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Supplemental Figure 1: Two Hispanic clusters. Self-reported Hispanics and Latinos in lavender. 1000

genomes phase 3 populations in brown, green, light blue, pink, and dark blue for super-populations AFR,

AMR, EAS, EUR, and SAS, respectively. 2 Hispanics clusters were identified. This is a zoomed in version of figure 1A with a
subset of the subjects.
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Supplemental Figure 2: PCA analysis of RBC-Omics population. Self-reported Hispanics and Latinos in lavender. Self-identified
RBC-Omics samples country of birth of Mexico in purple. 1000 genomes phase 3 populations in brown, green, light blue, pink,
and dark blue for super-population AFR, AMR, EAS, EUR, and SAS, respectively. This cluster of Hispanics is called Mexican and

Central American Hispanic (MCAH). This is a zoomed in version of figure 1A with a subset of the subjects.
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Supplemental Figure 3: PCA analysis of RBC-Omics population. Self-reported Hispanics and Latinos in lavender. Self-identified
RBC-Omics samples ‘country of birth” as Puerto Rico in purple. 1000 genomes phase 3 populations in brown, green, light blue,
pink, and dark blue for super-population AFR, AMR, EAS, EUR, and SAS, respectively. This cluster of Hispanics are called
Caribbean Islands Hispanics (CIH). This is a zoomed in version of figure 1A with a subset of the subjects.
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Supplemental Figure 4: Q-Q plots of the GWA analysis of the full dataset for osmotic hemolysis (A), oxidative hemolysis (B),
and storage hemolysis (C). These data correspond to the p-values for figures 1B-1D.

Lambda = 1.003 Lambda = 1.048 Lambda = 1.002
A
B 1 C
15 4
8 -
. r"’w. .
- / 2
; . — 1
F ] ] () e
6 s 2 1 i _3
I S / ©
Z ] z
o M o
- o
() (O
S >
el F -
4 Q (]
N (%]
o 0
&) &)
S 1 =
o [eT0]
e} S
24 I I
0 T T | T 0 T T !
0 2 a4 6 8 10 0 5 10 15 0

T T T T
— 0 2 4 6 8

-log,, (Expected p-value) -log,, (Expected p-value) -log,, (Expected p-value)



Supplemental Figure 5: Genome browser view of region around rs4737009 and rs4737010 in ANK1. The grey and black
boxes are transcription factor binding sites from ENCODE 3.
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Supplemental Figure 6: Correlation with various cutoffs of the LD-Pruning and thresholding method using the Caucasian
osmotic PGS score with the osmotic hemolysis measure derived from the entire Caucasian ancestry group. A: P < 10 and
r2<0.2;B:P<10®%andr2<0.2;C:P<107andr2<0.2; D: P<10%and r2<0.2.
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Supplemental Figure 7: Correlation with various cutoffs of the LD-Pruning and thresholding method using the

Caucasian osmotic PGS score with the osmotic hemolysis measure derived from the first 2/3 of the Caucasian sample and
data and correlation displayed for the remaining 1/3 of the samples. A: P <102 andr2<0.2; B: P<10®andr2<0.2;C:P<
107andr2<0.2; D: P<108%andr2<0.2.
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Supplemental Figure 8: Correlation of Caucasian osmotic hemolysis LDPRED PGS score with Caucasian osmotic
hemolysis score in entire data set. The data show various cutoffs of the LD-Pred Score A: P =103 B: P =102, C: P = 10-1;

D: P =107
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Supplemental Figure 9: Correlation of Caucasian osmotic hemolysis LDPRED PGS score with Caucasian osmotic hemolysis
score in validation. PRS score calculated in first 2/3 of the Caucasian samples, and display is the correlation of the PRS
prediction in the final 1/3 of the Caucasian Samples. The data show various cutoffs of the LD-Pred Score A: P = 10-3; B: P = 10-

2; C:.P=10-1; D: P=10-0.
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Supplemental figure 10: Histograms for osmotic (n=12,215), oxidative (n=10,007) and storage hemolysis (n=12,177). The
distribution of storage hemolysis is skewed, thus log-transformed values for storage hemolysis (n=12,177) was used in

analysis.
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