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sex 8/12 13117 13117 14/16 14/16 0.264

age 46.20 + 9.00 46.63 + 690 46.63  6.90 4445 £5.95 44.45 £ 595 0.146
height 166.30 + 7.55 166.98 + 8.81 166.98 + 8.81 169.08 + 8.67 169.08 + 8.67 0732
weight 60.00(55.20 68.50)  62.11(55.45 67.65)°** 61.67(55 68) 85.55(79.25 90.08)>* 80.80(75.88 86.) <0.001

BMI 2260(61.00 23.22) | 22.18(21252344)™* | 22.18(21.5522.86) | 30.16(28.47 31.00)>* | 28.15(26.55 29.48)* <0.001

waistline 81.09 £ 7.19 80.80 + 4.03%* 81.04 £ 3.77 95.26 + 478" 93.42 +7.57 <0.001

SBP 116.0(111.0 125.5) 126.5(117 136) 127.57(122 135) 124.92(109 141) 127(110 136) 0.103

DBP 75(71 81)™ 83(74 89) 83(77.75 88) 82.96(72.75 96.75)>* 85(72 88.25) 0.093
HbAlc 5.10(5.05 5.50)* 863(7.3 10.18) 7.00(6.13 7.88) 8.82(6.5 10.58)™* 7.50(6.4 8.98) <0.001

FBG 4.97(4.73 5.38)™* 10.65(8.9 13.1) 710726 11.33)% | 10.30(7.21 11.61)>** 7.61(6.64 9.49)° <0.001

FCP 0.62(0.45 0.77) 0.65(0.44 0.81)* 0.63(0.45 0.77) 0.98(0.66 1.25)" 0.89(0.71 1.34) <0.001
HOM < b

AR 2.61(2.27 2.98) 291(2.11 3.38)* 2.97(2.65 4.26) 4.78(3.77 5.81)™* 4.01(3.08 5.45) <0.001

TC 3.86(1.23 5.07)™ 5.11(4.21 5.84) 473(4.18 5.41) 4.94(4.20 5.72) 4.05(3.43 4.62)* 0.003

TG 1.80(1.08 3.40) 2.14(096 2.77) 179(1.11 2.41) 2.49(1.44 2.88) 1.66(1.30 2.02) 0415
HDL-C 1.36(1.11 2,02 1.12(0.90 1.38) 1.14(0.91 1.32) 1.03(0.88 1.11)>* 1.00(0.84 1.17) <0.001
LDL-C 227 £ 0.84™* 321093 298 + 0.67 311 £ 0.84> 242 + 0.84% <0.001
MCP-1 10278(87.5 112)** | 152.13(124.46 175.90) (128_10:9'11;5_03) (113_2155125853.50)"" (ss.oi)zi.::)(.)so)” <0.001

IL-6 2.68(2.41 2.87)* 3.46(3.04 3.45)° 3.42(3.12 3.69) 428(3.42 4.70)™ 3.05(12.61 3.43)%* <0.001
TNF-o. 8.64(5.16 12.01)™ 10.69(9.03 11.73) 10.32(9.24 10.64) 13.26(9.34 14.75)™ 10.85(7.57 12.93) 0.001
CXCL-1 34.82(18.98 54.92) 37.13(29.48 41.08) 36.11(29.56 41.57) 39.62(23.48 50.88) 35.70(21.90 45.48) 0431
resistin 10.64(5.59 12.21)™ 12.34(7.87 13.16) 11.69(4.91 17.37) 16.99(7.97 22.35)> 14.41(8.05 20.15) 0.064
hs-CRP 0.71(0.35 0.97)™* 1.86(1.14 2.86) 1.65(1.22 2.49) 1.89(1.13 243)>+* 1.55(0.87 1.90) <0.001

NCP group, normal control persons; NN'T group, normal-weight T2DM patients; NMT group, normal-weight metformin-alone treatment group; UNT group, obese T2DM patients; MET group:
obese metformin-alone treatment group. p*: results of comparison between NNT group and NCP group; p®: results of comparison between UNT group and NCP group; p®: results of comparison
between NNT group and UNT group; p®: results of comparison between NNT group and NMT group; p*: results of comparison between UNT group and MET group; * Represents P <0.05;
* * represents P <0.001.
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OPS/images/fendo.2024.1440984/table1.jpg
Healthy Unclassified T1DM (n=18) T2DM (n=13) P value between

controls (n=18) diabetes (n=18) all groups
Age (years) 23.00 (21.00-24.00) 22.00 (16.50-27.00)° 22.00 (16.00-26.50) 20.00 (15.00-22.00) 0963
Age of onset (years) / 2200 (15752625 | 2150 (1575-2625) 19.00 (18.00-25.00) 0931
Male/Female (n) 8/10 10/8 6/12 7/6 0.54
BMI (kg/m?) 19.85 (19.27-21.55) 26.95 (24.48-30.26)* 21.06 (19.28-25.34) 26.37 (23.38-28.45)* <0.001
FBG (mmol/L) 473 (4.46-4.96) 7.52 (6.19-10.30)* 6.04 (5.49-11.64)* 7.20 (6.94-12.00)* <0.001
PBG (mmpl/L) 5.85 (4.60-6.81) 1597 (8.78-18.78)* 16.44 (8.67-25.66)* 14.18 (7.14-17.51)* <0.001
HbAIc (%) 505 (4.67-5.12) 9.65 (7.72-10.47)*A 8.40 (6.70-10.60)* 6.00 (5.20-9.80) <0.001
FCP (ng/ml) 1.61 (1.41-2.33) 1.90 (1.68-2.57)"" 0.11 (0.01-0.49)* 3.83 (1.97-3.92) <0.001
PCP (ng/ml) 692 (5.54-10.89) 453 (2.98-5.28)*#1 0.14 (0.01-2.44)* 10.12 (5.98-39.82) <0.001
TC (mg/dL) 3.90 (3.32-4.38) 475 (3.74-5.21)* 432 (3.96-4.59) 517 (3.67-5.49) 0.054
TG (mg/dL) 062 (0.56-0.99) 1.40 (0.80-1.89)# 0.85 (0.69-1.05) 2.08 (1.29-2.55) <0.001
HDL (mg/dL) 1.38 (1.30-1.57) 1.12 (090-1.46)*# 1,55 (123-1.71) 1.02 (091-1.07)* <0.001
LDL (mg/dL) 1.98 (1.68-2.51) 266 (1.99-3.75) 2.52 (2.12-2.90) 3.19 (2.80-3.56) <0.001
UA (umol/L) 313.00 (255.75-369.00)  362.50 (274.00-44500)" | 286.00 (230.00-345.50) 374.00 (362.00-481.00) 0.025
HOMA-IR 1.33 (093-1.65) 263 (213-591)"#1 0.41 (0.11-0.86)* 494 (3.10-7.90)* <0.001
HOMA-B 10172 (90.18-119.19) 58.19 (29.98-85.25)# 6.81 (1.46-15.21)* 60.46 (23.88-133.56) <0.001

The data are presented as the median (25th-75th percentile). *versus healthy controls, P < 0.05; *versus TIDM patients, P < 0.05; Aversus T2DM patients, P < 0.05. TIDM, type 1 diabetes
mellitus; T2DM, type 2 diabetes mellitus; BMI, body mass index; FBG, fasting blood glucose; PBG, postprandial blood glucose; HbAlc, hemoglobin Alc; FCP, fasting C-peptide; PCP,
postprandial C-peptide; TC, cholesterol; TG, triglyceride; HDL, high-density lipoprotein; LDL, low-density lipoprotein; UA, uric acid; HOMA-IR, homeostasis model assessment for insulin
resistance; HOMA-P, homeostasis model assessment-p.
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