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STUDY SUMMARY

Identification of 301 genetic variants associated with type 2 diabetes in East Asian populations.

YOUR RESULT STUDY DESCRIPTION
Blood sugar, or glucose, is the body’s main source of energy. s concentration in the blood is controlled by the hormone insulin which is produced in the pancreas. Insulin promotes
the intake of blood sugar by the cells in the body which reduces its concentration in the blood. Type 2 diabetes occurs when cells don’t respond to insulin and/or the pancreas
Bth does not produce enough insulin. This results in increased blood glucose concentration which damages organs, nerves, and blood vessels. Most previous studies examined genetic
. - ;Eiii’:i::;smn predisposition to type 2 diabetes in European populations, potentially missing many genetic variants that are less common in individuals of European ancestry. Also, previous
1o type 2 diabetes research has shown that adjusted for B, East Asian individuals have higher rates of diabetes than Eurcpeans. Thus, this study looked at type 2 diabetes in people with East Asian

ancestry: 77,418 individuals with type 2 diabetes and 366,122 healthy controls. The study identified 301 genetic variants across 183 genomic locations of which 61 are novel. Most

of the identified variants were found to influence type 2 diabetes risk in Europeans in a similar way.

DID YOU KNOW?

The glycemic index is a measurement of how fast a type of food will cause an increase in blood sugar. Glucose, the form of sugar your body uses, has a glycemic index of 100. White rice has a glycemic index

of 73, nearly as high as white bread at 75. Eating lower glycemic index foods can help patients control their diabetes.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to type 2 diabetes we summed up the effects of genetic variants that were linked to type 2 diabetes in the study that this report is based on. These variants can be
found in the table below. The variants highlighted in green have positive effect sizes and increase your genetic predisposition to type 2 diabetes. The variants highlighted in blue have negative effects sizes
and decrease your genetic predisposition to type 2 diabetes. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to type 2 diabetes. By adding up
the effect sizes of the highlighted variants we calculated your polygenic score for type 2 diabetes to be 16.76. To determine whether your score is high or low, we compared it to the scores of 5,000 other
Nebula Genomics users. We found that your polygenic score for type 2 diabetes is in the Bth percentile. This means that it is higher than the polygenic scores 6% of people. We consider this to be a low
genetic predisposition to type 2 diabetes. However, please note that genetic predispositions do not account for important non-genetic factors like lifestyle. Furthermore, the genetics of most traits has not

been fully understood yet and many associations between traits and genetic variants remain unknown. For additional explanations, click on the column titles in the table below and visit our Nebula Library

tutorial.
VBRIANTD YOUR GENOTYPED EFFECT SIZED VARIANT FREQUENCYD SIGNIFICANCED
rs2237897_C c/c 0.27 [1) % 2.08 x 10-28
rs10966248_T T/T 0.23 (1) B6% 110 x 1098
rs2233680_T c/c 0.27 [-) % 341 %1098
rs9360271_A G/G 016 [-) 42% 493 x 105
rs79016956_C NA 052 (-] % 5.83 x 108
rs13266634_C c/c 0.1 (1) 50% 251 % 1057
rs13092876_A G/6 042 (-) 3% 232 x 1088
rsBOBAABA_A cj/c 0.1 (=) 31% 1.06 x 10-58
rsM267667_G c/c 0410 [-) %% 3.46 x 1075
rs1421086_C T/C 013 (1) 17% 171 x 1048
rs10767283_T c/c 043 (-) % 5.94 x 10-%8
rs4073288_G G/A 0.38 1) 6% 1.30 x 10~
rs8037894 G G/G 0.09 (1) B9% 336 x 10757
rs266904_T T/T 0.08 (1) % 5.80 x 10~
rs80234489_C AfA 0.0 [-) 17% 453 x 10-%2
rs17072370_T T/T 0.09 (1) 72% 137 x 109
rs36006730_G G/A 040 [1) 27% 1.08 x 107
rs3824004_T NA 0.22 (-] % 110 % 1030
rs2796441_G G/A 0.08 (1) 39% 496 x 1022
rs70748283_A AfA 043 1) 0% 3.08x 1028
rs10011838_6 G/G 0.08 (1) 49% 147 x 1077
rs234866_G G/6 0.1 (1) 86% 366 x 1027
rs476828_C T/C 0.09 (1) 243 496 x 1027
rs76BB416_C cj/c 0.09 (1) 68% 6.1 x 1027
rs862471_G G/G 0.07 (1) an% 167 x 10-28
rs4148646_C G/G 0.08 [-) 39% 176 x 1078
rs11926494 G 6/6 0410 (1) 82% 272 x 10-%#
rsB686201_A NA 0.26 [-) % 8.08 x 10-2¢
rs4237160_C G/C 0.07 (1) % 267 x 10-2®
rs186668031_T cj/c 0.1 (=) % 919 x 10
rs742762_A AfC 0.08 (1) 1% 1.68 x 1023
rs10886863_C c/c 0.07 (1) 6% 944 x 102
rsBO26714_A G/6 0.07 (-] 49% 108 x 1022
rs142396396_A AfA 0.22 (1] a7% 142 x 10"
rsBBB0B2023_C / 0.07 (<) B58% 268 x 102
rs1260326_C T/C 0.07 (1) 46% 1.03 x10-2!
rs60410861_A G/6 0.0 [-) 14% 169 x 102
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rs17168486_T
rs3761236_G6
rs12807887_C
rs2b83934_T
rs36008089_A
rs1832886_6
rs10960660 _T
rs7983606_T
rsd711389_A
rs8b623206_G
rs28691713_C
rs11199763_6G
rsB97743_C
rs1b76972_T
rs117267808_A
rs117624668_T
rs72b0869_T
rs28699782_A
rs/82bb78_T
rsB831008_G
rs7bb36691_A
rs12464712_T
rs111246699_A
rs243018_G
rs7787720_T
rs12698877_6
rs12712828_C
rs/686868b_C
rs112067668_T
rs12626671_C
rs13040226_A
rs8043085_T
rsg379084_6
rs62b608166_G
rs376993806_G
rsd273712_6
rs1096b239_A
rsB1600816_C
rs139034871_C
rs201308301_A
rs138206668_C
rs1M023072_A
rsB416749_C
rs184366106_C
rsB80196832_T
rs10862123_A
rs147834260_6
rs3136911_A
rsbb783344_T
rs373bb67 _G
rsb62138031_C
rs2b624113_G
rs79001M2_T
rs60064446_C
rs/313668_T
rs12403994_C
rs1426371_G
rs117800968_A
rsb32604_A

rs201018682_T
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c/T
6/A
6/6
6/6
8/A
6/A
T/6
AJA
AJA
8/A
T
6/T
6/6
/T
6/6
/T
T/C
6/6
6/T
e/c
AJA
c/c
8/A
c/c
/T
AJA
8/C
cfo
T/A
T
AJA
6/6
8/6
6/6
AJA
A/G
AJA

c/c

6/6
o/f0
c/c
T
c/c
T/C
c/c
8/6
AJA
c/c
6/86

T/
T/A
c/c
T/T
AJA

AfA

6/6
T/C

NA

0.06 (1)
0.07 (1)
0.08 (-)
007 [-)
0.06 [1)
0.08 (1)
0.07 (1)
0.08 [-)
040 (1)
0.08 (1)
007 [-)
0.08 (1)
012 (1)
013 (1)
040 (-]
0.21(1)
0.06 (1)
0.07 )
0.07 (1)
0.07 (1)
018 (1)
0.06 [-)
0.06 [1)
0.06 [-)
0.06 (1)
0.06 (-)
0.06 (1)
037 (1)
0.09 (1)
0.06 [-)
0.06 (1)
0.06 (-)
0.07 (1)
009 (1)
040 (-]
0.06 (1)
040 (1)
014 (1)
022 (-)
0.09 (-)
0419 (1)
0.06 (-)
0.06 ()
0.07 (1)
0.06 (1)
0.06 [-)
022 (1)
0.06 (1)
007 (-)
0.06 (1)
0.06 (-)
0.07 (1)
0.06 (1)
0.06 (1)
0.06 (1)
0.06 (-)
0.06 [-)
019 ()
0.06 [-)
0.06 [1)
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%0

68%
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9b%

21%

27%

88%
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26%
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80%

87%

88%
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A47%

38%

7B%

79%

20%

88%

18%

78%

73%

66%
%o
62%
49%
2%
21%
82%

610 x 1072
6.69 x 102!
2.23 x 1070
166 x 10-%
332x107®
747 x 1078
1.30 x 10-%
181 % 10-%
289 x 107
7.32 x10°®
122 x 1077
446 x10°7
827 x 10°7
141 % 108
180 x 10°%
108 x 10°®
231 x107%
460 x107®
8.06 x 10°®
1.00 x 10-%
147 x 10-®
141 x 107®
166 x 10-®
1.80 x 10°%
227 x10°®
260 x 107"
564 x10°®
6.69 x10°®
7.66 x 10-®
8.09 x10-%
166 x 10-¥
207 x 107
222 x 10°%¥
262 x 10°%
386 x 104
4.00 x 107
612 x 107
758 x 1074
860 x 10°%
123 x 1078
138 x 1078
146 x 1078
3.04 x10°®
728 x10°®
762 x 108
843 x 10°%
123 x 10-2
162 x 1072
2417 x 1072
3.07 x 102
401 x 1072
528 x 102
539 x 1072
5.65 x 102
589 x 10°%
6.09 x 10°2
7.80 x 102
9.66 x 10°%
1.01 x 10-"
102 x 101
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rs3bbb1880_C
rs7896872_T
rs7738842_G
rs68061b6_T
rsB38698072_A
rs7171607 _T
rs4739616_6
rs76980271_T
rs3063364_C
rs/b02bb6_T
rs1182444 G
rs2161282_C
rs2808279_6
rs238763_T
rs73347626_A
rs870882_C
rs118074491_G
rs10748694_A
rs2800734_G
rsB1021634_A
rs988748_G
rsb29666_C
rsb61837820_A
rsbB687477_A
rs123378_G
rs1966183_G
rs10838398_A
rsB60b673766_C
rs1236816_A
rs77046000_C
rs/b179644_T
rs2269246_0G
rs14926b787_G
rs6021276_T
rs8998836_G
rs61810828_C
rs8948462_T
rsA716673_T
rs12437434_C
rsd76002_C
rs1860421_A
rs23MN7_T
rs0866168_T
rs34642678_T
rs10860209_C
rs7136064_C
rs73086686_06
rs149336320_G
rs2026979_T
rs61976888_A
rs7289813_A
rs111826047 _T
rs10126847_A
rs6886132_C
rsb8b624310_G
rs2240886_A
rs1237811_C
rs8869381_6
rs28637892_T

rs261982_T

/T
G/T
/T

c/c

T/C
8/86
/T
C/A
T/C
AjB
c/T
T
AJA
AJA

T/C

T
6/6
A/A
6/6

c/c

6/6
6/A
8/A
6/6
c/c
C/A
c/c
T

6/6

c/c
c/c
c/c
c/c
/T
c/e
c/c
Ajc
c/c
AJA
c/c
c/c
6/C
6/6
6/6
c/c
AJA

AfG

6/6
c/c
AjG
6/6
cfo
T/6
6/T

T/T

0.06 [-)
0.06 (1)
0.06 (-)
0.06 [-)
027 [-)
0.06 (1)
0.06 (1)
0.07 (1)
01 (1)
0.06 (1)
0.06 (1)
0.06 (1)
0.06 (-)
0.06 [-)
0.06 (1)
0.06 (1)
014 (-)
0.06 [-)
0.07 (1)
0.06 (1)
0.04 (1)
0.04 (1)
053 [-)
0.06 (-]
0.06 (1)
0.04 (1)
0.06 [-)
0.04 (1)
0.04 (1)
043 [1)
0.08 (1)
0.06 (1)
043 (-)
0.04 ()
0.1 (<)
0.08 (1)
0.06 (-]
0.06 (1)
0.06 (1)
0.04[-)
0.06 (1)
0.06 (-)
0.06 (-)
0,09 [-)
0.04 (1)
007 (1)
0.04 (1)
040 (1)
0.04[-)
0.04 (1)
0.06 (1)
040 (-)
0.04 (-)
0.04 (1)
0.04 (1)
0.04 (-)
0.08 (1)
0.04 (1)
0.06 (1)

0.04 (1)

2b%

B8%a

36%

B1%

o

B1%

82%

8b%

BO%

66%

63%

68%

32%

90%

82%

2%

%

96%

7

%

7

7%

B2%

28%

3%

b%

B9%

88%

36%

46%

8b%

63%

107 x 107"
137 x 101
1566 x 101
160 x10-1
160 x 101
182 x 10"
284 %10 M
323 x 10°M
361x 10"
3.81x 10"
383 x 10°M
401 x 101
469 x 107"
6.07 x 10°7
760 x 107"
8566 x 1071
8.93 x 10°™
9.24 x 10-"
123 x 100
136 x 100
162 x 10-0
169 x 100
176 x 100
191x 100
223 x 1070
338 x 1070
3.86 x 107
431 % 10-0
432 x 100
528 x 101
5.38 x 107
5.42 x 10
670 x10-9
6.68 x 10-°
7.00 x 100
8.00 x 101
873 x 107"
808 x 10°%
102 x 10°?
1.08 x 10-9
141 x 109
144 x 107
1566 % 102
161 x 102
163 x 10°°
164 x 109
166 x 109
171 x 109
171 x 10
198 x 1070
203 x 109
223 x 108
2.46 x 10°%
269 x 107
270 x 107
280 x 109
2.84 x 10
287 x 109
3.09 x 10°°
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rs0316706_A 1 A/A 0.04 [1) 36% 334 %10

rsB0089934_A @» 6/6 0.04 (-) 38% 334x10-°
rs16902671_6 {0 AJA 0.06 [-) 5% 336 % 10
rs62406419_T 6/6 0.06 (-] 27% 379 x10°°
rs77818939_C c/c 016 (1) 8% 440 x 10-?
rsB02662_A AfA D.06 1) 81% 466 x 10°?
rs77978149_T @ c/c 0.08 (-] 9% 571x% 10
rs12600132_T @ c/T 0.04 (1) 43% 5.96 x 10°
rs9390022_T @ c/c 0.06 (-] 80% 637 x 10
rsB968E2_G G/T 0.04 (1) 30% .43 x 10°%
rs3731500_C c/c 042 (1) 7% 6.88 x 102
rs1327123_C @ c/c 0.04 (1) 46% 7.01 % 102
rs13086331_T T 0.06 (1) 82% 731 % 10°°
rs2074120_A £ AlC 0.04 [1) 3% 840 x 10-°
rs12109081_T T/T 0.04 (1) 36% 1.08 % 108
rs76641616_T T/T 0.06 (1) 80% 1.26 x 10-8
rs2706710_T c/c 0.07 (-) % 1.38 x 108
rs66700916_A @ G6/6 0.04 (-] % 150 % 1078
rs77066181_A @ NA 0.08 (-) B% 167 x 108
rs2126736_A 6/6 0.04 () % 184 %108
rs74998300_T @ T/T 0.06 (1) 87% 189 x 108
rs1016666_A @' A/A 0.04 (1) 42% 219 x 108
rs329122_A 6/A 0.04 (1) 30% 222 x 108
rs0576382_C {0 /T 004 [-) 60% 257 x 108
r&12673470_A G/@ 0.06 (-) 26% 277 x 108
rs0266668_G 6/6 0.04 (1) B0% 282 x10°8
rs144239281_C c/c 047 (1) 8% 207 x 108
rs340350_C L AjC 0.04 [1) o3 3.06 %108
rs8936894_C c/e 0.05 1] 79% 308 %108
rsA776970_A AlA 0.04 (1) 22% 342 x 108
rs188776221_T TT 0.07 (1) 7% 362 x10°8
rs113164802_C @» c/T 0.06 (1) 89% 362 x 108
rs7507263_6 {3 c/6 0.04 [1) 453% 3.66 x 108
rs672817246_T / 0.06 [-) 19% 379 %108
rs12438302_G @ 6/6 0.06 (1) 74% 381 %108
rs8101064_T c/c 0.07 (-) 13% 388 x10°
rs76769932_C NA 016 [-) 2% 401x% 108
rs10606681_C @ TT 0.04 (-) 26% 442 x 1078
r=10830963_6 c/e 0.04 (1) 42% 4.49 x 108

N/ indicates variants that could not be imputed using the 1000 genomes project datasets and variants that have a fraquancy of < 5%. Your genome was sequanced at 30x/100x covarage and is not imputed. However, to caleulate parcentiles, we need to compare your data with other
users imputed data. To make the data comparabie, we need to exclude some of the variants from your data.



