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Relationship between diabetes mellitus and cataract
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> Invest Ophthalmol Vis Sci (IF: 4.8; Q1). 2016 Apr 1;57(4):2246-50. doi: 10.1167/iovs.16-19332.

A Genome-Wide Association Study Provides New
Evidence That CACNA1C Gene is Associated With
Diabetic Cataract

Tasie 1. Clinical Characteristic of Diabetic Cataract Cases and Controls

Covariates Cases Controls P
Sex, male:female 1249:1092 1655:1223 0.0027
Age, v (range) 67.92 + 9.89 (31-93) 65.97 *+ 10.38 (28-95) <0.001
BMI, kg/m? 31.02 = 5.57 31.52 = 5.89 0.002
Cholesterol, mmol/L 4.36 = 0.86 4.39 + 0.92 0.149
Triglycerides, mmol/L 218 = 1.21 223 + 1.44 0.196
HDL, mmol/L 1.38 = 0.38 1.34 * 0.36 <0.001
LDL, mmol/L 2.04 = 0.68 2.10 £ 0.73 0.004
HbAlc, % 7.63 = 1.40 7.30 = 1.32 <0.001

o o A y? test was used to test the difference of sex frequency between cases and controls and an independent #-test was used for other covariates.
1 ) ‘ : h ar aC t e r I Z at I O n Covariates were presented as mean * standard deviation.
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Tasie 2. Comparison of Blood Calcium Levels Between Diabetic Cataract Cases and Controls

Dataset Blood Calcium in Controls, mmol/L Blood Calcium in Cases, mmol/L P
Overall (samples, 7) 2.330 % 0.140 (2015) 2.344 + 0.134 (2207) 0.001
Males only (samples, ) 2.319 * 0.137 (1049) 2.331 + 0.133 (1231) 0.03
Females only (samples, #) 2.342 = 0.143 (966) 2.360 = 0.367 (976) 0.005

The blood calcium levels were presented as mean * standard deviation.




Randomized Controlled Trial

doi: 10.2337/diacare.28.10.2448.

The influence of age, duration of diabetes, cataract,

and pupil size on image quality in digital
photographic retinal screening

1. Characterization

2. Gene Information
3. Longitudinal Record
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National Diabetes, Patient,
& Cause of Death

> Diabetes Care (IF: 19.11; Q1). 2005 Oct;28(10):2448-53.
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Table 1-Basic

in LADA and other

ESTRID participants

Population

Type 2
disbates  LADA, overall

Type 1 diabetes

contral subjects LADA'"™ in the NDR
n=2355) (n=2001) (n=550) Pvalues (n=264)  [n=275) Pvale*t (0= LST)T
Men, % a7z 505 523 o0z 580 473 [ 0.7
Age at diagnosis, years®  S88{138)  630(104) 595(121) <0001 600(120) 590(122) 0323 477 (108)
Intermediate education ma 0 725 <0001 66 s .02 -
or abave, %
Current smokers, % 189 199 34 o072 187 269 oo -
Daily alcohol Intake n3 242 30 0571 03 254 0164 -
Physically inactive, % 143 28 180 0005 ns 12 o8 -
Obesity, % 153 522 EET <o0m1 364 316 0247 -
History of CVD, %t 81 181 16 <0001 155 73 o002 5
Prevalent nephropathy, % - L 20 0830 22 13 0447 -
Prevalent retinopathy, % - 0z 04 0483 04 03 0357 —
With high-risk HLA = 12 581  <oom 529 659 0012 =
genotypes, %
GADA in 1W/mL - - 250(30-250)  — 29 (17-77] 250 (250-250) <0.001 -
C-peptide in nmol/L - 12(10-16) 08(05-12) <0001 10(06-14) 0.7 (05-10] <0.001 -
HOMA B3 — 7L45-96)  43({16-70) <0001 50(21-82) 32 (14-60)  <0.001 —
HOMAinsulin sensitivitys - W36 34(22-52) <0001 31(21-43) 39 (23-56) 0.004 -
HOMAIRE - 36(28-48) 30(19-46) <0001 32(23-43) 26(13-44] 00M -
HbA,, in mmal/mols - S0[44-65) 56 (47-78) <0001 54 (46-73) S8 (48-85) 0.0I9 67 (55-88)
Hbhy, within glycemic - 584 a0 <oom sz 30 . 220
arget, ¥§
Blacd pressure within — a8 550 oo 538 565 0547 768
control target, %5
With faverable HDL - a2 527 0006 463 580 0.083 751
cholesterol level, %6
With low-risk LOL - a1 52 0037 3 52 o850 307
chalesteral level, 55
With low-risk trighyceride - 440 621 <0001 593 658 0304 80.1
level, %5
With normal eGFR, % - 82 926 o086 906 941 oz 6.1
Use of noninsuin - 663 636 0241 591 630 o032 o
§lucose lowering
drugs, |
Insulin use, ¥ — 52 17 <o0m 280 22 a.001 571
Use of anthypertensive - 1 s11 <0001 545 69 0076 162
drugs, %]
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