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Figure S1. Marginal and pairwise inclusion probabilities in the HCHS/SOL.
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Figure S2. Plot of the —log;y(p-values) for the UW-C versus UW-P methods (with
model-based variance estimators) from the genome-wide association analysis of BMI in the
HCHS/SOL . The log-transformation was applied to BMI. SNPs with MAF < 1% were
excluded.
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Figure S3. Effect estimates (upper right triangle) and standard error estimates (lower
left triangle) from the genome-wide association analysis of BMI in the HCHS/SOL un-
der weighted and unweighted methods with model-based variance estimators.
transformation was applied to BMI. SNPs with MAF < 1% were excluded.

The log-



—logqg(expected p-values)

BMI Fasting Glucose
o = W0 O
—_ 8 —_ °
(22} [%2] ®
(0] © ° [0 © §
=) @ =) o
2 : 2 £
QL 4 QL 2
ko] o © k]
o o) [
c 2
© @
a3 a -
o o
= =
[o)] o
o « o W-HT:%=1.07 o « o W-HT: %=1
[ ° W-PS:.=1.07 [ ° W-PS:%.=1.07
o UW-M: 1 =1.09 o UW-M: =11
o o UW-P: % =1.09 o o UW-P:h=1.1
T | I | T | T | T |
2 4 6 8 10 2 4 6 8 10
—logqg(expected p-values) —logqp(expected p-values)
Height Total Cholesterol
= o e e o
] : A ;
s ° ° s ° ]
© oo © ’o
Z & Z ¢
o © “ff i ©
kel kel
0} ﬁ @
c 2
© @
a3 a -
o o
= =
[o)] o
o « ° W-HT: =113 o « o W-HT:%=1.05
[ ° W-PS:1=1.15 [ o W-PS:.=1.07
o UW-M:1=1.16 o UW-M: A =1.12
o o UW-P:A=1.16 o o UW-P:=1.13
T | I | T | T T |
2 4 6 8 10 2 4 6 8 10

—log4o(expected p-values)

Figure S4. Quantile-quantile plots of —log,,(p-values) from the genome-wide association
analysis of BMI, fasting glucose, height, and total cholesterol in the HCHS/SOL under
weighted and unweighted methods with model-based variance estimators when the relat-
edness beyond the original households is disregarded. The log-transformation was applied
to BMI and total cholesterol, and the inverse normal transformation was applied to fasting
glucose. SNPs with MAF < 1% were excluded. Most of the p-values are indistinguishable
between UW-M and UW-P.
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Figure S5. Quantile-quantile plots of —log,,(p-values) from the genome-wide association
analysis of BMI, fasting glucose, height, and total cholesterol in the HCHS/SOL under
weighted and unweighted methods with model-based variance estimators when the relat-
edness beyond BGs is disregarded. The log-transformation was applied to BMI and total
cholesterol, and the inverse normal transformation was applied to fasting glucose. SNPs with
MAF < 1% were excluded. Most of the p-values are indistinguishable between UW-M and

UW-P.



