAFIE1 + HSNAFIE] + HANSFIEL + HSNSFIEL + HSNAFIEIL] + HSNAFIE2 + HSNSFIEILL + HSNSFIE2 )/ (HANAE] + HANAFIEI + HSNAE1 + Y v
A2EF lycans with 02,6-linked siaic acid HANSE] + HSNAFIE] + HANSFIE] + HSNSE1 + HSNAE L1 + HSN4E2 + HSNSFIE] + HSNAFIEIL] + HSNAFIE2 + HSNSE2 + HSNSFIEIL] + HsNsfiE2) (1302 00121 9.30% 0122182000967 7.91%
Fucosylation within diantennary
A2EOF = (H3N4F1 + HANAF1 + HINSF1 + HSNAF] -+ HANSF1 + HSNSF1 + HSNAFILL + HSNAFIL2 ) /( H3NAF1 + HAN4 + H3NS + HANAF + HSN4 + H3NSF1 5 " o
AE0F g . a X 3 53% (092288 0.006074 0.66%
o ;g;a“s without a2,6-linked salic + HANS + HSN4F1 + HANSF1 + HSNS + HSNAL1 -+ HSNSF1 + HSNAFILI + HSNAL2 + HSNAFIL2 ) 0887300136 153
aLr Fucosylation within diantennary AJLF = (HSNAFILI + HSNAFIL2 + HSNAFIEILI + HSNSFIEILI ) / (HSNALI + HSN4FILI + HSNAL2 + HSNAEILI + HSN4FIL2 + HSNAFIEIL + o313 oo ssie |03 oo 3se
slycans with 02, 3-linked siaic acid HSNSFIEILI)
Fucosylation within diantennary A2LOF = (H3N4FI + HANAF1 + H3NSF1 + HSNAF1 + HANSF1 + HANAFIE] + HSNSF1 + HSNAFIE] + HANSFIEL + HSNSFIE] + HSNAFIE2 + HSNSF1E2 ) / (
[A2L0F  |giycans without 2. 3-linked sialic H3NAF1 + HANA + H3NS + HANAF1 + HSN + H3NSF1 + HANS + HSNAF1 + HANAEL + HANSF1 + HSNS + HANAFIEL + HSNAEL + HSNSF1 + HANSEL + 01788 00212 1183% 0.192445 0016243 8.44%
acid HSNAFIEL + HNSFIEL + HSNSEI + HSNAE2 + HSNSFIEL + HSNAF1E2 + HSNSE2 + HSNSFIE2 )
Facosylation within riant A3F = (H6NSFIE] + H6NSFIL2 + HONSFIEIL1 + HGNSFIE2 + HGNSFIEIL2 + HNSFIEQLI + HONSFIE3 + HONSF2EIL2 + HGNSF2E2L ) / (HONSE1 +
A3F e tion it rantenmary H6NSF1E] + HGNSL2 + HONSEILI + H6NSE2 + HGNSFIL2 + HONSFIEIL1 + H6NSFIE2 + HONSEIL2 + HONSEJLI + HGNSE3 + HONSFIEIL2 + HONSFIE2LL [03503 00265 736%  [0355372 0.016304 4.59%
i + HGNSFIE3 + HONSF2E L2 + HONSF2E2L1 )
aLr Fucosylation within triantennary ASLF = (HGNSFIL2 + HGNSFIEILI + HONSFIEIL2 + HGNSFIE2LI + HONSF2EIL2 + HGNSF2E2LI )/ (HONSL2 + HGNSEILI + HONSFIL2 ¢ HONSFIEILL + [ o oo oo goniens sosm
[olycans with a2,3-linked sialic acid H6NSEIL2 + HONSE2L1 + HONSFIEIL2 + HGNSFIE2L + HONSF2EIL2 + HGNSF2E2L1 )
Fucosylation within triantennary
[A3LOF  |glycans without a2, 3-linked sialic A3LOF = (HGNSFIE] + HENSFIE2 + HGNSFIE3 ) / (HONSE] + HGNSFIE] + HGNSE2 + HONSFIE2 + HGNSE3 + HONSF1E3 ) 0.1487 00173 1L6s%  [0.149752 0.01356  9.05%
acid
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|E cction
Relaive sbundance ofspecies withs  (Be)
wapsp  |piectine GIeNAC widin A2FSB = (HANSFIEL + HSNSFIE] + HSNSFIEIL] + HSNSFIE2 )/ (HANAFIE] + HSNAFILI + HSNAFIET + HANSFIE] + HSNSFIE] + HSNAFIL2 = oo oo 4w |oas1 oo s
fucosylated sialylated diantennary HSNAFIEILL + HSNAFIE2 + HSNSFIEILT + HSNSFIE2 )
slyeans
Relative abundance of species witha < {8
azpsp  |Disccting GleNAc within A2FSOB = (H3NSFI + HANSF1 + HSNSF1 ) /(HINAF1 + HANAF1 + H3NSFI + HSNAF1 + HANSF1 + HSNSF1 ) 0.7 00160 810%  [0195265 0010292 5.27%
fucosylated non-sialylated
diantennary glycans
Relative abundance of specics with a
bisceting GleNAc within non- . ; o
A2FOSB e A2FOSB = (HANSE] + HSNSEL + HSNSE2 )/ (HANAEL + HSNALL + HSNAET + HANSEL + HSNSE1 + HSNAL2 + HSNAEILI + HSNAE2 + HSNSE2 ) 00120 00031 2579% [0.006848 0001154 16.86%
fucosylated sialylated diantennary
slycans
Relative abundance of species with a
A2rosop  |Pisecting GleNAc within non- A2FOSOB = ( H3NS + HANS + HSNS ) / (H4N4 + H3NS + HSN4 + HANS + HSNS ) 04203 00531 12.36% 0386032 0034029 8.82%
fucosylated non-sialylated
diantennary glycans
per antenna
v
moenn
alactosylation per antenna = s
azeG - [(lactowladon perantenna within 08476 00200 246%  [0786626 0.013715 174%
ucosylated diantennary glycans HSNSFI + HSNAFILI + HSNAFIE] + HANSFIET + HSNSFIE] + HSNAFIL2 + HSNAFIEILL + HSNAFIE2 + HSNSFIEIL] + HSNSFIE2 )
alactonsation per antenna withi A2FOG = (072 * (H3NS )+ 1/2 % (HANA + HANS + HANAE] + HANSEL ) + 2/2 % (HSNA + HSNS + HSNALI + HSNAET + HSNSEL + HSNAL2 + HSNAEILI +
A2F0G salactosylation per anterina within HSNAE2 + HSNSE2 ) ) / ( HANA + H3NS + HSN4 + HANS + HANGE] + HSNS + HSNAL1 + HSN4E1 + HANSE1 + HSNSE1 + HSNL2 + HSN4EIL1 + HSN4E2 +  [0.9956 00011 0.11%  [0.998993 0.000251 0.03%
non-fucosylated diantennary glycans e )
A2SG= (02 % (0) + 1727 (HANAEL + HANAFIEL + H4NSEL + HNSFIEL) + 272 * (ISNAL1 + HSNAEL + HSNAFILI + HISNAFIE] + HSNSE] + HSNAL2 +
Galactosylation per antenna within HSN4EILI + HSNAE2 + HSNSFIE] + HSNAFIL2 + HSNAFIEILI + HSNAFIE2 + HSNSE2 + HSNSFIEILI + HSNSFIE2 ) )/ ( HANAEL + HSNALI + HANAFIE1 + ’ .
256G > : % [0.99666  0.000444 0.04%
sialylated diantennary glycans HSN4E] + HANSEL + HSNAFILI + HSNAFIEI + HANSFIEI + HSNSE] + HSNAL2 + HSNAEILI + HSN4E2 + HSNSFIE] + HSNAF1L2 + HSN4FIEIL + 09941 0.0011 o
HSNAFIE2 + HSNSE2 + HSNSFIEILL + HSNSFIE2 )
Galactosylation per antenna within s
> ADFSG = (072 # (0) + 172 * (HANAFIEL + HANSFIEL ) + 272 * (HSNAFILI + HSNAFIEL + HSNSFIEL + HSNAFIL2 + HSNAFIEILI + HSNAFIE2 + HSNSFIEILL .
265G . alylated dia 0974878 00021 022%
;‘:y:ﬂ“d sialylated dizntennary + HSNSFIE2 ) )/ (HANAFIEL + HSN4FILL + HSNAFIEL + HANSFIE] + HSNSFIEL + HSNAFIL2 + HSNAFIEILI + HSNAFIE2 + HSNSFIEILL + HsNsFIE2)  |*0740 00043
Galactosylation per antenna within ; . R e .o . .
AIFS0G |t mom ASFSOG =02 (HBNAFL  HINSFL) 112 (HANGF1 - HANSFL)-+22 * HSNAFI + HSNSFL))/(HINAF1 + HNAFL HONSFL CHSNAFLVRINSFLY -, 00 g 15 0517057 0013041 252%
diantennary glycans PN
Galactosylation per antenna within
A2FOS0G  [non-fucosylated, nonv-sialylated A2FOS0G = (072 (H3NS ) + 112 * (HANA + HANS ) + 212 * (HSNA + HSNS ) )/ (HAN4 + H3NS + HSN4 + HANS + HSNS ) o6s00 00466 68s% (0877198 0014758 168
dianternary glycans
Emis per s
A3S=(0/3*(0)+ /3 * (HGNSEI + HONSFIEL ) +2/3 * (HONSL2 + HONSEILI + HNSE2 + HONSFIL2 + HONSFIEIL] + HONSFIE2 ) + 3/3 * (HGNSEIL2 +
s Sialylation per antenna within HONSELI + HONSES + HONSFIEIL2 + HONSFIEDLI + HONSFIES + HONSF2EIL2 + HONSF2E2L1 ) )/ (HONSEI + HONSFIEL + HONSL2 -+ HONSEILL+ [\ oo oo oo g oc,,
iriantennary glycans HONSE2 + HONSFIL2 + HONSFIEILI + HONSFIE2 + HGNSEIL2 + HGNSE2L1 + HONSE + HONSFIEIL2 + HONSFIE2L1 + HONSFIE3 + HONSF2EIL2 +
HONSF2E2LI )
Sialylation per antenna within e 074 % (0)+ 1/4 * (0) + 24 * (0) + 3/4 * (HINGEIL2 + HTNGE2LI + HTNGE3 + HINGFIEIL2 + HINGFIERLI ) + 4/4 * (HTNGEIL3 + HINGEL2 +
ads Siation ot waon wihin - + HINGFIEIL + HINGFIE2L2 + HINGFIESLI + HINGF2E2L2 ) )/ (HINGEIL2 + HINGE2LI + HTNGES + HINGFIEIL2 + HINGFIE2LI + 05953 00063 070% 0909488 0008524 094%
antennary glycans 3+ HINGE2L2 + HINGESLI + HINGFIEIL3 + HINGFIE2L2 + HTNGFIESLI + HINGF2E2L2 )
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Iytation p

1 galactose

A2GS

ialylation per galactose within
diantennary glycans

A2GS = ((0/2 * (H3N4F1 + HAN4 + H3NS + HAN4F1 + HSN4 + H3NSF1 + HANS + HSNAF1 + HANSF1 + HSNS + HSNSF1 ) + 1/2 * (H4N4E1 + HSNALI +
H4N4FIE + HSN4E] + HANSEI + HSNAFILI + HSN4FIEI + HANSFIE + HSNSE] + HSNSFIEL ) + 2/2 * (HSN4L2 + HSN4EIL1 + HSN4E2 + HSNAF1L2 +
HSN4FIEILI + HSNAFIE2 + HSNSE2 + HSNSFIEILI + HSNSFIE2 ) ) / (H3N4F1 + H4N4 + H3NS + HAN4F1 + HSN4 + H3NSF1 + HANS + HSN4F1 + HAN4EL +
HA4NSF1 + HSNS + HSNALI + HANAFIEI + HSN4E] + HSNSF1 + HANSEI + HSN4FIL1 + HSNAFIE + HANSFIEI + HSNSE1 + HSNAL2 + HSN4EIL1 + HSN4E2
+ HSNSFIEI + HSN4FIL2 + HSNAFIEILI + HSN4F1E2 + HSNSE2 + HSNSFIEILL + HSNSFIE2 ) )/ ((0/2 * (H3N4F1 + H3NS + H3NSF1 ) + 1/2 * (H4N4 +
H4N4F1 + HANS + HAN4E + HANSF + HANAFIE] + HANSEI + HANSFIE1 ) + 212 * (HSN4 + HSNAF1 + HSNS + HSNALI + HSNAEI + HSNSF1 + HSN4FILI +
HSN4FIE! + HSNSE] + HSNAL2 + HSNEILI + HSN4E2 + HSNSF1E1 + HSNAFIL2 + HSN4F1EIL] + HSN4F1E2 + HSNSE2 + HSNSFIEILI + HSNSFIE2 ) )/ (
H3N4F1 + HAN4 + H3NS + HANAF| + HSN4 + H3NSF1 + H4NS + HSN4F1 + HANAEL + HANSF1 + HSNS + HSNALI + HAN4FIE] + HSN4E1 + HSNSF1 +
H4NSE] + HSN4FIL1 + HSNAFIE] + HANSFIE] + HSNSEI + HSNL2 + HSNAEILI + HSN4E2 + HSNSFIEI + HSN4FIL2 + HSNAFIEILI + HSN4F1E2 +

E2 + HSNSFIEIL] + HSNSFIE2 ) )

0.8924

00144

161%

0.864516

0010983

127%

A2FGS

Sialylation per galactose within
fucosylated diantennary glycans

=]

(072 (H3N4F1 + HANAF1 + H3NSF1 + HSNAF1 + HANSF1 + HSNSF1 ) + 1/2 * (HANAFIE1 + HSNAFILI + HSNAF1E1 + HANSFIE] + HSNSFIEL ) +
2/2 * (HSN4FIL2 + HSN4FIEIL] + HSN4FIE2 + HSNSFIEILL + HSNSFIE2 ) ) / (H3NAF1 + HANGF] + H3NSF1 + HSN4F1 + HANSF1 + HANAFIE] + HSNSF1
+ HSNAFILI + HSNFIE] + HANSFIEL + HSNSFIET + HSNAFIL2 + HSNAFIEIL] + HSNAF1E2 + HSNSFIEIL] + HSNSFIE2 ) ) / ((0/2 * (H3N4F1 + H3NSF1 )
+1/2 % (HANAF1 + HANSF1 + HANAFIE + HANSFIEI ) + 212 * (HSN4F1 + HSNSF1 + HSNAFILI + HSNAFIE] + HSNSFIE] + HSNAFIL2 + HSN4FIEILI +
HSNAF1E2 + HSNSFIEIL] + HSNSFIE2 ) ) / (H3NAF1 + HANAF1 + H3NSF1 + HSNAF1 + HANSF1 + HANAFIE] + HSNSFI + HSNAFIL1 + HSNAFIE] +
HANSF1E] + HSNSFIE + HSNAF1L2 + HSNAFIEIL] + HSNAFIE2 + HSNSFIEIL] + HSNSFIE2 ) )

0.6681

5.09%

0.603623

0021313

3.53%

A2FOGS

Sialylation per galactose within non-
fucosylated diantennary glycans

A4FGS

Sialylation per galactose within
fucosylated tetra-antennary glycans

A2FOGS = ( (0/2 * (HAN4 + H3NS + H5N4 + HANS + HSNS ) + 1/2 * (HANAE1 + HSNALI + HSNAEL + HANSE + HSNSEL ) + 2/2 * (HSNAL2 + HSN4EIL1 +
HSNAE2 + HSNSE2 ) ) / (H4N4 + H3NS + H5N4 + HANS + HANAE + HSNS + HSNAL1 + HSNAE] + HANSE1 + HSNSE] + HSN4L2 + HSNAEIL1 + HSNAE2 +
HSNSE2))/( (072 * (H3NS )+ 1/2 * ( HAN4 + H4NS + HAN4E] + HANSE1 ) + 212 * (HSN4 + HSNS + HSNALI + HSN4E1 + HSNSE1 + HSNAL2 + HSN4EILL +
HSNAE2 + HSNSE2 ) ) / (H4N4 + H3NS + H5N4 + HANS + HANAE + HSNS + HSNAL1 + HSNAE] + HANSE1 + HSNSE] + HSN4L2 + HSNAEIL1 + HSNAE2 +
HSNSE2))

0.9383

0.0062

0.66%

0.916688

0.008209

0.90%

A4FGS = (04 % (0)+ /4 * (0) + 2/4 * (0) + 314 * (HINGFIE1L2 + HINGFIE2L1 )+ 4/4 * (HINGFIEIL3 + HTNGF1E2L2 + HINGFIE3LI + HINGF2E2L2 ) ) / (
HINGEIL2 + HINGE2LI + HINGE3 + HTNGF1E1L2 + HINGFIE2L1 + HINGEIL3 + HINGE2L2 + HINGE3L1 + HINGFIEIL3 + HINGFIE2L2 + HINGFIE3LI +
HINGF2E2L2) )/ (04 * (0) + 1/4 * (0) + 2/4 * (0) + 3/4 * (0) + 4/4 * (HINGFIEIL2 + HINGFIE2L1 + HINGFIEIL3 + HIN6FIE2L2 + HINGFIE3L1 +
HINGF2E2L2 ) )/ ( HTNGE1L2 + HTNGELI + HTNGE3 + HINGFIEIL2 + HINGFIE2L1 + HINGEIL3 + HINGE2L2 + HINGESLI + HINGFIEIL3 + HINGFIE2L2
+ HINGFIE3LI + HINGF2E2L2 ) )

0.9084

0.0091

1.00%

0930707

0008443

0.91%

02.3-sialylatic

0 per antenna

02,3-sialylation per antenna within
diantennary glycans

AL = (072 * (H3N4F1 + HAN4 + H3NS + HANAF1 + HSN4 + H3NSF1 + HANS + HSN4F 1 + HAN4E1 + HANSF1 + HSNS + HAN4FIE1 + HSN4E1 + HSNSF1 +
HANSE] + HSNAFIE] + HANSFIE] + HSNSE + HSN4E2 + HSNSF1E] + HSNAF1E2 + HSNSE2 + HSNSFIE2 ) + 1/2 * (HSN4L1 + HSN4FILI + HSN4EILI +
HSNAFIEILI + HSNSFIEILL ) +2/2 * (HSNAL2 + HSNAFIL2 ) ) / (H3NA4F1 + H4N4 + H3NS + HAN4F1 + HSN4 + H3NSF1 + HANS + HSNAFI + HAN4E] +
HANSF1 + HSNS + HSNALI + HANAFIEL + HSN4E1 + HSNSF1 + HANSE] + HSN4FIL1 + HSN4FIEI + HANSFIEI + HSNSE1 + HSNAL2 + HSN4EIL1 + HSN4E2
+ HSNSFIEI + HSN4FIL2 + HSN4FIEILI + HSN4F1E2 + HSNSE2 + HSNSFIEILI + HSNSFIE2 )

0.0568

00044

7.70%

0.036526

0003373

9.23%

2 3-sialylation per antenna within
(riantennary glycans

A3L=(0/3 * (HONSE] + HONSFIE] + HONSE2 + HONSF1E2 + HONSE3 + HONSFIE3 ) + 1/3 * (H6NSEILI + HONSFIEILI + HONSE2L1 + HONSFIE2LI +
HONSF2E2L1 ) +2/3 * (HONSL2 + HONSF1L2 + H6NSEIL2 + H6NSFIEIL2 + HONSF2E1L2 ) + 3/3 * (0) ) / (HONSEI + HONSFIEI + HONSL2 + HONSEIL] +
HONSE2 + HONSFIL2 + HONSFIETLI + HONSF1E2 + HONSEIL2 + HONSE2LI + HONSE3 + HONSFIE1L2 + HONSFIE2L1 + HONSFIE3 + HONSF2EIL2 +
HONSF2E2L1 )

02779

1.86%

0269443

0.007864

2.92%

02,3-sialylation per antenna within
tetra-antennary glycans

AL = (0/4 * (HNGE3 ) + 1/4 * (HTNGE2L1 + HINGFIE2LI + HINGE3LI + HINGFIE3L1 ) + 214 * (HINGEIL2 + HINGFIEIL2 + HINGE2L2 + HTNGFIE2L2 +
HINGF2E2L2 )+ 3/4 * (HINGEIL3 + HINGFIEIL3 ) +4/4 * (0) ) / ( HTNGE1L2 + HTNGELI -+ HTNGE3 + HINGFIEIL2 + HINGFIE2L1 + HINGEIL3 +
HINGEL2 + HINGE3L1 + HINGFIEIL3 + HIN6FIE2L2 + HINGFIE3L1 + HTNGF2E2L2 )

0.4712

0.0103

218%

0515143

001139

221%
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I
[2.6-sialy ation per antenna
A2E = (0/2* (H3N4F1 + HAN4 + H3NS + HANAF1 + HSN4 + H3NSF1 + H4NS + HSN4F1 + HANSF1 + HSNS + HSN4LI + HSNSF1 + HSNAFILI + HSN4L2 +
 12.6-salylation per antenna within HSNAFIL2 )+ 1/2 * (H4N4E] + HANAFIEI + HSN4E1 + HANSE + HSN4FIEI + HANSFIE] + HSNSE] + HSN4EILI + HSNSFIEI + HSN4FIEILI +
A2E ismteronry givass. HSNSFIEILL ) +2/2 * ( HSN4E2 + HSNAFIE2 + HSNSE2 + HSNSFIE2 ) ) / (H3N4F1 + HANA + H3NS + HANAF1 + HSN4 + HINSF1 + HANS + HSN4F1 + 05062 00200 247% 0789328 0015944 2.02%
antennary gl H4NAEI + HANSF1 + HSNS + HSNALI + HN4FIE] + HSNAE! + HSNSF1 + HANSEI + HSNAFILI + HSNAF1E] + HANSFIEI + HSNSEI + HSNAL2 + HSN4EIL1
+ HSN4E2 + HSNSFIEL + HSNAF1L2 + HSN4FIEILI + HSNAFIE2 + HSNSE2 + HSNSFIEILI + HSNSFIE2 )
AJE = (073 * (HONSL2 + HGNSFIL2 ) + 1/3 * (HONSEI + HONSFIE] + HONSEIL] + HONSFIEILI + HONSEIL2 + HONSFIEIL2 + HONSF2EIL2 ) + 2/3 * (
E 02,6-sialylation per antenna within HONSE2 + HONSFIE2 + HNSE2LI + HONSFIEDLI + HONSF2E2L1 ) + 3/3 * (HONSES + HONSFIES ) )/ (HONSEL + HONSFIEL + HONSL2 < HONSEILT + | 0o 0o L 0 o oncane o o000
riantennary glycans HONSE2 + HONSFIL2 + HONSFIEIL] + HONSFIE2 + HONSE1L2 + HONSE2LI + HONSES + HONSFIEIL2 + HONSFIEDLI + HONSFIE3 + HONSF2EIL2 +
HONSF2E2L1)
 12.6-salylation per antenna within A4E = (0/4 * (0)+ 1/4 * (HINGEIL2 + HINGFIEIL2 + HINGEIL3 + HIN6FIEIL3 ) + 2/4 * ( HINGEILI + HINGFIE2LI + HTNGEL2 + HNGFIE2L2 +
A4E - HNGF2E2L2 ) + 344 * (HINGE3 + HTNGESLI + HINGFIESLL ) +4/4 * (0) ) / (HTNGEIL2 + HINGE2LI + HTNGE3 + HINGFIEIL + HINGFIE2LI + HINGEIL3 |0.4272 00082 1.93% 039385 0011386 2.89%
v el + HINGE2L2 + HTNGE3LI + HNGFIEIL3 + HTNGFIE2L2 + HINGFIE3LI + HTNGF2E2L2 )
(423 Sialylation per galactose
AZFGL = (( 02 * (H3NAF1 + HANAF1 + H3NSF1 + HSNAF1 + HANSF1 + HANAF1E] + HSNSF1 + HSNAFIE] + HANSFIEL + HSNSFIE1 + HSNAFIE2 +
HSNSFIE2) + 12 * (HSNAFILI + HSNAFIEILL + HSNSFIEILT ) + 2/2 * (HSN4F1L2 ) )/ (H3NAFI + HANAF1 + H3NSF1 + HSN4F1 + HANSF1 + HANAFIE1 +
apGL  |23-selylation per galactose within HSNSFI + HSNAFILI + HSNAFIE] + HANSFIE] + HSNSFIE] + HSNAFIL2 + HSNAFIEIL] ~ HSNAFIE2 + HSNSFIEILL + HSNSFIED)) /(02 * CHINAFL+ | oo 000 ho b0 0 ogass 7150
fucosylated diantennary glycans H3NSF1 )+ 1/2 * (HANAF1 + HANSF1 + HANAF1E1 + HANSFIEL ) + 2/2 * (HSN4F1 + HSNSF1 + HSNAFIL1 + HSNAFIE] + HSNSFIE] + HSNAFIL2 +
HSNAFIEILT + HSNAFIE2 + HSNSFIEIL] + HSNSFIE2 ) )/ (H3NAF1 + HANAF] + H3NSF1 + HSNAF1 + HANSF1 + HANAF1EL + HSNSF1 + HSN4FIL1 +
HSNAFIE] + HNSFIE] + HSNSFIE] + HSNAFIL2 + HSNAFIEILI + HSNAFIE2 + HSNSFIEILI + HSNSFIE2 ) )
AZFOGL = ((0/2 * (HAN4 + H3NS + HSN4 + HANS + HAN4E] + HSNS + HSNAEI + HANSE] + HSNSE| + HSNAE2 + HSNSE2 ) + 1/2 * (HSNALI + HSNAEILI )
2 sialsltion per aalactose wihin +2/2* (HSNAL2) ) / (HAN4 + H3NS + HSN4 + HANS + HANAE] + HSNS + HSNALI + HSNAE] + HANSE] + HSNSEI + HSNAL2 + HSNAEIL1 + HSN4E2 +
AZFOGL | e dimmtermary dlycine HSNSE2))/((0/2 % (H3N5 )+ 1/2 * (H4N4 + HANS + HANAE] + HANSEL ) + 2/2 * (HSN4 + HSNS + HSNALI + HSN4E1 + HSNSEI + HSNAL2 + HSNAEILL + [0.0445 00039 867%  |0.027291 0.002993 10.97%
> e HSN4E2 + HSNSE2 ) )/ (HAN4 + H3NS + HSN4 + HANS + HAN4EI + HSNS + HSNAL + HSN4EI + HANSE1 + HSNSEI + HSN4L2 + HSNAEIL1 + HSN4E2 +
HSNSE2))
A4FGL = (( 04 *(0) + 1/4 * (HINGFIE2L1 + HTNGFIE3LI ) + 2/4 * (HINGFIEIL2 + HTNGFIE2L2 + HINGF2E2L2 ) + 3/4 * (HINGFIEIL3 ) + 4/4 * (0)) / (
12.3-salylation per galactose within H7NGEIL2 + HINGE2LI + HTNGE3 + HTNGFIE1L2 + HINGFIE2LI + HINGEILS + HINGE2L2 + HTNGESLI + HINGFIEIL3 + HINGFIE2L2 + HINGFIESLI +
AEGL [ e HINGF2E2L2) )/ ((0/4 * (0) + 1/4 * (0) + 214 * (0) + 34 * (0) + 4/4 * (HINGFIEIL2 + HINGFIE2LI + HINGFIEIL3 + HINGFIE2L2 + HINGFIESLI + 04869 00142 202% 0554988 00148 2.67%
Rt antennary gy HINGF2E2L2)) / ( HTNGEIL2 + HTNGE2LI + HTNGE3 + HINGF1EIL2 + HINGFIE2LI + HINGEIL3 + HINGE2L2 + HINGE3LI + HIN6FIEIL3 + HINGFIE2L2
+ HINGFIE3LI + HINGF2E2L2 ) )
A4FOGL = ((0/4 * (HTN6E3 ) + 1/4 * (HINGE2LI + HINGESLI ) +2/4 * (HINGEIL2 + HINGE2L2 ) + 3/4 * (HTNGEIL3 ) + 4/4 * (0) ) / (HIN6EIL2 +
12.3-sialylation per galactose within H7NGE2L1 + HINGE3 + HINGFIEIL2 + HINGFIE2L1 + HTNGEIL3 + HINGE2L2 + HINGESLI + HTNGFIEIL + HINGFIE2L2 + HTNGFIESLI + HINGF2E2L2 )
A4FOGL  |non-fucosylated tetra-antennary 3/((0/4%(0) + 1/4 * (0) + 2/4 * (0) + 3/4 * (0) + 414 * (HINGEIL2 + HINGE2LI + HINGE3 + HTNGEIL3 + HTNGE2L2 + HNGE3L1 ) ) / (HTNGEIL2 + 04620 00120 2.58% 0488436 0013871 284%
glycans H7NGE2L1 + HINGE3 + HTNGFIEIL2 + HTNGFIE2L1 + HTNGEIL3 + HINGE2L2 + HINGESLI + HINGFIEIL + HINGFIE2L2 + HTNGFIESLI + HINGF2E2L2 )
)
[2.6-sialylation per gatactose
AZFGE = (( 02 * (H3NAF1 + HANAF1 + H3NSF1 + HSNAF1 + HANSF1 + HSNSF1 + HSNAFIL1 + HSN4F1L2 ) + 1/2 * (H4NAFIE] + HSNAF1E1 + HANSFIEI +
HSNSF1E] + HSNAFIEILI + HSNSFIEILT ) + 2/2 * ( HSNAFIE2 + HSNSFIE2 ) )/ ( HINAF1 + HANAF1 + H3NSF1  HSN4F1 + HANSFI + HANAFIE1 + HSNSF1
02,6-sialylation per galactose within + HSNAFILI + HSN4FIE] + HANSF1E] + HSNSFIEI + HSNAFIL2 + HSNAFIEIL1 + HSNAF1E2 + HSNSFIEIL] + HSNSFIE2) )/ ((0/2 * (H3NAF1 + H3NSF1 ) <o 07 348t
AFGE i cosylated diantemary glycans 172 % (HANAFT = HANSE] + HANAFTET + HANSFIET ) + 272 * (HSNAF] + HSNSFI + HSNAFILI + HSNAFIE] + HSNSFIEL + HSNAFIL2 + HSNAFIEILT +  [(5375 00269 5.00% - |0SIIIT 0017797 348%
HSNAF1E2 + HSNSFIEILI + HSNSFIE2 ) ) / (H3NAF1 + HANAF1 + H3NSF1 + HSNAF1 + HANSF1 + HANAFIE] + HSNSF1 + HSNAFIL1 + HSNAFIEI +
HANSF1E] + HSNSFIEI + HSNAFIL2 + HSNAF1EIL1 + HSN4F1E2 + HSNSFIEIL + HSNSFIE2 ) )
A2FOGE = (( 0/2 * (H4N4 + H3NS + HSN4 + HANS + HSNS + HSNALI + HSNAL2 ) + 1/2 * (HAN4E] -+ HSN4EI + HNSE1 + HSNSE + HSN4EIL ) + 212 * (
12.6-salylation per galactose within HSN4E2 + HSNSE2 ) ) / ( H4N4 + H3NS + HSN4 + HANS + HANAE + HSNS + HSNAL1 + HSN4EI + HANSE] + HSNSE| + HSNAL2 + HSNAEILI + HSN4E2 +
AZFOGE |G SIOn e enlacose i HSNSE2)) /(02 % (H3NS ) + 1/2 # (H4N4 + HANS + HANAE] + HANSEI ) + 212 * (HSN4 + HSNS + HSN4LI + HSN4EI + HSNSEI + HSNAL2 + HSN4EILL + 08937 00085 095%  [0.889369 0.009482 1.07%
> antennary gly HSN4E2 + HSNSE2 ) )/ (H4N4 + H3NS + HSN4 + HANS + HAN4EI + HSNS + HSNAL1 + HSN4EI + HANSE + HSNSEI + HSN4L2 + HSN4EIL1 + HSN4E2 +
HSNSE2))
A4EGE = (( 0/4 % (0)+ 1/4 % (HIN6FIEIL2 + HIN6FIEIL3 ) + 2/4 * (HINGFIE2L1 + HINGFIE2L2 + HINGF2E2L2 ) + 3/4 * (HINGFIE3LI ) + 414 * (0)) / (
2 6-silslation ner aalactose with HINGE1L2 + HINGE2LI + HTNGE3 + HTINGFIE1L2 + HINGFIE2L1 + HINGEIL3 + HTN6E2L2 + HTNGEL1 + HINGFIEIL3 + HINGF1E2L2 + HIN6F1IE3L1 +
A4FGE ‘;_' -“my»u l‘:"“a'_‘;'r “?‘3 ";'a " HINGF2E2L2 ) )/ ((0/4* (0) + 1/4 * (0) + 2/4 * (0) + 3/4 * (0) + 4/4 * ( HIN6FEIL2 + HIN6F 1E2L1 + HIN6F IEIL3 + HIN6F 1E2L2 + HINGF1E3L1 + 04216 0.0114 270%  |0.375431 0009097 242%
fucosylated tetra-antennary glycans HINGF2E2L2 ) ) / ( HTNGE1L2 + HTINGE2L1 + HINGE3 + HINGFIEIL2 + HTNGF1E2L1 + HTINGEIL3 + HINGE2L2 + HTNGE3L] + HINGF1E1L3 + HINGF1E2L2
+ HINGFIE3LI + HINGF2E2L2 ) )
A4FOGE = ((0/4 * (0) + 1/4 * (HTNGEIL2 + HINGEIL3 ) + 2/4 * (H7NGE2LI + HTNGE2L2 ) + 3/4 * (HTNGE3 + HINGE3L1 ) +4/4 * (0) )/ (HTNGEIL2 +
02,6-sialylation per galactose within HINGE2LI + HTNGES + HTNGFIEIL2 + HINGFIE2LI + HTNGEIL3 + HINGE2L2 + HINGESLI + HINGFIEIL3 + HTNGFIE2L2 + HTNGFIESLI + HTNGF2E2L2 )
A4FOGE  |non-fucosylated tetra-antennary 3/((0/4* (0) + 1/4 * (0) +2/4 * (0) + 3/4 * (0) + 4/4 * (HNGEIL2 + HTNGE2L1 + H7NGE3 + HINGEIL3 + HTNGE2L2 + HINGE3LI ) ) / (HTNGEIL2 + 04305 00103 238%  |0.406343 0017863 440%
glyca HINGE2LI + HTNGES + HTNGFIEIL2 + HINGFIE2L1 + HTNGEIL3 + HINGE2L2 + HINGESLI + HINGFIEIL3 + HINGFIE2L2 + HINGFIESLI + HINGF2E2L2 )
)
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Supplementary Table 4. DiaGene Imputed clinical characteristics

Name

DiaGene with imputed data

Count of imputations

Duration of diabetes, yr, median (IQR)
BMI, kg/m2, mean (+sd)

HDL-c, mmol/L, mean (+sd)

Non-HDL-c, mmol/L, mean (+sd)
Creatinine, pmol/L, mean (+sd)

HbAIc, mmol/mol, mean (£sd)

Systolic blood pressure, mmHg, mean (+sd)
Smoking, no/former/yes

7.90 (3.40-14.00)
30.45 (5.45)

1.17 (0.32)

3.12 (0.90)

83.31 (28.24)
53.23 (1.06)
142.38 (18.97)
479/1014/322

116
126
90
90
118
89
123
172
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Supplementary Table 5. Hoorn DCS Imputed clinical characteristics

Name

Hoorn DCS with imputed data

Count of imputations

Duration of diabetes, yr, median (IQR)
BMI, kg/m2, mean (+sd)

HDL-c, mmol/L, mean (£sd)
Non-HDL-c, mmol/L, mean (+sd)
Creatinine, pmol/L, mean (+sd)

HbA 1¢, mmol/mol, mean (£sd)

Systolic blood pressure, mmHg, mean (+sd)

Smoking, no/former/yes

5.96 (2.92-9.90)
3031 (5.43)
1.18 (0.39)
3.46 (1.47)
79.75 (22.17)
50.84 (11.44)
143.80 (19.29)
920/335/263

1

19
19
20
18
18
9

13
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Supplementary Table 6. Meta analysed associations between derived glycan traits and
cardiovascular disease in type 2 diabetes in the basic model. Glycan values are centered and
scaled. The p -values after FDR correction that are significant (<0.05) are highlighted in green.
Red represents a positive association and blue a negative association. Basic model: age, sex and
the interaction thereof.

Prevalent (cross-sectional)
glycome |OR |SE ICIlower ICIupper Ipval IIZ IIvaal |n Inevent |pval.FDR
A2E 1.0888 0.0425 1.0018 1.1833 0.0452 0.0000 0.9965 3187 916 0.1043
A2EOF 0.8581 0.0423 0.7898 0.9323 0.0003 0.0000 0.6188 3187 916 0.0022
A2EF 0.9101 0.0425 0.8373 0.9892 0.0267 0.0000 0.7852 3187 916 0.0752
A2F 0.9076 0.0424 0.8353 0.9862 0.0221 0.0000 0.8689 3187 916 0.0710
A2F0G 0.9725 0.0417 0.8961 1.0555 0.5048 0.0000 0.3700 3187 916 0.6883
A2F0GE 1.0391 0.0433 0.9546 1.1311 0.3753 0.0000 0.6857 3187 916 0.5629
A2F0GL 0.9446 0.0616 0.8371 1.0659 0.3553 0.4894 0.1617 3187 916 0.5514
A2F0GS 1.0043 0.0431 0.9228 1.0929 0.9216 0.0000 0.6720 3187 916 0.9644
A2F0SOB 1.1318 0.0726 0.9818 1.3047 0.0880 0.6338 0.0985 3187 916 0.1799
A2F0S0G 0.9265 0.0425 0.8524 1.0070 0.0725 0.0000 0.8385 3187 916 0.1553
A2F0SB 0.9907 0.0415 0.9133 1.0746 0.8211 0.0000 0.6122 3187 916 0.9032
A2FG 0.9921 0.0434 09112 1.0802 0.8553 0.0000 0.9302 3187 916 0.9164
A2FGE 1.0527 0.0426 0.9684 1.1442 0.2278 0.0000 0.7157 3187 916 0.3701
A2FGL 1.1097 0.0723 0.9632 1.2786 0.1496 0.6396 0.0958 3187 916 0.2806
A2FGS 1.1170 0.0430 1.0267 1.2153 0.0101 0.0000 0.5760 3187 916 0.0413
A2FS0B 1.3827 0.0444 1.2674 1.5084 0.0000 0.0000 0.8936 3187 916 0.0000
A2FS0G 0.8895 0.0475 0.8104 0.9764 0.0138 0.0000 0.6219 3187 916 0.0494
A2FSB 1.0139 0.0442 0.9297 1.1057 0.7556 0.0760 0.2982 3187 916 0.9032
A2FSG 1.0001 0.0424 0.9203 1.0868 0.9987 0.0000 0.4300 3187 916 0.9987
A2GS 1.1000 0.0429 1.0114 1.1964 0.0261 0.0000 0.9569 3187 916 0.0752
A2L 1.0025 0.0426 0.9222 1.0899 0.9525 0.0000 0.9964 3187 916 0.9741
A2LOF 0.9014 0.0424 0.8295 0.9794 0.0143 0.0000 0.6431 3187 916 0.0494
A2LF 1.0252 0.1111 0.8245 1.2746 0.8229 0.8402 0.0124 3187 916 0.9032
A2SOF 0.8808 0.0415 0.8120 0.9554 0.0022 0.0000 0.6803 3187 916 0.0125
A2SG 1.0643 0.0422 0.9799 1.1560 0.1395 0.0000 0.7530 3187 916 0.2729
A3E 1.1687 0.0427 1.0748 1.2708 0.0003 0.0000 0.3510 3187 916 0.0022
A3F 0.9469 0.1206 0.7477 1.1994 0.6512 0.8599 0.0075 3187 916 0.8618
A3L 0.8696 0.0517 0.7858 0.9623 0.0069 03114 0.2282 3187 916 0.0343
A3LOF 0.8562 0.1139 0.6849 1.0703 0.1727 0.8363 0.0135 3187 916 0.3109
A3LF 0.9709 0.1187 0.7693 1.2253 0.8035 0.8569 0.0082 3187 916 0.9032
A3S 0.9654 0.0418 0.8895 1.0478 0.4000 0.0000 0.7322 3187 916 0.5807
A4E 1.2270 0.0509 1.1106 1.3556 0.0001 0.2699 0.2419 3187 916 0.0009
A4F 0.9736 0.1154 0.7765 1.2207 0.8167 0.8473 0.0105 3187 916 0.9032
A4F0GE 1.2457 0.0424 1.1464 1.3537 0.0000 0.0000 0.6093 3187 916 0.0000
A4FOGL  |082660010.0515 07471 09144 00002 02996 02321 3187 916 0.0022
A4FGE 1.0781 0.1076 0.8731 1.3311 0.4847 0.8372 0.0132 3187 916 0.6816
A4FGL 0.8874 0.0996 0.7300 1.0787 0.2303 0.8087 0.0222 3187 916 0.3701
A4FGS 0.8943 0.0427 0.8226 0.9723 0.0088 0.0000 0.5527 3187 916 0.0397
A4L 0.0637 0.7257 0.9315 0.0021 0.5266 0.1461 3187 916 0.0125
A4S 0.9290 0.0571 0.8306 1.0391 0.1974 0.4322 0.1845 3187 916 0.3417
CA2 0.9171 0.0434 0.8423 0.9986 0.0464 0.0000 0.7137 3187 916 0.1043
CA3 1.0931 0.0437 1.0034 1.1907 0.0415 0.0000 0.7853 3187 916 0.1037
MHy 1.0130 0.0438 0.9296 1.1038 0.7689 0.0000 0.5426 3187 916 0.9032
MM 0.9834 0.0417 0.9062 1.0673 0.6891 0.0000 0.4099 3187 916 0.8859
TA2FS0 0.9125 0.0433 0.8383 0.9933 0.0344 0.0000 0.9959 3187 916 0.0910
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Supplementary Table 6. Meta analysed associations between derived glycan traits and
cardiovascular disease in type 2 diabetes in the basic model. Glycan values are centered and
scaled. The p -values after FDR correction that are significant (<0.05) are highlighted in green.
Red represents a positive association and blue a negative association. Basic model: age, sex and
the interaction thereof.

Incident (Cox)
glycome |HR ISE |CIlower |CIupper |pval IIZ |12pval In Inevent |pval.FDR
A2E 11656  0.1648 0.8439  1.6101 03523  0.7876  0.0300 2254 201 0.7179
A2EOF 09380  0.0714 08156  1.0789 03704  0.0000 03523 2254 201 0.7179
A2EF 09894  0.0699 08627  1.1346  0.8784  0.0000  0.8879 2254 201 0.9469
A2F 09475  0.0727 08217  1.0926 04582  0.0000  0.6274 2254 20l 0.7364
A2F0G 11315 00782 09708 13188  0.1140  0.0000 05023 2254 201 0.6264
A2FOGE  [1.0665 ~ 0.0930 0.8888 12797  0.4890 03775 02050 2254 201 0.7516
A2FOGL  [0.9560  0.0728 0.8288  1.1027 05364  0.0000 09739 2254 201 0.7516
A2FOGS  [1.0429  0.1094 08416 12924  0.7011 05594 01319 2254 201 0.8303
A2F0SOB  [0.9375  0.0781 0.8045  1.0926  0.4088  0.1303 02836 2254 201 0.7179
A2FOSOG  [1.0954 00728 09497 12633 02109  0.0000 05852 2254 201 0.6264
A2FOSB (09419  0.0760 08115  1.0932 04307  0.0000 03863 2254 201 0.7179
A2FG 1.0586  0.0955 0.8779 12765 05510 03640 02099 2254 201 0.7516
A2FGE 11404  0.1508 0.8485  1.5326 03837  0.7688  0.0375 2254 201 0.7179
A2FGL 11071 0.0705 09643  1.2711 0.1488  0.0000  0.7981 2254 201 0.6264
A2FGS 12037  0.1452 09056  1.6000 02016  0.7447 00478 2254 201 0.6264
A2FSOB 10119 0.1593 07405 13829 09406 07909  0.0288 2254 201 0.9469
A2FSOG  [0.8934 00816 0.7613  1.0484  0.1674  0.0000  0.6576 2254 201 0.6264
A2FSB 09332 00740 08073  1.0788 03501 0.0000 04234 2254 201 0.7179
A2FSG 11744  0.1056 09548 14445  0.1281 04624  0.1726 2254 201 0.6264
A2GS 11708  0.1502 08722  1.5715 02938 07467  0.0469 2254 201 0.7179
A2L 10332 00715 0.8982  1.1886  0.6476  0.0000  0.5183 2254 201 0.8079
A2LOF 09365 00725 08125  1.0795 03653  0.0000 07313 2254 201 0.7179
A2LF 1.0917  0.0951 0.9061 13155 03560 03808 02038 2254 201 0.7179
A2S0F 09563  0.0704 08330  1.0978 05253  0.0000 04107 2254 20l 0.7516
A2SG 11079 0.0791 09487 12938  0.1954  0.0000 05048 2254 201 0.6264
A3E 11436 0.1134 09157 14281 02366  0.5981  0.1147 2254 201 0.6264
A3F 10136 0.1944 0.6925 14835 09448 08526 00092 2254 201 0.9469
A3L 0.8819 00706 07680  1.0128  0.0752  0.0000 04713 2254 201 0.6264
A3LOF 09134 01520 06780 12304 05511 0.7491  0.0459 2254 201 0.7516
A3LF 10219 0.1757 07241 14420 09020  0.8229 00175 2254 201 0.9469
A3S 09628  0.0706 0.8384  1.1057  0.5911 0.0000  0.4181 2254 201 0.7823
A4E 11864 0.0947 09855 14283  0.0710 04400 01814 2254 201 0.6264
A4F 09860 02121 0.6507 14941 09469 08765 00044 2254 20l 0.9469
A4FOGE 11717 00705 1.0206 13453  0.0245  0.000 03555 2254 201 0.3677
A4FOGL  [08511° 100714 07400 09789  0.0239 00000 09140 2254 201 03677
A4FGE 10869  0.1025 0.8890  1.3288 04164 05125  0.1521 2254 201 0.7179
A4FGL 0.8905 00714 07742 1.0244  0.1046  0.0000 03594 2254 201 0.6264
A4FGS 09059 00718 07870  1.0429  0.1690  0.0000  0.8752 2254 201 0.6264
A4L [008254555 0.0721 07166 09508  0.0078  0.0000 04179 2254 201 03526
A4S 0.8924 00723 0.7744  1.0283  0.1155  0.0000  0.4271 2254 201 0.6264
CA2 09842  0.0921 08217  1.1789  0.8631 03686 02082 2254 201 0.9469
CA3 1.0414  0.0935 0.8670 12509  0.6643 03944 01988 2254 201 0.8079
MHy 09948  0.0742  0.8601 11505 09435  0.0000 04966 2254 201 0.9469
MM 11161 02346 07048 17676  0.6395 09066  0.0011 2254 201 0.8079
TA2FSO  [0.8809 01065 07149  1.0854 02339 04520  0.1767 2254 201 0.6264
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Supplementary Table 7. Meta analysed associations between derived glycan traits and cardiovascular disease in type 2 diabetes in the full
model. Glycan values are centered and scaled. The p-values after FDR correction that are significant (<0.05) are highlighted in green. Red
represents a positive association and blue a negative association. Full model: age, sex, the interaction thereof, BMI, HDL, non-HDL, duration of
diabetes, eGFR and HbAlc.

| Prevalent (cross-sectional)

|§lycome OR |SE |CIlower |Clupper |pval |12 IIvaal In Inevent Ipval.FDR
A2E 1.0513 0.0437 0.9650 1.1454 0.2525 0.0000 0.7037 3187 916 0.5345
A2EOF 0.8603 0.0434 0.7901 0.9367 0.0005 0.0000 0.9526 3187 916 0.0059
A2EF 0.9240 0.0436 0.8483 1.0065 0.0700 0.0000 0.9937 3187 916 0.2566
A2F 0.9239 0.0434 0.8486 1.0058 0.0679 0.0000 0.8748 3187 916 0.2566
A2F0G 0.9663 0.0426 0.8889 1.0505 0.4213 0.0000 0.5009 3187 916 0.6997
A2FOGE 0.9939 0.0447 0.9105 1.0849 0.8911 0.0000 0.8753 3187 916 0.9548
A2FOGL 0.9886 0.0512 0.8941 1.0930 0.8223 0.2189 0.2579 3187 916 0.9251
A2F0GS 0.9791 0.0440 0.8982 1.0674 0.6318 0.0000 0.6116 3187 916 0.8123
A2F0SOB 1.0930 0.0591 0.9735 1.2272 0.1321 0.4288 0.1858 3187 916 0.3526
A2F0S0G 0.9666 0.0436 0.8874 1.0528 0.4354 0.0000 0.5780 3187 916 0.6997
A2F0SB 1.0009 0.0423 0.9212 1.0874 0.9835 0.0000 0.7371 3187 916 0.9835
A2FG 1.0076 0.0447 0.9231 1.0999 0.8652 0.0000 0.9940 3187 916 0.9496
A2FGE 1.0233 0.0448 0.9372 L1173 0.6068 0.0000 0.5005 3187 916 0.8123
A2FGL 1.1103 0.0697 0.9686 1.2728 0.1332 0.5656 0.1292 3187 916 0.3526
A2FGS 1.0829 0.0446 0.9923 11818 0.0741 0.0000 0.8579 3187 916 0.2566
A2FSOB 0.0463 1.2122 1.4537 0.0000 0.0000 0.8541 3187 916 0.0000
A2FS0G 0.9319 0.0493 0.8462 1.0264 0.1525 0.0000 0.7556 3187 916 0.3813
A2FSB 1.0196 0.0483 0.9276 1.1208 0.6875 0.1796 0.2696 3187 916 0.8594
A2FSG 1.0029 0.0435 0.9209 1.0922 0.9470 0.0000 0.4107 3187 916 0.9685
A2GS 1.0598 0.0439 0.9724 1.1551 0.1862 0.0000 0.7982 3187 916 0.4411
A2L 1.0520 0.0451 0.9630 1.1492 0.2613 0.0000 0.8491 3187 916 0.5345
A2LOF 0.9171 0.0435 0.8422 0.9988 0.0468 0.0000 0.8866 3187 916 0.2566
A2LF 1.0093 0.1210 0.7961 1.2795 0.9393 0.8562 0.0084 3187 916 0.9685
A2S0F 0.8853 0.0423 0.8149 0.9618 0.0040 0.0000 0.9962 3187 916 0.0297
A2SG 1.0510 0.0428 0.9664 1.1430 0.2453 0.0000 0.5649 3187 916 0.5345
A3E 1.0782 0.0472 0.9829 1.1827 0.1108 0.0000 0.7343 3187 916 0.3325
A3F 0.9400 0.1237 0.7377 1.1979 0.6171 0.8581 0.0079 3187 916 0.8123
A3L 0.9171 0.0451 0.8395 1.0018 0.0549 0.0000 0.3582 3187 916 0.2566
A3LOF 0.8778 0.1274 0.6837 1.1268 0.3063 0.8605 0.0074 3187 916 0.5566
A3LF 0.9561 0.1209 0.7543 12118 0.7103 0.8533 0.0090 3187 916 0.8638
A3S 0.9575 0.0425 0.8810 1.0408 0.3075 0.0000 0.5476 3187 916 0.5566
A4E 1.1803 0.0449 1.0809 1.2888 0.0002 0.0000 0.3946 3187 916 0.0033
A4F 0.9694 0.1190 0.7677 1.2242 0.7941 0.8471 0.0106 3187 916 0.9162
A4FOGE 1.1955 0.0443 1.0961 1.3040 0.0001 0.0000 0.8833 3187 916 0.0012
A4FOGL 0.8670 0.0449 0.7939 0.9469 0.0015 0.0000 0.3540 3187 916 0.0135
A4FGE 1.0386 0.1136 0.8313 1.2977 0.7385 0.8401 0.0124 3187 916 0.8746
A4FGL 0.9268 0.1048 0.7547 1.1382 0.4686 0.8080 0.0225 3187 916 0.7271
A4FGS 0.9231 0.0443 0.8464 1.0068 0.0708 0.0000 0.4855 3187 916 0.2566
A4L 0.8618 0.0534 0.7762 0.9569 0.0053 0.2456 0.2496 3187 916 0.0343
A4S 0.9705 0.0510 0.8782 1.0726 0.5576 0.2405 0.2512 3187 916 0.7853
CA2 0.9569 0.0449 0.8762 1.0449 0.3263 0.0000 0.4668 3187 916 0.5648
CA3 1.0471 0.0453 0.9582 1.1443 0.3092 0.0000 0.5185 3187 916 0.5566
MHy 1.0268 0.0453 0.9397 11221 0.5585 0.0000 0.3827 3187 916 0.7853
MM 0.9721 0.0429 0.8937 1.0573 0.5087 0.0000 0.7026 3187 916 0.7631
TA2FSO 0.9285 0.0439 0.8520 1.0120 0.0913 0.0000 0.7557 3187 916 0.2934
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Supplementary Table 7. Meta analysed associations between derived glycan traits and cardiovascular disease in type 2 diabetes in the full
model. Glycan values are centered and scaled. The p-values after FDR correction that are significant (<0.05) are highlighted in green. Red
represents a positive association and blue a negative association. Full model: age, sex, the interaction thereof, BMI, HDL, non-HDL, duration of
diabetes, eGFR and HbAlc.

| Incident (Cox)

|§lycome HR SE |CIlower |CIupper |pval |IZ |12pval |n nevent |pval.FDR
[A2E 1.1846 0.1654 0.8567 1.6381 0.3055 0.7729 0.0359 2254 201 0.6043
A2EOF 0.9525 0.0851 0.8062 1.1253 0.5671 0.2543 0.2468 2254 201 0.8004
A2EF 0.9647 0.0731 0.8359 1.1132 0.6226 0.0000 0.7950 2254 201 0.8004
A2F 0.9298 0.0745 0.8034 1.0761 0.3288 0.0000 0.6407 2254 201 0.6043
A2F0G 1.1434 0.0795 0.9784 1.3362 0.0920 0.0000 0.4506 2254 201 0.5913
[A2FOGE 1.0858 0.0762 0.9352 1.2608 0.2800 0.0068 0.3157 2254 201 0.6043
[A2FOGL 0.9374 0.0754 0.8086 1.0866 0.3910 0.0000 0.8900 2254 201 0.6516
[A2FOGS 1.0543 0.0992 0.8679 1.2806 0.5944 0.4184 0.1898 2254 201 0.8004
[A2F0SOB 0.9229 0.0734 0.7992 1.0656 0.2741 0.0000 0.3292 2254 201 0.6043
A2F0S0G 1.1048 0.0734 0.9568 1.2757 0.1746 0.0000 0.4900 2254 201 0.6043
A2FOSB 0.9338 0.0861 0.7887 1.1056 0.4267 0.1935 0.2655 2254 201 0.6621
[A2FG 1.0359 0.1234 0.8134 1.3194 0.7748 0.6054 0.1114 2254 201 0.8953
A2FGE 1.1391 0.1631 0.8275 1.5680 0.4246 0.7760 0.0346 2254 201 0.6621
[A2FGL 1.0777 0.0743 0.9317 1.2465 0.3139 0.0000 0.9415 2254 201 0.6043
[A2FGS L1811 0.1634 0.8575 1.6269 0.3082 0.7773 0.0341 2254 201 0.6043
A2FSOB 0.9776 0.1838 0.6819 1.4016 0.9020 0.8233 0.0173 2254 201 0.9225
A2FS0G 0.8965 0.0839 0.7605 1.0568 0.1930 0.0000 0.4744 2254 201 0.6043
[A2FSB 0.9230 0.0745 0.7976 1.0683 0.2827 0.0000 0.3339 2254 201 0.6043
A2FSG 1.1357 0.1359 0.8701 1.4823 0.3491 0.6696 0.0819 2254 201 0.6043
A2GS 1.1741 0.1473 0.8798 1.5670 0.2757 0.7218 0.0580 2254 201 0.6043
[A2L 0.9863 0.0759 0.8499 1.1445 0.8555 0.0000 0.7671 2254 201 0.8953
A2LOF 0.9253 0.0744 0.7997 1.0707 0.2972 0.0000 0.7070 2254 201 0.6043
A2LF 1.0313 0.0756 0.8893 1.1961 0.6834 0.0000 0.3699 2254 201 0.8398
[A2S0F 0.9599 0.0726 0.8326 1.1066 0.5724 0.0000 0.3520 2254 201 0.8004
A2SG 1.1106 0.0805 0.9485 1.3004 0.1924 0.0000 0.3652 2254 201 0.6043
A3E 1.1767 0.1354 0.9025 1.5342 0.2294 0.6575 0.0875 2254 201 0.6043
A3F 0.9561 0.1696 0.6856 1.3331 0.7911 0.7997 0.0255 2254 201 0.8953
[A3L 0.8620 0.0755 0.7435 0.9995 0.0492 0.0000 0.4711 2254 201 0.5536
[A3LOF 0.8698 0.1410 0.6598 1.1468 0.3228 0.6914 0.0719 2254 201 0.6043
A3LF 0.9674 0.1523 0.7177 1.3039 0.8277 0.7559 0.0430 2254 201 0.8953
A3S 0.9587 0.0715 0.8332 1.1030 0.5551 0.0000 0.3851 2254 201 0.8004
[A4E 1.2070 0.1038 0.9848 1.4792 0.0699 0.5053 0.1551 2254 201 0.5913
A4F 0.9268 0.1910 0.6374 1.3475 0.6905 0.8426 0.0117 2254 201 0.8398
[A4FOGE 1.1675 0.0771 1.0037 1.3580 0.0446 0.1407 0.2807 2254 201 0.5536
[A4FOGL 0.8517 0.0737 0.7371 0.9841 0.0294 0.0000 0.7723 2254 201 0.5536
A4FGE 1.1066 0.0983 0.9127 1.3417 0.3027 0.4309 0.1850 2254 201 0.6043
[A4FGL 0.8805 0.0742 0.7613 1.0184 0.0864 0.0000 0.3376 2254 201 0.5913
[A4FGS 0.9157 0.0734 0.7930 1.0575 0.2305 0.0000 0.7199 2254 201 0.6043
A4L 0.0778 0.6906 0.9368 0.0051 0.0318 0.3095 2254 201 0.2305
A4S 0.8859 0.0754 0.7642 1.0270 0.1080 0.0000 0.4167 2254 201 0.6043
CA2 1.0031 0.1160 0.7990 1.2592 0.9790 0.5877 0.1194 2254 201 0.9790
CA3 1.0221 0.1156 0.8149 1.2820 0.8498 0.5893 0.1187 2254 201 0.8953
MHy 1.0150 0.0740 0.8780 1.1735 0.8403 0.0000 0.6956 2254 201 0.8953
MM 1.1236 0.2326 0.7122 1.7726 0.6163 0.9062 0.0011 2254 201 0.8004
TA2FSO 0.8888 0.1231 0.6983 1.1314 0.3384 0.5710 0.1268 2254 201 0.6043
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Supplementary Table 8. Meta analysed associations between derived glycan traits and nephropathy in type 2 diabetes in the
basic model. Glycan values are centered and scaled. The p-values after FDR correction that are significant (<0.05) are
highlighted in green. Red represents a positive association and blue a negative association. Basic model: age, sex and the

interaction thereof.

Prevalent (cross-sectional)
glycome OR | SE Cllower | Clupper | pval | 12 2pval | | nevent | pvalFDR
A2E 1.0984 0.0920 0.9171 13155 03077 0.7281 0.0552 3139 603 0.5273
A2EOF 0.9545 0.0467 0.8710 1.0460 03187 0.0000 0.9290 3139 603 0.5273
A2EF 0.9809 0.1089 0.7923 1.2144 0.8595 0.8159 0.0198 3139 603 0.9540
A2F 0.9580 0.0967 0.7925 1.1580 0.6572 0.7617 0.0405 3139 603 0.8215
A2F0G 1.0007 0.0580 0.8931 1.1212 0.9910 0.3483 0.2154 3139 603 0.9910
A2FOGE 1.0682 0.0952 0.8864 1.2873 0.4884 0.7394 0.0501 3139 603 0.7089
A2FOGL 0.8551 0.0487 0.7772 0.9408 0.0013 0.0000 0.5169 3139 603 0.0084
A2F0GS 1.0132 0.0796 0.8669 1.1842 0.8692 0.6293 0.1005 3139 603 0.9540
A2F0S0B 1.1525 0.0474 1.0503 1.2648 0.0027 0.0000 0.6801 3139 603 0.0137
A2F0S0G 0.8981 0.0472 0.8187 0.9852 0.0228 0.0000 0.7570 3139 603 0.0642
A2F0SB 1.0044 0.0500 0.9106 1.1078 0.9303 0.1419 0.2804 3139 603 0.9702
A2FG 0.9566 0.0481 0.8705 1.0513 03567 0.0000 0.6842 3139 603 0.5536
A2FGE 1.1818 0.0473 1.0771 1.2967 0.0004 0.0000 0.4080 3139 603 0.0038
A2FGL 1.0409 0.0663 0.9141 1.1853 0.5451 0.4794 0.1657 3139 603 0.7665
A2FGS 1.2139 0.0482 1.1044 1.3343 0.0001 0.0000 0.8468 3139 603 0.0012
A2FSOB 1.1772 0.0482 1.0711 1.2939 0.0007 0.0000 0.6833 3139 603 0.0054
A2FS0G 102821901 0.0525 0.7415 0.9109 0.0002 0.0000 0.9775 3139 603 0.0021
A2FSB 1.0222 0.1240 0.8017 1.3035 0.8593 0.8507 0.0096 3139 603 0.9540
A2FSG 1.0112 0.0478 0.9207 1.1106 0.8159 0.0000 0.5781 3139 603 0.9540
A2GS 1.1174 0.0921 0.9328 1.3384 0.2283 0.7230 0.0574 3139 603 0.4466
A2L 0.8838 0.0482 0.8041 0.9714 0.0104 0.0000 0.7885 3139 603 0.0389
A2LOF 0.9555 0.0973 0.7897 1.1562 0.6398 0.7638 0.0396 3139 603 0.8215
A2LF 1.0633 0.0531 0.9581 1.1800 0.2484 0.2003 0.2635 3139 603 0.4471
A2S0F 0.9415 0.0457 0.8608 1.0298 0.1874 0.0000 0.7008 3139 603 03833
A2SG 1.0074 0.0761 0.8678 1.1694 0.9231 0.6433 0.0941 3139 603 0.9702
A3E |127950 0.0475 1.1657 1.4044 0.0000 0.0000 0.4733 3139 603 0.0000
A3F 1.0089 0.0508 0.9132 1.1147 0.8609 0.0996 0.2920 3139 603 0.9540
A3L 0.8649 0.0466 0.7894 0.9476 0.0018 0.0000 0.4079 3139 603 0.0104
A3LOF 0.9383 0.0481 0.8539 1.0311 0.1858 0.0000 0.6205 3139 603 03833
A3LF 1.0272 0.0540 0.9241 1.1418 0.6191 0.2014 0.2631 3139 603 0.8193
A3S 1.0564 0.0470 0.9634 1.1584 0.2435 0.0000 0.8136 3139 603 0.4471
A4E 1.0888 0.0870 0.9181 1.2911 03281 0.7004 0.0677 3139 603 0.5273
A4F 1.0031 0.0483 0.9125 1.1028 0.9486 0.0000 0.4609 3139 603 0.9702
A4FOGE 1.0592 0.1052 0.8618 1.3018 0.5845 0.7976 0.0262 3139 603 0.7970
A4FOGL 0.8942 0.0665 0.7850 1.0186 0.0924 0.4985 0.1579 3139 603 02310
A4FGE 1.1188 0.0462 1.0218 1.2249 0.0152 0.0000 0.8624 3139 603 0.0457
A4FGL 0.8748 0.0462 0.7991 0.9576 0.0038 0.0000 0.3539 3139 603 0.0154
A4FGS 09117 0.0618 0.8077 1.0292 0.1349 0.4106 0.1927 3139 603 03196
A4L 0.8767 0.0756 0.7559 1.0168 0.0819 0.6049 0.1116 3139 603 02167
A4S 0.8715 0.0471 0.7946 0.9558 0.0035 0.0000 0.6334 3139 603 0.0154
CA2 0.8884 0.0481 0.8084 0.9763 0.0140 0.0000 0.4361 3139 603 0.0457
CA3 1.1245 0.0483 1.0229 1.2363 0.0152 0.0000 0.3676 3139 603 0.0457
MHy 0.0513 0.7387 0.9032 0.0001 0.0000 0.8161 3139 603 0.0012
MM 1.0333 0.0469 0.9426 1.1328 0.4844 0.0000 0.7396 3139 603 0.7089
TA2FS0 0.9300 0.0501 0.8430 1.0261 0.1481 0.0469 03057 3139 603 03332
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Supplementary Table 8. Meta analysed associations between derived glycan traits and nephropathy in type 2 diabetes in the
basic model. Glycan values are centered and scaled. The p-values after FDR correction that are significant (<0.05) are
highlighted in green. Red represents a positive association and blue a negative association. Basic model: age, sex and the
interaction thereof.

Incident (Cox)
glycome HR | SE | Cllower | Clupper | pval | 12 | 12pval | | nevent | pval.FDR
A2E 1.0488 0.0517 0.9477 1.1607 0.3566 0.0000 0.8910 2486 402 0.7294
A2EOF 0.9853 0.0950 0.8180 1.1868 0.8760 0.6900 0.0725 2486 402 0.9615
A2EF 1.0198 0.0623 0.9025 1.1522 0.7533 0.3041 0.2306 2486 402 0.9615
A2F 0.9824 0.0538 0.8841 1.0917 0.7418 0.0559 0.3034 2486 402 0.9615
A2FOG 0.9869 0.0511 0.8929 1.0909 0.7965 0.0000 0.4018 2486 402 0.9615
A2FOGE 0.9858 0.0512 0.8917 1.0899 0.7800 0.0000 0.6138 2486 402 0.9615
A2FOGL 0.9382 0.0516 0.8479 1.0380 02159 0.0000 0.9423 2486 402 0.6478
A2F0GS 0.9437 0.0499 0.8559 1.0407 0.2456 0.0000 0.3492 2486 402 0.6502
A2F0SO0B 1.1745 0.0923 0.9801 1.4074 0.0815 0.6799 0.0772 2486 402 0.2821
A2F0S0G 0.8778 0.0696 0.7659 1.0060 0.0610 0.4341 0.1837 2486 402 0.2286
A2FOSB 1.0020 0.0509 0.9068 1.1071 0.9692 0.0000 0.7914 2486 402 0.9978
A2FG 0.9574 0.0525 0.8637 1.0612 0.4068 0.0000 0.4419 2486 402 0.7959
A2FGE 1.1533 0.0495 1.0467 1.2707 0.0040 0.0000 0.7485 2486 402 0.0593
A2FGL 0.9985 0.0639 0.8810 1.1318 0.9814 03241 0.2239 2486 402 0.9978
A2FGS 1.1692 0.0508 1.0584 1.2915 0.0021 0.0000 0.7823 2486 402 0.0469
A2FSOB 1.1225 0.0611 0.9959 1.2652 0.0584 0.2527 0.2474 2486 402 0.2286
A2FS0G |OB TSI 0.0569 0.7258 0.9073 0.0002 0.0000 0.3501 2486 402 0.0110
A2FSB 1.0565 0.0516 0.9548 1.1690 0.2870 0.0000 0.6031 2486 402 0.6798
A2FSG 1.0287 0.0819 0.8761 1.2079 0.7294 0.5684 0.1280 2486 402 0.9615
A2GS 1.0543 0.0516 0.9529 1.1665 03058 0.0000 0.7028 2486 402 0.6880
A2L 0.9467 0.0513 0.8561 1.0468 0.2854 0.0000 0.9033 2486 402 0.6798
A2LOF 0.9860 0.0521 0.8903 1.0920 0.7865 0.0000 0.3234 2486 402 0.9615
A2LF 0.9964 0.0516 0.9006 1.1024 0.9445 0.0000 0.4485 2486 402 0.9978
A2S0F 1.0164 0.0693 0.8874 1.1642 0.8138 0.4539 0.1760 2486 402 0.9615
A2SG 0.9850 0.0537 0.8867 1.0943 0.7785 0.0000 0.5456 2486 402 0.9615
A3E 1.0979 0.0605 0.9752 1.2361 0.1226 02751 0.2402 2486 402 03939
A3F 0.9653 0.0529 0.8703 1.0708 0.5046 0.0000 0.6565 2486 402 0.8734
A3L 0.8659 0.0633 0.7649 0.9802 0.0228 0.3449 0.2166 2486 402 0.1462
A3LOF 0.9515 0.0529 0.8577 1.0556 03481 0.0000 0.3605 2486 402 0.7294
ASLF 0.9839 0.0526 0.8875 1.0907 0.7571 0.0000 0.7801 2486 402 0.9615
A3S 0.9096 0.0490 0.8264 1.0013 0.0531 0.0000 0.7406 2486 402 0.2286
A4E 1.1152 0.0505 1.0101 1.2312 0.0308 0.0000 0.7563 2486 402 0.1541
A4F 0.9629 0.0529 0.8681 1.0681 0.4748 0.0000 0.3849 2486 402 0.8546
A4FOGE 1.1352 0.0503 1.0286 1.2528 0.0117 0.0000 0.4760 2486 402 0.0891
A4FOGL 0.8798 0.0509 0.7962 0.9721 0.0119 0.0000 0.4399 2486 402 0.0891
A4FGE 1.0522 0.0679 0.9211 1.2018 0.4537 0.4261 0.1868 2486 402 0.8507
A4FGL 0.9792 0.0514 0.8853 1.0829 0.6820 0.0000 0.7045 2486 402 0.9615
A4FGS 1.0094 0.0535 0.9090 1.1209 0.8613 0.0422 0.3069 2486 402 0.9615
A4L 0.8909 0.0519 0.8047 0.9863 0.0260 0.0127 03142 2486 402 0.1462
A4S 0.9462 0.0884 0.7956 1.1253 0.5316 0.6548 0.0888 2486 402 0.8860
CA2 0.9866 0.0760 0.8500 1.1451 0.8588 0.5074 0.1542 2486 402 0.9615
CA3 1.0002 0.0803 0.8546 1.1707 0.9978 0.5571 0.1329 2486 402 0.9978
MHy 0.8686 0.0547 0.7803 0.9669 0.0100 0.0000 0.6262 2486 402 0.0891
MM 1.0218 0.0495 0.9273 1.1259 0.6630 0.0000 0.9692 2486 402 0.9615
TA2FSO 0.9379 0.0541 0.8436 1.0427 0.2357 0.0000 0.4758 2486 402 0.6502
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Supplementary Table 9. Meta analysed associations between derived glycan traits and nephropathy in type 2 diabetes in the full model.
Glycan values are centered and scaled. The p -values after FDR correction that are significant (<0.05) are highlighted in green. Red
represents a positive association and blue a negative association. Full model: age, sex, the interaction thereof, BMI, HDL, non-HDL,
duration of diabetes, eGFR and HbAlc.

| Prevalent (cross-sectional)

Lglycome OR |SE |CIlower |CIupper |pval |12 |12pval n nevent Ipval.FDR
A2E 1.0234 0.1063 0.8309 1.2605 0.8280 0.7749 0.0351 3139 603 0.9819
A2EOF 1.0044 0.0492 0.9120 1.1060 0.9294 0.0000 0.8278 3139 603 0.9819
A2EF 0.9957 0.1193 0.7881 1.2580 0.9712 0.8318 0.0148 3139 603 0.9819
A2F 0.9959 0.1105 0.8019 1.2369 0.9706 0.8007 0.0251 3139 603 0.9819
A2FOG 0.9801 0.0596 0.8721 1.1015 0.7355 03454 02165 3139 603 0.9819
A2FOGE 1.0312 0.1051 0.8393 1.2671 0.7699 0.7571 0.0425 3139 603 0.9819
A2FOGL 0.9134 0.0554 0.8195 1.0182 0.1022 0.1345 0.2824 3139 603 0.4601
A2FOGS 1.0043 0.0841 0.8516 1.1843 0.9594 0.6257 0.1022 3139 603 0.9819
A2F0SO0B 1.1213 0.0493 1.0180 1.2351 0.0202 0.0000 0.7033 3139 603 0.2276
A2F0S0G 0.9191 0.0494 0.8342 1.0125 0.0876 0.0000 0.4074 3139 603 0.4601
A2FOSB 1.0118 0.0478 0.9214 11112 0.8056 0.0000 03335 3139 603 0.9819
A2FG 0.9332 0.0500 0.8460 1.0293 0.1670 0.0000 0.7904 3139 603 0.6612
A2FGE 1.0960 0.0507 0.9923 1.2106 0.0707 0.0000 03192 3139 603 0.4601
A2FGL 1.0068 0.0926 0.8396 1.2072 0.9418 0.6784 0.0778 3139 603 0.9819
A2FGS 1.1078 0.0510 1.0025 1.2242 0.0445 0.0000 0.8582 3139 603 0.4008
A2FSOB 1.0725 0.0518 0.9690 1.1871 0.1763 0.0000 0.8748 3139 603 0.6612
A2FS0G |0386920 1 0.0552 0.7800 0.9686 0.0112 0.0000 0.9889 3139 603 0.1676
A2FSB 1.0437 0.1204 0.8243 1.3216 0.7224 0.8307 0.0151 3139 603 0.9819
A2FSG 0.9769 0.0497 0.8862 1.0768 0.6378 0.0000 0.8390 3139 603 0.9819
A2GS 1.0486 0.1002 0.8616 1.2761 0.6358 0.7388 0.0504 3139 603 0.9819
A2L 0.9164 0.0520 0.8277 1.0146 0.0928 0.0000 0.6536 3139 603 0.4601
A2LOF 0.9974 0.1135 0.7985 1.2459 0.9819 0.8093 0.0220 3139 603 0.9819
A2LF 1.0118 0.0501 0.9173 1.1162 0.8141 0.0000 0.5899 3139 603 0.9819
A2S0F 0.9774 0.0482 0.8893 1.0744 0.6363 0.0000 0.4474 3139 603 0.9819
A2SG 0.9705 0.0847 0.8221 1.1457 0.7238 0.6937 0.0708 3139 603 0.9819
A3E |67 0.0527 1.0532 1.2947 0.0032 0.0000 0.6268 3139 603 0.1459
A3F 0.9678 0.0510 0.8757 1.0697 0.5216 0.0000 0.3814 3139 603 0.9819
A3L 0.9571 0.0505 0.8669 1.0568 0.3856 0.0000 0.3289 3139 603 0.9819
A3LOF 0.9472 0.0505 0.8579 1.0458 0.2828 0.0000 0.7073 3139 603 0.9089
A3LF 0.9704 0.0509 0.8782 1.0722 0.5547 0.0000 0.3798 3139 603 0.9819
A3S 1.0864 0.0492 0.9866 1.1964 0.0919 0.0000 0.4672 3139 603 0.4601
A4E 1.0080 0.0963 0.8346 12173 0.9343 0.7168 0.0602 3139 603 0.9819
A4F 0.9600 0.0513 0.8683 1.0615 0.4261 0.0000 0.5787 3139 603 0.9819
A4FOGE 0.9801 0.1065 0.7954 1.2076 0.8500 0.7740 0.0354 3139 603 0.9819
A4FOGL 1.0023 0.0828 0.8521 1.1789 0.9782 0.6202 0.1047 3139 603 0.9819
A4FGE 1.0549 0.0494 0.9576 1.1622 02791 0.0000 0.4470 3139 603 0.9089
A4FGL 0.9496 0.0720 0.8247 1.0935 0.4728 0.5100 0.1531 3139 603 0.9819
A4FGS 0.9834 0.0802 0.8403 1.1508 0.8344 0.6032 0.1124 3139 603 0.9819
A4L 0.9745 0.0883 0.8196 1.1586 0.7697 0.6564 0.0880 3139 603 0.9819
A4S 0.9543 0.0497 0.8657 1.0520 03472 0.0000 0.6704 3139 603 0.9819
CA2 0.9336 0.0784 0.8006 1.0887 0.3807 0.5724 0.1262 3139 603 0.9819
CA3 1.0625 0.0792 0.9097 1.2410 0.4440 0.5758 0.1247 3139 603 0.9819
MHy 0.0534 0.7817 0.9636 0.0079 0.0000 0.4378 3139 603 0.1676
MM 1.0297 0.0490 0.9354 1.1335 0.5504 0.0000 0.3604 3139 603 0.9819
TA2FS0 0.9947 0.0578 0.8883 1.1140 0.9271 0.2309 02542 3139 603 0.9819
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Supplementary Table 9. Meta analysed associations between derived glycan traits and nephropathy in type 2 diabetes in the full model.
Glycan values are centered and scaled. The p-values after FDR correction that are significant (<0.05) are highlighted in green. Red
represents a positive association and blue a negative association. Full model: age, sex, the interaction thereof, BMI, HDL, non-HDL,
duration of diabetes, eGFR and HbAlc.

| Incident (Cox)

Lglycome HR |SE |CIlower |CIupper |pval IIZ |12pval In nevent |pval.FDR
A2E 0.9973 0.0521 0.9005 1.1044 0.9580 0.0000 0.9264 2486 402 0.9946
A2EOF 0.9746 0.0823 0.8294 1.1451 0.7541 0.5768 0.1242 2486 402 0.9946
A2EF 1.0087 0.0533 0.9087 1.1196 0.8713 0.0000 0.4414 2486 402 0.9946
A2F 0.9833 0.0531 0.8862 1.0912 0.7515 0.0000 0.4795 2486 402 0.9946
A2FOG 0.9712 0.0553 0.8715 1.0823 0.5969 0.1213 0.2861 2486 402 0.9946
A2FOGE 0.9200 0.0526 0.8299 1.0198 0.1126 0.0000 0.6441 2486 402 0.7424
A2FOGL 0.9994 0.0532 0.9005 1.1092 0.9912 0.0000 0.8378 2486 402 0.9946
A2F0GS 0.8999 0.0507 0.8148 0.9940 0.0376 0.0000 03851 2486 402 0.4228
A2F0S0B 1.1348 0.0910 0.9494 1.3564 0.1647 0.6638 0.0846 2486 402 0.7424
A2F0S0G 0.9122 0.0619 0.8079 1.0299 0.1377 02715 02413 2486 402 0.7424
A2F0SB 1.0142 0.0517 0.9165 1.1224 0.7851 0.0000 0.5708 2486 402 0.9946
A2FG 0.9650 0.0526 0.8704 1.0697 0.4977 0.0000 0.5860 2486 402 0.9946
A2FGE 1.0848 0.0519 0.9798 1.2011 0.1170 0.0000 0.7845 2486 402 0.7424
A2FGL 1.0290 0.0550 0.9239 1.1460 0.6029 0.0244 03113 2486 402 0.9946
A2FGS 1.1083 0.0520 1.0009 12273 0.0480 0.0000 0.7576 2486 402 0.4324
A2FSOB 1.0795 0.0551 0.9690 1.2026 0.1650 0.0328 0.3092 2486 402 0.7424
A2FS0G |078588I 0.0582 0.7663 0.9625 0.0088 0.0000 0.4380 2486 402 0.3979
A2FSB 1.0684 0.0522 0.9644 1.1835 0.2053 0.0000 0.4410 2486 402 0.8398
A2FSG 1.0073 0.0673 0.8827 1.1494 0.9140 0.3662 0.2091 2486 402 0.9946
A2GS 0.9996 0.0523 0.9023 1.1075 0.9946 0.0000 0.7212 2486 402 0.9946
A2L 1.0071 0.0536 0.9067 1.1187 0.8944 0.0000 0.9561 2486 402 0.9946
A2LOF 0.9864 0.0532 0.8888 1.0948 0.7968 0.0000 0.4960 2486 402 0.9946
A2LF 0.9767 0.0533 0.8798 1.0842 0.6577 0.0000 0.7150 2486 402 0.9946
A2SOF 1.0074 0.0607 0.8945 1.1346 0.9026 0.2877 0.2361 2486 402 0.9946
A2SG 0.9693 0.0540 0.8720 1.0775 0.5637 0.0000 03373 2486 402 0.9946
AE 0.9610 0.0564 0.8605 1.0733 0.4804 0.0000 0.4319 2486 402 0.9946
A3F 0.9746 0.0544 0.8761 1.0843 0.6368 0.0000 0.7632 2486 402 0.9946
AL 0.9448 0.0698 0.8240 1.0833 0.4157 03894 0.2006 2486 402 0.9946
A3LOF 0.9970 0.0549 0.8953 1.1102 0.9560 0.0000 0.4844 2486 402 0.9946
ASLF 0.9803 0.0539 0.8821 1.0895 0.7121 0.0000 09131 2486 402 0.9946
A3S 0.8986 0.0496 0.8154 0.9904 0.0312 0.0000 0.4249 2486 402 0.4228
A4E 1.0334 0.0527 0.9319 1.1459 0.5334 0.0000 0.7256 2486 402 0.9946
A4F 0.9751 0.0542 0.8767 1.0845 0.6418 0.0000 0.4491 2486 402 0.9946
A4FOGE 1.0607 0.0521 0.9577 1.1749 0.2582 0.0000 0.4859 2486 402 0.8938
A4FOGL 0.9606 0.0536 0.8647 1.0671 0.4534 0.0000 0.3822 2486 402 0.9946
A4FGE 0.9809 0.0634 0.8663 1.1107 0.7611 0.2895 02355 2486 402 0.9946
A4FGL 1.0648 0.0545 0.9569 1.1848 0.2495 0.0000 0.8624 2486 402 0.8938
A4FGS 1.0727 0.0798 0.9174 1.2544 0.3792 0.5296 0.1448 2486 402 0.9946
A4L 0.9854 0.0613 0.8739 11113 0.8109 0.1904 0.2664 2486 402 0.9946
A4S 1.0171 0.0876 0.8566 1.2076 0.8469 0.6233 0.1032 2486 402 0.9946
CA2 1.0414 0.0542 0.9365 1.1581 0.4539 0.0000 03631 2486 402 0.9946
CA3 0.9405 0.0589 0.8380 1.0556 0.2979 0.1414 0.2805 2486 402 0.9574
MHy 0.0554 0.7877 0.9786 0.0187 0.0000 0.4687 2486 402 0.4208
MM 1.0043 0.0504 0.9099 1.1086 0.9314 0.0000 0.7145 2486 402 0.9946
TA2FS0 0.9585 0.0540 0.8622 1.0656 0.4326 0.0000 0.5959 2486 402 0.9946
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Supplementary Table 10. Meta analysed associations between derived glycan traits and retinopathy in type 2 diabetes in the basic model.
Glycan values are centered and scaled. The p-values after FDR correction that are significant (<0.05) are highlighted in green. Red
represents a positive association and blue a negative association. Basic model: age, sex and the interaction thereof.

| Prevalent (cross-sectional)

Iglycome |OR |SE |Cllower |Clupper |pval 12 |12pval In |nevent |pval.FDR
A2E 0.9297 0.0479 0.8464 1.0212 0.1281 0.0000 0.7989 3217 505 0.4794
A2EOF 0.9484 0.0491 0.8614 1.0441 0.2799 0.0000 0.7490 3217 505 0.5432
A2EF 1.0741 0.0597 0.9555 1.2074 02310 03359 0.2198 3217 505 0.5198
A2F 1.0658 0.0481 0.9699 11712 0.1851 0.0000 0.4503 3217 505 0.4794
A2FOG 0.9210 0.0818 0.7846 1.0812 0.3145 0.6525 0.0898 3217 505 0.5662
A2FOGE 0.8682 0.0492 0.7884 0.9561 0.0041 0.0000 03525 3217 505 0.0917
A2FOGL 1.0423 0.0492 0.9466 1.1478 0.3990 0.0000 0.7585 3217 505 0.6905
A2F0GS 0.8585 0.0652 0.7555 0.9756 0.0194 0.4344 0.1836 3217 505 0.2903
A2F0S0B 0.9943 0.0500 0.9015 1.0967 0.9092 0.0000 0.5959 3217 505 0.9742
A2F0S0G 1.0873 0.0503 0.9852 1.2000 0.0962 0.0000 0.8250 3217 505 0.4558
A2FOSB 1.0809 0.0552 0.9702 1.2043 0.1583 02517 0.2477 3217 505 0.4794
A2FG 1.0112 0.0509 0.9153 11172 0.8260 0.0000 0.3632 3217 505 0.9530
A2FGE 1.0841 0.0497 0.9835 1.1949 0.1041 0.0000 0.4697 3217 505 0.4558
A2FGL 0.9997 0.0499 0.9065 1.1025 0.9949 0.0000 0.7366 3217 505 0.9997
A2FGS 1.0852 0.0499 0.9840 1.1968 0.1017 0.0000 0.6134 3217 505 0.4558
A2FSOB 1.0275 0.0509 0.9299 1.1352 0.5943 0.0000 0.9443 3217 505 0.9209
A2FS0G 0.9424 0.0553 0.8456 1.0503 0.2834 0.0000 0.6726 3217 505 0.5432
A2FSB 1.0059 0.0497 0.9126 1.1088 0.9056 0.0000 0.7342 3217 505 0.9742
A2FSG 1.0233 0.0501 0.9276 1.1288 0.6458 0.0000 0.8693 3217 505 0.9209
A2GS 0.9409 0.0481 0.8562 1.0339 0.2053 0.0000 0.6727 3217 505 0.4862
A2L 1.0667 0.0488 0.9693 1.1738 0.1862 0.0000 0.7050 3217 505 0.4794
A2LOF 1.0558 0.0482 0.9607 1.1604 0.2597 0.0000 0.4882 3217 505 0.5432
A2LF 1.0884 0.0514 0.9841 1.2037 0.0992 0.0469 0.3057 3217 505 0.4558
A2SOF 0.9722 0.0486 0.8839 1.0693 0.5612 0.0000 0.9536 3217 505 0.9020
A2SG 0.9250 0.0737 0.8006 1.0687 0.2897 0.5825 0.1217 3217 505 0.5432
A3E 0.9176 0.0492 0.8332 1.0106 0.0807 0.0000 0.3895 3217 505 0.4558
A3F 1.1044 0.0624 0.9773 1.2479 0.1114 0.3299 0.2219 3217 505 0.4558
A3L 0.9880 0.0492 0.8971 1.0880 0.8058 0.0000 0.5659 3217 505 0.9530
A3LOF 1.1379 0.0958 0.9430 1.3730 0.1778 0.7245 0.0567 3217 505 0.4794
A3LF 1.0969 0.0626 0.9703 1.2402 0.1394 03388 0.2188 3217 505 0.4794
A3S 0.8977 0.0827 0.7633 1.0556 0.1917 0.6474 0.0922 3217 505 0.4794
A4E 1.0167 0.0493 0.9230 1.1198 0.7374 0.0000 0.9991 3217 505 0.9217
A4F 1.1197 0.0507 1.0137 1.2367 0.0259 0.0000 03631 3217 505 0.2910
A4FOGE 1.0347 0.0490 0.9399 1.1390 0.4868 0.0000 0.3900 3217 505 0.8114
A4FOGL 0.9787 0.0489 0.8893 1.0770 0.6592 0.0000 0.3838 3217 505 0.9209
A4FGE 0.9840 0.0678 0.8617 1.1238 0.8121 0.4642 0.1719 3217 505 0.9530
A4FGL 1.0240 0.0567 0.9163 1.1444 0.6753 0.2408 02511 3217 505 0.9209
A4FGS 0.9998 0.0498 0.9069 1.1023 0.9972 0.0000 0.9860 3217 505 0.9997
A4L 1.0000 0.0492 0.9082 1.1012 0.9997 0.0000 0.8976 3217 505 0.9997
A4S 1.0183 0.0493 0.9246 1.1216 0.7121 0.0000 0.8831 3217 505 0.9217
CcA2 1.0231 0.0512 0.9253 11312 0.6560 0.0000 0.3275 3217 505 0.9209
CA3 0.9757 0.0707 0.8495 1.1208 0.7281 0.4675 0.1706 3217 505 0.9217
MHy (0502 0.0718 0.6865 0.9096 0.0010 0.4033 0.1955 3217 505 0.0468
MM 0.9049 0.0488 0.8223 0.9958 0.0407 0.0000 0.6591 3217 505 0.3663
TA2FS0 1.0073 0.0482 0.9165 1.1070 0.8802 0.0000 0.9420 3217 505 0.9742
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Supplementary Table 10. Meta analysed associations between derived glycan traits and retinopathy in type 2 diabetes in the basic model.
Glycan values are centered and scaled. The p-values after FDR correction that are significant (<0.05) are highlighted in green. Red
represents a positive association and blue a negative association. Basic model: age, sex and the interaction thereof.

| Incident (Cox)

Iglycome |HR |SE |Cllower |Clupper |pval |12 |12pval |n |nevent |pval.FDR
A2E 0.9376 0.0550 0.8417 1.0444 0.2416 0.0000 0.8196 2639 345 03884
A2EOF 1.0242 0.0928 0.8538 1.2285 0.7971 0.6017 0.1131 2639 345 0.8540
A2EF 1.0841 0.0801 0.9267 1.2683 03131 0.5566 0.1332 2639 345 0.4403
A2F 1.1029 0.0642 0.9724 1.2509 0.1273 02668 0.2429 2639 345 03370
A2F0G 0.8960 0.0867 0.7560 1.0619 0.2053 0.5888 0.1189 2639 345 0.3851
A2FOGE 0.9898 0.0563 0.8864 1.1051 0.8547 0.0448 03062 2639 345 0.8741
A2FOGL 0.9557 0.0559 0.8565 1.0665 0.4181 0.0000 0.7643 2639 345 0.5534
A2FOGS 0.9710 0.0749 0.8384 1.1246 0.6941 0.4443 0.1798 2639 345 0.8220
A2F0S0B 1.1013 0.0549 0.9890 1.2265 0.0787 0.0000 0.8362 2639 345 03370
A2F0S0G 0.8816 0.0539 0.7931 0.9799 0.0195 0.0000 0.6203 2639 345 02922
A2FOSB L1576 0.0522 1.0451 1.2823 0.0050 0.0000 0.3550 2639 345 0.2266
A2FG 0.9397 0.0561 0.8418 1.0490 02677 0.0000 0.6005 2639 345 0.4153
A2FGE 1.0883 0.1004 0.8939 13249 0.3995 0.6830 0.0757 2639 345 0.5448
A2FGL 0.9822 0.0661 0.8629 11181 0.7864 02487 0.2486 2639 345 0.8540
A2FGS 1.0867 0.0690 0.9493 1.2440 02279 03212 02248 2639 345 03851
A2FSOB 1.0574 0.0550 0.9493 1.1779 03104 0.0000 0.8565 2639 345 0.4403
A2FSO0G 0.8660 0.1202 0.6843 1.0959 0.2310 0.7138 0.0616 2639 345 03851
A2FSB 1.0236 0.0551 09188 1.1402 0.6723 0.0000 0.9519 2639 345 0.8177
A2FSG 0.9882 0.0559 0.8857 1.1026 0.8319 0.0000 0.9058 2639 345 0.8706
A2GS 0.9748 0.0549 0.8754 1.0856 0.6425 0.0000 03615 2639 345 0.8032
A2L 0.9597 0.0560 0.8599 1.0710 0.4620 0.0000 0.9809 2639 345 0.5940
A2LOF 1.0964 0.0673 0.9610 1.2510 0.1713 03368 02195 2639 345 0.3846
A2LF 1.1033 0.0575 0.9857 1.2351 0.0874 0.0000 0.9693 2639 345 03370
A2SOF 1.0064 0.0899 0.8438 1.2003 0.9438 0.5930 0.1170 2639 345 0.9438
A2SG 0.9035 0.0503 0.8187 0.9971 0.0437 0.0000 0.9930 2639 345 0.3370
A3E 1.0735 0.0539 0.9659 1.1930 0.1880 0.0000 03649 2639 345 0.3846
A3F 1.0921 0.0572 0.9763 12217 0.1235 0.0000 03482 2639 345 03370
A3L 0.9014 00545 0.8102 1.0030 0.0568 0.0000 0.9659 2639 345 03370
A3LOF 1.0864 0.0571 09713 12152 0.1468 0.0000 0.8776 2639 345 03670
A3LF 1.1036 0.0589 0.9834 1.2386 0.0939 0.0650 03011 2639 345 03370
A3S 0.9187 0.0674 0.8051 1.0484 0.2083 03557 02128 2639 345 0.3851
A4E 1.1064 0.0547 0.9939 12316 0.0647 0.0000 0.8169 2639 345 03370
A4F 1.0973 0.0609 0.9739 12363 0.1273 0.0985 02923 2639 345 03370
A4FOGE 1.1030 0.0549 0.9905 1.2283 0.0740 0.0000 0.7876 2639 345 03370
A4FOGL 09142 0.0548 0.8210 1.0179 0.1018 0.0000 0.9293 2639 345 03370
A4FGE 1.0867 0.0533 0.9789 1.2064 0.1187 0.0000 0.8300 2639 345 03370
A4FGL 0.9293 0.0547 0.8347 1.0345 0.1800 0.0000 0.6561 2639 345 0.3846
A4FGS 0.9747 0.0792 0.8346 1.1383 0.7460 04773 0.1666 2639 345 0.8540
A4L 09125 0.0554 0.8185 1.0172 0.0985 0.0000 0.9275 2639 345 03370
A4S 0.9852 00555 0.8837 1.0984 0.7884 0.0000 0.6244 2639 345 0.8540
CcA2 1.0718 0.0577 0.9572 1.2001 02295 0.0000 04751 2639 345 03851
CA3 0.9214 0.0578 0.8227 1.0318 0.1564 0.0000 0.5667 2639 345 03703
MHy [0:8179 ] 0.0812 0.6976 0.9590 0.0133 0.4338 0.1838 2639 345 0.2922
MM 0.9439 0.0549 0.8477 1.0510 0.2925 0.0000 0.9701 2639 345 0.4388
TA2FS0 1.1037 0.0544 0.9920 1.2280 0.0698 0.0000 0.8238 2639 345 03370
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Supplementary Table 11. Meta analysed associations between derived glycan traits and retinopathy in type 2 diabetes in the full model.
Glycan values are centered and scaled. The p-values after FDR correction that are significant (<0.05) are highlighted in green. Red
represents a positive association and blue a negative association. Full model: age, sex, the interaction thereof, BMI, HDL, non-HDL,
duration of diabetes, eGFR and HbAlc.

Prevalent (cross-sectional)
glycome |OR |SE |Cllower |Clupper |pval |12 |12pval |n |nevent |pval.FDR
A2E 0.9302 0.0525 0.8394 1.0310 0.1680 0.0000 0.7128 3217 505 0.7789
A2EOF 0.9831 0.0541 0.8842 1.0930 0.7521 0.0000 0.8989 3217 505 0.8461
A2EF 1.0539 0.0683 0.9218 1.2049 0.4421 0.3956 0.1983 3217 505 0.7789
A2F 1.0620 0.0522 0.9586 1.1764 0.2497 0.0000 0.3984 3217 505 0.7789
A2F0G 0.9290 0.0818 0.7914 1.0905 0.3677 0.6031 0.1125 3217 505 0.7789
A2F0GE 0.8988 0.0545 0.8078 1.0000 0.0501 0.0000 0.4366 3217 505 0.7789
A2FOGL 1.0315 0.0545 0.9269 1.1478 0.5700 0.0000 0.6011 3217 505 0.7843
A2F0GS 0.8838 0.0700 0.7705 1.0137 0.0774 0.3987 0.1972 3217 505 0.7789
A2F0S0B 0.9810 0.0540 0.8825 1.0906 0.7232 0.0000 0.9748 3217 505 0.8345
A2F0S0G 1.0795 0.0548 0.9696 1.2018 0.1627 0.0000 0.7094 3217 505 0.7789
A2F0SB 1.0494 0.0639 0.9259 1.1894 0.4500 0.3567 0.2125 3217 505 0.7789
A2FG 0.9694 0.0546 0.8710 1.0789 0.5687 0.0000 0.4771 3217 505 0.7843
A2FGE 1.0529 0.0555 0.9445 1.1738 0.3526 0.0000 0.6443 3217 505 0.7789
A2FGL 0.9634 0.0568 0.8619 1.0769 0.5115 0.0000 0.4428 3217 505 0.7843
A2FGS 1.0345 0.0551 0.9286 1.1524 0.5380 0.0000 0.9830 3217 505 0.7843
A2FSOB 1.0037 0.0574 0.8969 1.1233 0.9486 0.0000 0.9514 3217 505 0.9702
A2FS0G 0.9300 0.0610 0.8252 1.0481 0.2341 0.0000 0.6695 3217 505 0.7789
A2FSB 1.0619 0.0540 0.9553 1.1803 0.2660 0.0000 0.3614 3217 505 0.7789
A2FSG 0.9746 0.0548 0.8754 1.0850 0.6385 0.0000 0.4265 3217 505 0.7962
A2GS 0.9392 0.0532 0.8463 1.0424 0.2383 0.0000 0.4736 3217 505 0.7789
A2L 1.0347 0.0552 0.9286 1.1529 0.5364 0.0000 0.4396 3217 505 0.7843
A2LOF 1.0587 0.0525 0.9552 1.1734 0.2771 0.0000 0.3940 3217 505 0.7789
A2LF 1.0447 0.0551 0.9377 1.1639 0.4278 0.0000 0.4791 3217 505 0.7789
A2SOF 0.9896 0.0542 0.8899 1.1005 0.8472 0.0000 0.8362 3217 505 0.9077
A2SG 0.9191 0.0963 0.7609 1.1101 0.3811 0.7079 0.0643 3217 505 0.7789
A3E 0.9098 0.0643 0.8021 1.0319 0.1412 0.2111 0.2602 3217 505 0.7789
A3F 1.0545 0.0558 0.9453 1.1764 0.3413 0.0000 0.5354 3217 505 0.7789
A3L 1.0012 0.0560 0.8971 1.1174 0.9828 0.0000 0.5164 3217 505 0.9828
A3LOF 1.0975 0.0836 0.9316 1.2930 0.2659 0.5760 0.1246 3217 505 0.7789
A3LF 1.0479 0.0559 0.9392 1.1692 0.4022 0.0000 0.5170 3217 505 0.7789
A3S 0.9120 0.1092 0.7363 1.1296 0.3987 0.7608 0.0409 3217 505 0.7789
A4E 1.0224 0.0554 0.9172 1.1397 0.6896 0.0000 0.8578 3217 505 0.8166
A4F 1.0723 0.0560 0.9609 1.1967 0.2122 0.0000 0.7726 3217 505 0.7789
A4F0GE 1.0312 0.0548 0.9262 1.1480 0.5751 0.0000 0.6651 3217 505 0.7843
A4FOGL 1.0078 0.0552 0.9045 1.1230 0.8879 0.0000 0.6366 3217 505 0.9291
A4FGE 0.9834 0.0629 0.8693 1.1125 0.7902 0.2319 0.2539 3217 505 0.8673
A4FGL 1.0540 0.0660 0.9261 1.1997 0.4256 0.3054 0.2302 3217 505 0.7789
A4FGS 1.0617 0.0542 0.9547 1.1807 0.2694 0.0000 0.6817 3217 505 0.7789
A4L 1.0267 0.0557 0.9205 1.1452 0.6365 0.0000 0.8876 3217 505 0.7962
A4S 1.0861 0.0541 0.9768 1.2076 0.1269 0.0000 0.8530 3217 505 0.7789
CA2 1.0532 0.1132 0.8436 1.3148 0.6470 0.7544 0.0436 3217 505 0.7962
CA3 0.9426 0.1322 0.7274 1.2214 0.6547 0.8182 0.0190 3217 505 0.7962
MHy 0.8858 0.0750 0.7647 1.0260 0.1058 0.3736 0.2064 3217 505 0.7789
MM 0.9292 0.0532 0.8373 1.0313 0.1674 0.0000 0.9812 3217 505 0.7789
TA2FS0O 1.0306 0.0518 0.9311 1.1408 0.5607 0.0000 0.8646 3217 505 0.7843
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Supplementary Table 11. Meta analysed associations between derived glycan traits and retinopathy in type 2 diabetes in the full model.
Glycan values are centered and scaled. The p-values after FDR correction that are significant (<0.05) are highlighted in green. Red
represents a positive association and blue a negative association. Full model: age, sex, the interaction thereof, BMI, HDL, non-HDL, duration

of diabetes, eGFR and HbAlc.

Incident (Cox)
glycome |HR |SE |Cllower | Clupper |pval |12 |12pval In nevent |pval.FDR
A2E 0.9114 0.0550 0.8182 1.0152 0.0919 0.0000 0.7479 2639 345 0.6181
A2EOF 1.0434 0.0775 0.8963 1.2147 0.5836 04134 0.1917 2639 345 0.9043
A2EF 1.0412 0.0791 0.8916 1.2159 0.6097 0.4844 0.1637 2639 345 0.9043
A2F 1.0776 0.0558 0.9660 12022 0.1801 0.0000 0.3221 2639 345 0.6539
A2F0G 0.9082 0.1062 0.7375 11184 0.3648 0.7241 0.0569 2639 345 0.7461
A2FOGE 0.9666 0.0565 0.8652 1.0798 0.5478 0.0100 0.3149 2639 345 0.9043
A2FOGL 1.0080 0.0563 0.9027 1.1255 0.8880 0.0000 0.5391 2639 345 0.9747
A2FOGS 0.9664 0.0839 0.8199 1.1390 0.6832 0.5107 0.1528 2639 345 0.9043
A2F0SOB 1.0458 0.0546 0.9395 1.1640 0.4129 0.0000 0.7791 2639 345 0.7833
A2F0S0G 0.9202 0.0537 0.8283 1.0223 0.1213 0.0000 0.6996 2639 345 0.6181
A2F0SB 1.1201 0.0552 1.0052 12481 0.0400 0.0000 03668 2639 345 03600
A2FG 0.9147 0.0562 0.8193 1.0213 0.1128 0.0000 0.8626 2639 345 0.6181
A2FGE 0.9971 0.0983 0.8224 1.2089 0.9761 0.6341 0.0983 2639 345 0.9761
A2FGL 0.9952 0.0589 0.8867 1.1168 0.9343 0.0000 0.6504 2639 345 0.9761
A2FGS 1.0036 0.0786 0.8603 1.1707 0.9639 0.4304 0.1852 2639 345 0.9761
A2FSOB 1.0304 0.0592 09175 1.1571 0.6133 0.0000 0.7577 2639 345 0.9043
A2FS0G 0.9049 0.1016 0.7415 1.1044 03256 0.5766 0.1244 2639 345 0.7326
A2FSB 1.0462 0.0557 0.9379 1.1669 04178 0.0000 0.8300 2639 345 0.7833
A2FSG 0.9379 0.0580 0.8372 1.0508 0.2692 0.0000 0.7685 2639 345 0.6880
A2GS 0.9440 0.0622 0.8356 1.0665 0.3548 0.1595 0.2754 2639 345 0.7461
A2L 0.9947 0.0576 0.8885 1.1136 0.9267 0.0000 0.4600 2639 345 0.9761
A2LOF 1.0760 0.0557 0.9646 1.2001 0.1889 0.0000 0.3439 2639 345 0.6539
A2LF 1.0286 0.0584 09174 1.1532 0.6290 0.0000 0.8498 2639 345 0.9043
A2S0F 1.0278 0.0828 0.8738 1.2090 0.7404 0.4908 0.1611 2639 345 0.9157
A2SG 0.8885 0.0553 0.7972 0.9903 0.0327 0.0000 0.7624 2639 345 03600
A3E 0.9622 0.0744 0.8317 1.1133 0.6048 0.3803 0.2040 2639 345 0.9043
A3F 1.0652 0.0587 0.9494 1.1950 0.2822 0.0000 0.8101 2639 345 0.6880
AL 0.9904 0.0574 0.8849 1.1084 0.8660 0.0000 0.6294 2639 345 0.9742
A3LOF 1.0881 0.0596 0.9681 1.2230 0.1566 0.0000 0.4101 2639 345 0.6408
A3LF 1.0633 0.0581 0.9489 1.1915 0.2905 0.0000 0.6347 2639 345 0.6880
A3S 0.9382 0.0558 0.8410 1.0467 0.2533 0.0000 0.3767 2639 345 0.6880
A4E 1.0183 0.0576 0.9096 1.1401 0.7527 0.0000 0.6090 2639 345 0.9157
A4F 1.0765 0.0587 0.9595 1.2077 0.2092 0.0000 0.7051 2639 345 0.6723
A4FOGE 1.0142 0.0572 0.9065 1.1346 0.8058 0.0000 0.8920 2639 345 0.9297
A4FOGL 1.0152 0.0569 0.9081 1.1349 0.7911 0.0000 0.8765 2639 345 0.9297
A4FGE 1.0191 0.0600 0.9060 1.1462 0.7529 0.1292 0.2839 2639 345 0.9157
A4FGL 1.0248 0.0568 0.9168 1.1455 0.6665 0.0000 0.7394 2639 345 0.9043
A4FGS 1.0931 0.0578 0.9760 12242 0.1236 0.0000 0.3755 2639 345 0.6181
A4L 1.0240 0.0578 0.9143 1.1469 0.6816 0.0000 0.7460 2639 345 0.9043
A4S 1.0848 0.0572 0.9698 1.2135 0.1545 0.0000 0.6862 2639 345 0.6408
CA2 - 0.0610 1.0292 1.3074 0.0151 0.0000 0.7857 2639 345 0.3030
CA3 0.0611 0.7483 0.9509 0.0054 0.0000 0.8280 2639 345 02422
MHy 0.9132 0.0749 0.7885 1.0575 0.2250 0.3251 0.2235 2639 345 0.6751
MM 0.9715 0.0563 0.8700 1.0850 0.6083 0.0000 0.8637 2639 345 0.9043
TA2FS0 1.1351 0.0546 1.0200 1.2632 0.0202 0.0000 0.9007 2639 345 03030
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