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Blood pressure (BP) is a heritable, quantitative trait with intraindividual variability and susceptibility to measurement error. Genetic
studies of BP generally use single-visit measurements and thus cannot remove variability occurring over months or years. We leveraged
the idea that averaging BP measured across time would improve phenotypic accuracy and thereby increase statistical power to detect
genetic associations. We studied systolic BP (SBP), diastolic BP (DBP), mean arterial pressure (MAP), and pulse pressure (PP) averaged
over multiple years in 46,629 individuals of European ancestry. We identified 39 trait-variant associations across 19 independent loci
(p < 5 x 107%); five associations (in four loci) uniquely identified by our LTA analyses included those of SBP and MAP at 2p23
(rs1275988, near KCNK3), DBP at 2q11.2 (rs7599598, in FERILS), and PP at 6p21 (rs10948071, near CRIP3) and 7p13 (rs2949837,
near IGFBP3). Replication analyses conducted in cohorts with single-visit BP data showed positive replication of associations and a
nominal association (p < 0.05). We estimated a 20% gain in statistical power with long-term average (LTA) as compared to single-visit
BP association studies. Using LTA analysis, we identified genetic loci influencing BP. LTA might be one way of increasing the power of
genetic associations for continuous traits in extant samples for other phenotypes that are measured serially over time.
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Introduction

Blood pressure (BP) is a quantitative trait that varies both
within subjects, according to diurnal patterns and longer-
term changes (across weeks or months because of changes
in environmental and physiologic influences), and be-
tween subjects, according to environmental factors and
genetic determinants. Measurement error adds a third
source of variability to BP quantification. These sources
of variability present a challenge for the detection of
genetic associations with BP given that the genetic com-
ponent is a relatively small portion of overall variability.
As it stands, the known genetic determinants of complex
quantitative traits, such as BP, are common polymor-
phisms with small allelic effects that require very large
sample sizes for detection. However, if measurement errors
could be reduced, the statistical power could be improved.
Hypertension is an important major cardiovascular risk
factor affecting approximately one-third of the adult
population globally and estimated to contribute to 13.5
million deaths yearly.! Therefore, further improvements
in methods for signal detection in BP genetic association
studies are important.

Most epidemiologic and genetic association studies of BP
use single-visit, or “visit 1”7 (V1), measurements of BP.*°
The standard protocol is to take multiple measurements at
a single point in time, discard the highest (first) value, and
average the rest to account for the “white-coat effect.”®
Although these V1 BP traits have proved valuable, they
might be unrepresentative of an individual’s BP norm as
might be assessed from multiple BP measurements for an
individual across years. The use of such longitudinal
phenotype data, also known as repeated measures, might
alleviate some of the effects of measurement error and
similar sources underlying continuous traits, such as BP.
Simple averaging of repeated measurements presents a
straightforward opportunity to reduce phenotypic vari-
ability and thereby increase power to detect associations
while utilizing existing sample sizes. The utility of such
long-term average (LTA) procedures to study BP genetic
association has not been assessed. In this investigation,
we quantitatively explored the nature and degree of impro-
vement of genetic associations by LTA analyses of BP traits.

We performed genome-wide association studies (GWASs)
of LTA BP traits within multiple longitudinal community-
based cohorts in which BP traits have been measured at
multiple visits over several years of follow-up.” For com-
parison, we also conducted parallel GWASs of V1 BP in
these same cohorts. We identified four loci associated
with BP traits in the LTA analyses; we also conducted
replication analyses by using independent samples with
V1 BP measurements and showed definitive replication
of two loci and nominal association at a third locus. We
compared the results of the LTA discovery analyses to the
corresponding V1 findings for the number of loci detected
and the characteristics of SNP associations within the
detected loci.

Material and Methods

Study Subjects

For the discovery analyses, the phenotype and genotype data of
46,629 individuals from eight participating longitudinal popula-
tion studies collaborating with the Cohorts for Heart and Aging
Research in Genomic Epidemiology (CHARGE) Consortium,” the
Age, Gene/Environment Susceptibility (AGES) Reykjavik Study,
the Atherosclerosis Risk in Communities (ARIC) Study, the Cardio-
vascular Health Study (CHS), the Framingham Heart Study (FHS),
the Rotterdam Study (RS), the Women’s Genome Health Study
(WGHS), the Multi-Ethnic Study of Atherosclerosis (MESA), and
Coronary Artery Risk Development in Young Adults (CARDIA)
were analyzed for LTA BP and V1 BP trait genome-wide associa-
tions after adjustment for covariates. Only individuals of Euro-
pean ancestry, as confirmed by principal-component analysis of
genetic ancestry, were included in this analysis. For the replication
analyses, V1 BP data from 34,433 individuals across 17 cohorts
participating in the Global BP Genetics (GBPG) Consortium and
5,056 individuals in the Peking University — University of Michi-
gan Study of Atherosclerosis (PUUMA) were analyzed by identical
methods.” All participants gave written informed consent for
participation in their respective studies and the conduct of genetic
research, and the studies in which the subjects were enrolled
were approved by their respective institutional review boards.
Detailed information on each participating study is provided in
the Supplemental Data, available online.

BP Phenotypes

BP in each study was measured according to protocols described in
the cohort descriptions in the Supplemental Data. The traits
analyzed were systolic BP (SBP), diastolic BP (DBP), mean arterial
pressure (MAP), and pulse pressure (PP) as continuous traits. PP
was defined as SBP minus DBP, and MAP was defined as two-thirds
DBP plus one-third SBP. BP at each visit was corrected for antihy-
pertensive medication use by the addition of 10 mmHg to the
observed SBP value and 5 mmHg to the observed DBP value. These
adjustments were also implemented prior to the calculation of
estimated off-treatment MAP and PP. To obtain the LTA BP traits,
we averaged repeated BP measurements for study participants;
individuals with two, three, or four repeated BP measures at least
1 year apart and within a 15-year timespan were included in our
analyses. For the ARIC cohort, we removed outliers greater than
4 SD units from the mean at each visit, but we did not remove
outliers from the other cohorts. Follow-up measurements beyond
15 years were not included in this analysis; individuals with only
one BP measurement were also excluded. At each study visit, we
performed linear regression, including adjustment for age, age-
squared, gender, body mass index, and study-specific corrections
for population substructure (based on principal-component anal-
ysis) to generate visit-specific BP residuals. These residual values
were subsequently averaged over all available visits, and the final
averaged residual was the LTA trait analyzed (termed LTA SBP,
LTA DBP, LTA MAP, and LTA PP). In the analyses of V1 BP traits,
BP values at the earliest visit among those included in this study
were analyzed. To facilitate comparisons of the LTA and V1 ana-
lyses, we conducted the V1 analyses in the same individuals
included in the LTA analyses. We adjusted V1 BP traits for anti-
hypertensive medication use and performed linear regression by
using covariate adjustment in a manner identical to what has
been done in prior V1 BP association analyses.*

50 The American Journal of Human Genetics 95, 49-65, July 3, 2014



Genotyping and Quality Control

Each study in the discovery LTA and V1 analyses genotyped sam-
ples by using high-density SNP marker platforms (Affymetrix
SNP6.0 in ARIC, CARDIA, and MESA; Affymetrix 500K in the
FHS; Mlumina 370K in the AGES Reykjavik Study, CHS, and
WGHS; and Illumina 550K in the RS). Genotypes were imputed
to a set of approximately 2.5 million HapMap SNPs with the use
of HapMap Phase II CEU individuals (Utah residents with ancestry
from northern and western Europe from the CEPH collection) as a
reference and either MACH (ARIC, AGES Reykjavik Study, FHS,
MESA, RS, and WGHS), BEAGLE (CARDIA), or BIMBAM (CHS)
software. Similar methods were used in the replication cohorts.
Further details of SNP genotyping and quality-control measures
used for each cohort have been previously published.”**

Statistical Association and Meta-analysis

Individual SNP association statistics were calculated for each SNP
meeting quality-control criteria via linear regression for LTA and
V1 BP traits. In each cohort, except in the FHS, association analysis
was performed with PLINK® with linear regression under an addi-
tive genetic model. In the FHS, family structure was modeled with
a linear mixed-effects model implemented in R.” Regression coef-
ficients and corresponding SEs for each SNP and trait were meta-
analyzed by inverse-variance-weighted meta-analysis to provide
the primary findings. Genomic control'’ was applied to individual
study results and to the final meta-analysis results to control
effects possibly due to population stratification or cryptic related-
ness. The statistical-significance threshold was set at the p value of
5.0 x 1078, For loci where variants showed significant associa-
tions, we examined the linkage-disequilibrium (LD) patterns
with SNAP;'! we assumed that loci with 1? < 0.3 were effectively
independent associations.

Replication Analyses Using V1 BP Traits

For replication analyses, we carried forward the five trait-locus
associations that we identified in our discovery LTA analyses but
that were not found in single-visit BP data in European-ancestry
individuals from GBPG and Chinese-ancestry individuals from
PUUMA. Details on the cohorts used for reproducibility analyses
are provided in the Supplemental Data. There are no sufficiently
sized replication cohorts with LTA traits to our knowledge, and
we elected to include as many samples as possible in a meta-anal-
ysis to increase power for the discovery analysis. Because the
follow-up association testing performed in the GBPG Consortium
and PUUMA participants was based on V1 data rather than trait
averages, as in our LTA discovery analyses, this experiment does
not constitute a true statistical “replication analysis” but rather a
biological one that might be partly underpowered. We used a Bon-
ferroni correction for the number of SNP-trait associations tested
for each of the four BP traits. To assess associations close to a
genome-wide significance threshold (p < 5 x 107®), but not yet
meeting this criterion, we used V1 BP traits to test all LTA-analysis
SNPs with p < 5.0 x 1077 in the GBPG Consortium V1 data.

Simulation of Statistical Power

We conducted computer simulations to evaluate the change in
statistical power to detect associations by using LTA versus V1 BP
traits as a function of sample size and effect size. The genome-
wide significance level was set to p < 5 x 1078, We simulated
phenotypic data across four visits, as well as SNP data with
different allele frequencies and different effect sizes. Phenotype

data were simulated from a multivariate normal distribution
with correlation structures based upon those observed in the
ARIC Study. Next, we simulated genotype for a single SNP by
setting the minor allele frequency to 0.05, 0.1, 0.2, 0.3, or 0.4
and then randomly drawing genotypes as O, 1, or 2, with probabil-
ities p%, 2pq, or g, respectively, by assuming Hardy-Weinberg
equilibrium. We tested three scenarios in these simulation tests:
(1) in V1, we took simulated SBP measurements from V1 only
and ignored the following three visits and regressed SBP onto
each SNP; (2) in LTA, we averaged the four visits and performed
a linear regression of SBP onto each SNP; (3) in a third analysis,
using generalized estimating equations (GEEs), we included data
from all four visits in a model with an exchangeable correlation
structure between the visits. In initial experiments, assuming a
sample size of 1,000, we repeated our simulations 10,000 times
(with independent sampling of both phenotype and genotype
data from their distributions) and computed the proportion of
times when a SNP was significantly associated with the trait. To
estimate power in a more representative case, such as for the
ARIC cohort, we assumed a sample size of 10,000 and repeated
the simulations.

Analysis of Signal Enrichment by LTA in Comparison
with V1 BP Trait Associations

Using the LTA and V1 association results on the same 46,553
individuals, we used the Kolmogorov-Smirnov (K-S) statistic
to compare each region’s -log;o p values meeting criteria for
genome-wide significance (p < 5 X 107®) to evaluate whether
LTA results showed departure of the association statistics from
the distribution of corresponding V1 association statistics. This
analysis was performed to compare LTA SBP with V1 SBP and to
compare LTA DBP with V1 DBP. Regions with at least one SNP
marker with p < 5 x 107® in either LTA or V1 analyses were
selected for enrichment analysis. Regions were defined by the
lead SNP and by the LD-pruned list of SNPs in the region (1> > 0.3).

Analysis of Expression Quantitative Trait Loci

For the purpose of annotating our findings, we searched for
primary SNPs identified in our LTA analyses and LD proxies
against a collected database of expression SNP (eSNP) results
from several tissues. Using SNAP,'' we identified alias rsIDs
for 1s445925. SNAP also helped us identify four further proxy
SNPs (rs72654473, 1s80125357, rs7412, and rs283810) in LD
(r* > 0.5) in four HapMap builds. SNP rsIDs were searched for
primary SNPs and LD proxies against a collected database of
eSNP results.'>°” The collected eSNP results met criteria for
statistical thresholds for association with gene transcript levels,
as described in the original papers, for several tissues. mRNA
quantitative trait loci (QTLs) were also queried for gluteal and
abdominal adipose.'”

Additional expression QTL (eQTL) data were integrated from
online sources, including ScanDB, the Broad Institute GTex
browser, and the Prichard Lab (see Web Resources). Data on cere-
bellum, parietal lobe, and liver eQTLs were downloaded from
ScanDB; cis-eQTLs were limited to those with p < 1.0 x 107%, and
trans-eQTLs were limited to those with p < 5.0 x 1078, The top
1,000 eQTL results were downloaded (on November 26, 2013)
from the GTex Browser at the Broad Institute for nine tissues:
thyroid, leg skin (sun exposed), tibial nerve, tibial artery, skeletal
muscle, lung, heart (left ventricle), whole blood, and subcutaneous
adipose.'* All GTex results had associations with p < 8.4 x 10~7.
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Table 1.

Summary of Discovery Cohorts, Sample Sizes, and Visits for the LTA Analyses

Age at First Age at Last Mean Mean Mean Antihypertensive Antihypertensive
No. of No. of Visit in Visit in BMI in SBP in DBP in Therapy at Therapy at

Cohort Visits Individuals Years (SD) Years (SD) kg/m? (SD) mmHg (SD) mmHg (SD) First Visit Last Visit
AGES Reykjavik 2 526 66.0 (7.0) 78.5 (5.9) 26.2 (3.9) 141.4 (18.8) 82.1(8.7) 24% 65%

Study

ARIC Study 4 7,310 54.3 (5.7) 63.1 (5.6) 27.0 (4.9) 118.5 (17.0) 71.7 (10.0)  26% 40%
CARDIA 4 1,671 32.6 (3.3) 45.8 (3.4) 25.6 (5.1) 106.3 (11.4) 67.8 (9.5) 0.9% 11%

CHS 4 3,159 72.4 (5.4) 75.3 (5.4) 26.3 (4.5) 138.7 (22.5) 72.2(11.9) 35% 41%

FHS original 4 660 74.4 (4.5) 85.6 (4.0) 26.7 (4.6) 148.1 (23.5) 729 (11.3) 49% 60%

cohort

FHS offspring 4 3,235 50.7 (9.8) 61.0 (9.5) 26.8 (4.9) 127.4 (20.0) 79.7 (10.6)  15% 32%

MESA 4 2,414 62.7 (10.2)  66.9 (10.2) 27.7 (5.1) 123.5 (20.5) 70.1 (9.9) 33% 45%

RS 1 4 4,710 67.9 (8.2) 75.5 (6.2) 26.3 (3.6) 140.4 (22.8) 749 (11.7) 22% 37%

RS 2 4 1,535 63.7 (2.3) 67.9 (7.2) 27.2 (4.1) 143.4 (21.6) 79.7 (11.1) 21% 30%
WGHS 3 21,409 54.7 (7.0) 65.2 (6.8) 25.9 (4.9) 124.8 (15.4) 77.3(9.7) 13% 43%

Abbreviations are as follows: AGES, Age, Gene/Environment Susceptibility; ARIC, Atherosclerosis Risk in Communities; BMI, body mass index; CARDIA, Coronary
Artery Risk Development in Young Adults; CHS, Cardiovascular Health Study; DBP, diastolic blood pressure; FHS, Framingham Heart Study; MESA, Multi-Ethnic
Study of Atherosclerosis; RS, Rotterdam Study; SBP, systolic blood pressure; and WGHS, Women’s Genome Health Study.

Results

Longitudinal Analysis of BP

The discovery analyses of LTA BP traits were conducted in a
sample size of 46,629 individuals, whose characteristics,
including age, sex, and trait summaries, are summarized
in Table 1. Our overall study design is shown in Figure S1.
By requiring each study participant included in the LTA
analyses to have two or more BP measurements, we ex-
cluded a total of 8,887 individuals with data at V1 only
across the cohorts (Table S1) and consequently analyzed
46,553 individuals for both the LTA and V1 analyses re-
ported. Information on the specific visits included in the
LTA analyses is provided in Table S2. Phenotypic correla-
tions were performed in the ARIC cohort on the average
LTA and V1 residuals we analyzed (Figure 1) and showed
r > 0.7 (the V1 measurement was included in the LTA
measurement, and thus correlation was expected).

Meta-analysis of GWASs for LTA BP Traits for
Discovery of Genetic Associations

When individual cohort results were combined via inverse-
variance-weighted meta-analysis, 488 SNP-trait associa-
tions at 19 independent loci (* < 0.3 between SNPs)
reached genome-wide significance (p < 5 x 10~®) (Table
2). Quantile-quantile p value plots are shown in Figure S2,
and genomic-control inflation factors (Agc) ranged from
1.055 to 1.095 for the LTA traits (Table S3) and were com-
parable for V1 SBP (1.076) and V1 DBP (1.066). The —logo
p value genome-wide association plots for SBP and DBP
are shown in Figure 2, and those for MAP and PP are shown
in Figure S3. In total, there were 39 trait-locus combina-
tions with at least one genome-wide significant associa-
tion. We identified 13 loci associated with LTA SBP, ten

loci associated with LTA DBP, 11 loci associated with LTA
MAP, and five loci associated with LTA PP (all are sum-
marized in Table 2). The complete set of SNPs identified
is provided in Table S4. For the purpose of annotating
the associations identified in our analyses, index SNPs
and proxies were checked for eQTL associations. Some
SNPs showed associations with expression levels, includ-
ing with genes with known BP roles (e.g., AGT [MIM
106150] and NPR3 [MIM 108962]). The loci identified in
this analysis, but not previously described, did not show
new eQTL associations, suggesting that mechanisms of
effect are not mediated through regulation of gene expres-
sion. The full results are summarized in Table S5.

Replication Studies

For follow-up, we focused on the five SNP-trait associations
that we identified in the LTA analyses but that had not
been identified in prior studies of V1 BP (Table 3). We con-
ducted replication analyses of independent samples not
studied in the discovery work by using pooled V1 data
from 23 GBPG Consortium cohorts—for a total sample
size of 34,433 individuals of European ancestry’—and
5,605 Han Chinese individuals from PUUMA. Clinical
summaries have been previously published for the GBPG
Consortium. ° Clinical summaries for PUUMA are pro-
vided in Table S6. We tested the lead SNP from each
region identified in our LTA analyses for its associa-
tion with each corresponding V1 trait and corrected for
the number of regions tested (the p value threshold was
0.05 / 1 = 0.05 for LTA SBP, LTA DBP, and LTA MAP and
0.05 / 2 = 0.025 for LTA PP). The GBPG Consortium and
PUUMA results were combined in a fixed-effects meta-
analysis and demonstrated significant association between
chromosomal region 2p23 (KCNK3 [MIM 603220]) and
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SBP LTA Residual versus SBP V1 Residual in ARIC (n = 8,775)

DBP LTA Residual versus DBP V1 Residual in ARIC (n = 8,775)

Figure 1. LTA versus V1 SBP and DBP Re-
siduals in the ARIC Cohort
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of V1 BP traits for the purpose of char-
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we identified more loci meeting
genome-wide significance thresholds
in the LTA analyses than in the V1
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both MAP (p = 0.0091) and SBP (p = 0.0079) and between
chromosomal region 6p21 (CRIP3) and PP (p = 0.0041), all
of which met the Bonferroni-corrected threshold (Table 4).
A nominal association (p < 0.05) was noted between re-
gion 7p13 (IGFBP3 [MIM 146732]) and PP (Table 4). In
the individual replication groups, we observed positive
replication for two SNP-trait associations in the GBPG
Consortium V1 replication analyses (p = 0.030 between
chromosomal region 2p23 [KCNK3] and SBP and p =
0.0067 between region 6p21 [CRIP3] and PP). In two of
the remaining loci, there was a nonsignificant trend (p <
0.10) of association (between 2p23 [KCNK3] and MAP
and between 7p13 [IGFBP3] and PP). In the PUUMA study,
replication was observed for the association between chro-
mosome region 2p23 (KCNK3) and MAP (p = 0.0079).
Plots of the -log p value for these regions are shown in
Figure S6.

To assess overall rates of replication, including for
known signals, in the GBPG Consortium V1 data, we as-
sessed the associations for all SNPs where the LTA associa-
tion analyses provided p < 5.0 x 1077 (213 SNPs for LTA
SBP, 186 SNPs for LTA DBP, 273 SNPs for LTA MAP, and
225 SNPs for LTA PP). In the analysis of these top SNPs,
we reproduced associations (p < 5 x 1077) in the GBPG
Consortium V1 data for 13/16 DBP-associated loci, 14/18
SBP-associated loci, 15/18 MAP-associated loci, and seven
PP-associated loci (Table S7). Restricting testing to the loci
with genome-wide significant association results in the
LTA analyses and association p values < 5 x 10~® resulted
in reproduction of associations at 11/13 SBP-associated
loci, 8/10 DBP-associated loci, 9/11 MAP-associated loci,
and 4/4 PP-associated loci (Table S7). Thus, the overall
replication rates in this analysis were 83% (49/59) and
84% (32/38) forp < 5 x 10" and p < 5 x 10~®, respectively.

Comparing LTA and V1 BP Association Patterns to
Evaluate the Impact of LTA

Using exactly the same samples and genotypes as in the
discovery LTA analyses, we conducted a secondary analysis

DBP V1 Residual

5 100 analyses. In the LTA analyses, we
observed 488 SNP-trait associations
with p < 5 x 107 in 19 loci (117 for
LTA SBP, 96 for LTA DBP, 155 for LTA
MAP, and 120 for LTA PP); in the corresponding V1 ana-
lyses, we observed 402 SNP-trait associations with p <
5 x 107® (122 for V1 SBP, 126 for V1 DBP, 153 for V1
MAP, and 1 for V1 PP) (Figure S4). At the p value threshold
of 5 x 1077, we identified 897 SNP-trait associations in the
LTA analyses (213 for LTA SBP, 186 for LTA DBP, 273 for LTA
MAP, and 225 for LTA PP) and 570 SNP-trait associations
in the V1 analyses (163 for V1 SBP, 182 for V1 DBP, 222
for V1 MAP, and 3 for V1 PP) (Table S8). Overall, these
data show that the LTA analyses yielded a greater number
of significant associations. The V1 results in the same sam-
ples as the LTA analyses are shown for the top LTA loci in
Table 5; they show a large degree of concordance in both
analyses but a greater yield from the LTA analyses.

To further evaluate the impact of LTA, we performed
additional comparisons between the LTA and V1 BP asso-
ciation statistics by focusing on SBP and DBP results only.
Comparisons of beta estimates, SEs, and chi-square values
demonstrated the impact of averaging on the SE of the
phenotypic estimate (Figure S5). Correlations between
the genome-wide LTA and V1 association statistics were
high; the correlations of standardized effect estimates
were 1 = 0.82 for SBP and r* = 0.80 for DBP. When
restricted to the sentinel SNP-trait associations for SBP
(13 SNPs) and DBP (ten SNPs), the correlations of the beta
estimates were higher at 1* = 0.99 for both SBP and DBP.

In comparisons of the LTA and V1 association results,
the p values for LTA SBP and LTA DBP summary results
were generally lower than the corresponding V1 results
(Table 5). However, in some regions, the association
p values were lower in the V1 analyses, demonstrating
that LTA might not enrich association signals in all
genomic regions. We assessed the distribution of the lead
LTA-identified SNPs (p < 5 x 107®) across all loci by
comparing the number of SNPs found at the tails of the
ranked p value distribution for each trait in the LTA and
V1 analyses. In each of the four traits, there was substantial
enrichment of signals at the tails of the p value distribution
in the LTA analyses (Table S9).
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Table 2. Summary of LTA Discovery Analyses for Loci with SNP-Trait Association p Values < 5 x 103

SNP ID Allele Chr Position In Gene Closest Gene Genes in LD Block Beta SE p Value
LTA DBP

1513306561 a 1 11,788,391 MTHFR MTHFR NPPA-AS1, CLCN6, MTHFR, NPPA 0.48 0.07 2.08 x 10°1°
152004776 t 1 228,915,325 AGT AGT AGT 0.35 0.06 3.20 x 1078
1s7599598" a 2 96,715,567 FERILS FERILS FERILS -0.31 0.05 291x1078
1s198823 t 6 26,230,912 NA HIST1H2BC HIST1HIT, HIST1H4A, HIST1H2BB, -0.33 0.06 6.57 x107°

HISTIH3C, HISTIH3A, HISTIH2BC,
TRIM38, HFE, HISTIH2AB, HISTIH2AC,
HIST1H3B, HIST1H4B, HIST1H4C,
HISTIHIA, HISTIHIC

1512258967 ¢ 10 18,767,965 CACNB2 CACNB2 CACNB2 0.35 0.06 2.48 x 10~
1512244842 t 10 63,109,192 CI10orfl07 C100rf107 C100rf107 -0.38 0.06 7.05x107°
152681472 a 12 88,533,090 ATP2BI ATP2B1 ATP2B1, LOC338758 0.52 0.07 4.01 x 107"
153184504 t 12 110,368,991 SH2B3 SH2B3 TRAFDI1, PTPN11, RPL6, ALDH2, 0.39 0.05 6.08x 107"

ATXN2, TMEM116, ERP29, MAPKAPKS,
ADAM1, SH2B3, C120rf51, C1201f47,
NAA2S5, ACAD10, BRAP

1s1133323 t 15 72,999,278 NA COXS5A CSK, CPLX3, COX5A, SCAMP2, C150rf17, —0.33 0.05 2.66 x 1077
MPI, ULK3, LMANIL, MIR4513

156092743 a 20 57,133,765 NA C200rf174 NA 0.50 0.08 1.11x 1078

LTA SBP

1s880315 t 1 10,719,453 CASZ1 CASZ1 MTOR, Clorf127, TARDBP, EXOSC10, -0.71 0.10 7.98 x 10712

Clorfl87, FBXO2, FBXO6, MAD2L2,
MTHFR, FBX044, SRM, PTCHD2, MASP2,
UBIAD1, CASZ1, ANGPTL7, AGTRAP

1513306561 a 1 11,788,391 MTHFR MTHFR NPPB, NPPA-AS1, CLCN6, MTHFR, NPPA 0.88 0.12 6.38 x 10712
rs1275988* t 2 26,767,868 NA KCNK3 KCNK3 —0.60 0.09 2.61 x 1071
16712094  a 2 164,751,706 NA GRB14 NA 0.60 0.10 9.89 x 107~
17733331t 5 32,864,603 NA C5orf23 NPR3 -0.55 0.09 538 x 107
1512705390 a 7 106,198,013 NA PIK3CG NA 0.63 0.11 317 x 1078
1512258967 ¢ 10 18,767,965 CACNB2  CACNB2 CACNB2 0.63 0.10 4.53 x 107 '°
157070797  a 10 63,221,779 NA C100rf107 C100rf107 —0.74 0.13 430x 10
152681472  a 12 88,533,090 ATP2BI ATP2B1 ATP2B1, LOC338758 0.95 0.12 1.04 x 107"
154766578  a 12 110,388,754 ATXN2 ATXN2 TRAFDI, PTPN11, RPL6, ALDH2, ATXN2, —0.56 0.09 2.82 x 107°

TMEM116, ERP29, MAPKAPKS, ADAMI,
SH2B3, C120rf51, C120rf47, NAA2S,

ACADI10, BRAP
1535444 a 12 114,036,820 NA TBX3 NA 0.55 0.09 1.47 x 1078
1511072518t 15 73,021,663 NA COX5A CSK, CPLX3, COX5A, SCAMP2, C1501f17, 0.57 0.09 6.54 x 10°
CYP1A2, MPI, ULK3, LMANIL, MIR4513

16092743  a 20 57,133,765 NA C2001f174 NA 0.84 0.14 225x1078
LTA MAP

1s880315 t 1 10,719,453 CASZ1 CASZ1 CASZ1 -0.46 0.07 5.49 x 107!
1513306561  a 1 11,788,391 MTHEFR MTHFR NPPB, NPPA-AS1, CLCN6, MTHFR, NPPA 0.61 0.08 1.83 x 1072
152004776t 1 228,915,325 AGT AGT AGT 0.42 0.07 1.18x107®
151275988  t 2 26,767,868 NA KCNK3 KCNK3 -0.39 0.06 1.51x 1077
1512258967 ¢ 10 18,767,965 CACNB2  CACNB2 CACNB2 0.45 0.07 4.98 x 107!
152166122t 10 63,193,080 C100rfl07 C100rf107 C100f107 —0.48 0.08 1.88x 107°
152681472  a 12 88,533,090 ATP2B1 ATP2B1 ATP2B1, LOC338758 0.69 0.08 1.77 x 1071¢

(Continued on next page)
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Table 2. Continued
SNP ID Allele Chr Position In Gene Closest Gene Genes in LD Block Beta SE p Value
153184504 t 12 110,368,991 SH2B3 SH2B3 CUX2, FAM109A, TRAFD1, PTPN11, RPL6, 0.45 0.06 1.68 x 107'2
ALDH2, ATXN2, TMEM116, ERP29,
MAPKAPKS, ADAM1, SH2B3, C1201f51,
Cl12o0rf47, NAA25, ACAD10, BRAP
135444 a 12 114,036,820 NA TBX3 NA 0.36 0.06 3.20 x 1078
1s11072518 t 15 73,021,663 NA COXS5A CSK, CPLX3, COX5A, SCAMP2, C15o0rf17, 0.43 0.06 8.95x 10!
CYP1A2, MPI, ULK3, LMANI1L, MIR4513
1s6092743 a 20 57,133,765 NA C2001f174 NA 0.64 0.10 3.60 x 10719
LTA PP
1s880315 t 1 10,719,453 CASZ1 CASZ1 CASZ1 —0.42 0.07 5.45x107°
157650227 t 3 41,769,941 ULK4 ULK4 ULK4 0.50 0.08 2.84 x 107°
rs10948071% t 6 43,388,691 NA CRIP3 CRIP3, SLC22A7, ZNF318 —0.38 0.07 9.06 x 10°°
152949837 a 7 45,960,903 NA IGFBP3 NA 0.40 0.07 294 x 1078
1512705390 a 7 106,198,013 NA PIK3CG NA 0.59 0.08 5.40 x 104

Abbreviations are as follows: Chr, chromosome; DBP, diastolic blood pressure; LTA, long-term average; MAP, mean arterial pressure; NA, not available; PP, pulse

pressure; and SBP, systolic blood pressure.
BP-associated loci found in our LTA analyses.

To study the general magnitude of the effect of LTA on
the statistical power to detect SNP associations, we carried
out a set of simulation experiments. Correlations of SBP
and DBP across the four visits included in the ARIC anal-
ysis ranged from r = 0.60 to r = 0.73 (Table S10A). Using
unstructured correlation structures resulted in similar esti-
mates (data not shown). The simulations showed that LTA
increases power by about 20% in most cases (Tables S10B
and S10C). It can be a much larger increase if the initial po-
wer is very low. GEEs do not improve power over LTA by
any significant amount. By comparison, our LTA results
are largely consistent with the simulation results.

The simulation results are corroborated by the com-
parison of our LTA and V1 results: compared with V1 an-
alyses, LTA analyses identified 17 additional trait-locus
associations (two with DBP, seven with SBP, three with
MAP, and five with PP, for a total of nine additional inde-
pendent loci).

Enrichment Analysis

To further examine the extent of signal enrichment by
LTA and to characterize regions with a lack of enrichment
by LTA, we conducted a number of analyses. First, we
plotted the V1 and LTA association statistics for all regions
identified by either the LTA or the V1 analyses. Chromo-
somal region 12q21 (ATP2B1), which shows the strongest
GWAS association signal for BP to date, and region 2p23
(KCNK3), which demonstrated enrichment of the associa-
tion signal in our study, are shown in Figure 3; all other loci
are shown in Figure S7. We also aligned LTA and V1 results
for each region and calculated the K-S statistic for each re-
gion (Figures S8 and S9) and found that evidence of enrich-
ment by the LTA procedure was specific to 21 trait-locus
associations and that a significant lack of enrichment, or

stronger V1 association signal, was a clear pattern noted
at eight other trait-locus associations. One region showed
mixed effects: some SNP associations were enriched by
LTA, and some were significantly stronger in the V1 ana-
lyses (chromosomal region 3p22, ULK4). In 15 regions,
the results were not significantly enriched in either the
LTA or the V1 analyses (Table S11). Specifically, we identi-
fied enrichment by LTA in six regions for SBP (chromosome
1 near MTHER [MIM 607093], chromosome 2 near KCNK3,
chromosome 2 near GRB14 [MIM 601524], chromosome 5
near C50rf23, chromosome 7 near PIK3CG [MIM 601232],
and chromosome 10 near C100rf107); in four regions for
DBP (chromosome 1 in MTHFR, chromosome 5 near EBF1
[MIM 164343], chromosome 6 near HFE [MIM 613609],
and chromosome 12 in SH2B3 [MIM 605093]); in four
regions for MAP (chromosome 1 in CASZ1 [MIM 609895],
chromosome 1 in MTHFR, chromosome 2 near KCNKS3,
and chromosome 12 in ATP2B1 [MIM 108731]); and in
three regions for PP (chromosome 6 near CRIP3, chro-
mosome 7 near IGFBP3, and chromosome 7 near PIK3CG).

Discussion

This study was designed to assess the effect of utilizing
LTA of BP traits, from longitudinal measures, to detect
genetic associations. The motivation for our analyses
was to use a procedure that would reduce measurement
errors and other variation sources that lower the statistical
power of the analysis. In our LTA analyses, we discovered
39 trait-variant associations and uniquely identified four
loci (2p23 [near KCNK3] for SBP and MAP, 2ql1.2
[in FERILS] for DBP, 6p21 [near CRIP3] for PP, and
7p13 [near IGFBP3] for PP). Replication testing in 34,433
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Figure 2. GWASs: -Log p Plots for LTA and V1 SBP and DBP Analyses
GWAS -log p plots compare (A) LTA SBP and V1 SBP and (B) LTA DBP and V1 DBP. Regions containing one or more SNPs with p < § x
10® are in red, and suggestive associations (p < 5 x 10~7) are shown in blue.

independent European-ancestry samples and 5,600 Chi-
nese-ancestry samples with V1 BP data definitively
confirmed these associations at two (KCNK3 andCRIP3)
of the four discovered loci, and these were carried forward
to replication analyses. At IGFBP3, we found a nominal as-
sociation not meeting statistical significance after adjust-
ment for multiple-hypothesis testing. When we compared
LTA and V1 associations in the same group of individuals,
we observed that in some loci, the p values of LTA traits
were two orders of magnitude lower than the correspond-
ing V1 BP traits. Overall, we demonstrated enrichment of
association signals with LTA by detecting a larger number
of SNPs and loci. Through computer simulations, we esti-
mated this increase in statistical power by LTA to be
~20%, consistent with the results of our analyses of BP
data.

Several sources of variability of BP affect the ability to
detect genetic associations. First, there is physiologic, in-
traindividual variability following both diurnal patterns
and longer-term and less predictable patterns as a result

of individual-specific factors, such as changes in dietary
intake of sodium. Second, there is variation in BP measure-
ment as a result of imprecise measurement techniques and
biases such as digit preference.®’ Noise in the measurement
of a quantitative trait adversely affects power to detect
association signals, essentially by increasing the variance
of the trait, and the study of BP in particular has been a
notable example in which phenotypic imprecision has
hampered our ability to detect alleles.®” Examples of this
impact are also available in clinical pathology, where the
variance for analysis measurements can be high for specific
analyses, and when up to 20% of the variance derives from
intraindividual variation and measurement error, this can
result in a 15%-20% loss in power to detect statistical
associations.®® Averaging has been studied in a number
of epidemiologic applications, to BP and other continuous
traits characterized by variability, where it can improve
parameter estimation.®*°’

We examined the statistical properties of the LTA pro-
cedure, and although it is a relatively simple procedure,
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Table 3. Loci with SNP-Trait Association p Values < 5 x 102 from LTA Discovery Analyses

Trait SNP ID Allele Locus Position Closest Gene Beta SE p Value

LTA DBP 1$7599598 a 2q11 96715567 FERILS —-0.31 0.05 291 x 1078
LTA SBP 151275988 t 2p23 26767868 KCNK3 —0.60 0.09 2.61 x 1071°
LTA MAP 151275988 t 2p23 26767868 KCNK3 —0.39 0.06 1.51 x 1077
LTA PP 1510948071 t 6p21 43388691 CRIP3 —-0.38 0.07 9.06 x 107°
LTA PP 152949837 a 7p13 45960903 IGFBP3 0.40 0.07 294 x 1078

Abbreviations are as follows: DBP, diastolic blood pressure; MAP, mean arterial pressure; LTA, long-term average; PP, pulse pressure; and SBP, systolic blood

pressure.

there are several important implications of our results.
First, LTA is expected to describe a more accurate estimate
of an individual’s long-term BP value. We averaged two,
three, or four visits—not the maximum number of avail-
able measurements, which could have been up to 15 visits
in some cohorts—in order to keep phenotypic SEs gener-
ally comparable across the cohorts we studied. Other
age-related trends, such as changes in body mass index
(BMI), were accounted for in the visit-specific adjustment
of BP traits by BMI at the corresponding visit. In published
V1 BP association studies, finding associations for DBP
has been more challenging, and there have generally
been fewer findings for DBP than for SBP. Our results
show a similar trend.

The overall improvement in power with LTA has impor-
tant implications for study design in genetic association
studies. For traits with few extraneous sources of “noise,”
such as height, weight, or blood analyses measured with
standardized clinical assays (such as lipid and hematology
traits), GWASs have generally been fruitful in that they
yield many positive associations explaining up to ~10%
of the phenotypic variance of these continuous traits. In
the case of traits with many and varied sources of noise,
such as BP, measures to improve phenotypic accuracy
help identify additional loci. Typically, increasing sample
size is the key strategy to increase statistical power, and
this has been done widely in GWASs to detect associations
with modest effect sizes. However, in the GWAS and meta-

analysis approach, inclusion of additional cohorts to a
meta-analysis might increase potential phenotypic and ge-
netic variability, which cannot be adequately corrected for
in the analysis. Our results demonstrate that trait aver-
aging is a practical way to increase statistical power for
quantitative phenotypes with substantial variability, such
as BP, in population cohorts with longitudinal BP data.
One surprising finding was that some of the associations
identified in the V1 analyses were not detected in the
LTA analyses, and in specific regions, the V1 analyses
yielded stronger significance. A statistical hypothesis for
this finding is regression to the mean, or winner’s curse,
in the LTA analyses. Biologic hypotheses include possible
physiologic intraindividual sources of variation, such as
the known circadian pattern of BP, or variation of clinical
relevance for which mechanisms are not known.’® As
such, we recommend utilizing LTA to improve the pre-
cision of highly variable continuous traits for which
measurement error or uncertainty is known. Further, we
recommend considering concurrent analysis of LTA and
single measurement of traits and an evaluation of any of
the differences between the two sets of results for possible
insights into the mechanism of the genetic association.
LTA can also capture additional useful information. LTA
BP is a clinically relevant phenotype and is associated
with cardiovascular disease (CVD) events and target organ
damage, an intermediate phenotype for subsequent CVD
events.’*°? Although single “casual” BP measurements in

Table 4. Reproducibility-Analysis Association Results in the GBPG Consortium and PUUMA V1 BP Analyses

GBPG Consortium V1 BP PUUMA V1 BP Meta-analysis of GBPG Consortium

Association Results Association Results and PUUMA V1 BP Association Results
Trait SNP ID EI:I:: B Beta SE p Value Beta SE p Value Beta SE p Value
V1DBP 157599598 FERILS —0.04 0.08 6.14 x 107! 0.001 021 9.95x 10" -0.03 0.07 6.40 x 107!
V1SBP  1s1275988" KCNK3 —026 0.12 298x102% -0.79 039 4.54x 102 -0.30 0.11 7.93 x 103
V1 MAP 1s1275988" KCNK3 —0.16 0.08 5.68x 102 —0.72 027 7.85x10° -0.21 0.08 9.08 x 1073
VIPP  1510948071° CRIP3  -0.24 009 6.69x 10 -025 027 356x107" -0.24 0.08 4.17 x 1073
V1 PP 152949837 IGFBP3 0.15 0.09 9.96 x 1072 034 026 1.94x 107" 0.17 0.09 4.68 x 1072

Abbreviations are as follows: BP, blood pressure; DBP, diastolic blood pressure; GBPG, Global Blood Pressure Genetics; MAP, mean arterial pressure; PP, pulse

pressure; PUUMA, Peking University — University of Michigan Study of Atherosclerosis; SBP, systolic blood pressure; and V1, visit 1.
?Loci meeting a Bonferroni-corrected replication threshold.
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Table 5. The LTA Lead SNPs Were Investigated in the V1 Analysis of the Same Cohorts and Study Participants
a i LTA BP Results in Discovery Samples V1 BP Results in LTA Discovery Samples LTA-V1 Differences

SNP ID Allele Chr Position Gene Trait Beta SE p Value Trait Beta SE p Value A Beta A p Value
rs880315 t 1 10,719,453  CASZ1 LTA SBP -0.71 0.10 7.98 x 10712 V1 SBP —0.68 0.11 7.20 x 10~° 3.05%x 1072 -7.19 x 10~°
rs13306561  a 1 11,788,391  MTHFR LTA SBP 0.88 0.12 6.38 x 10712 V1 SBP 0.76 0.14 1.11 x 1077 -1.21x107Y  —1.11 x 1077
rs1275988 t 2 26,767,868  KCNK3 LTA SBP —0.60 0.09 2.61 x 10710 V1 SBP —0.47 0.10 1.38 x 1073 133 x 107" -1.38x 10°°
156712094 a 2 164,751,706  GRB14 LTA SBP 0.60 0.10 9.89 x 107° V1 SBP 0.58 0.11 5.22 x 1077 -1.49 x 1072 -5.12x 107/
rs7733331 t 5 32,864,603  CSorf23 LTA SBP —0.55 0.09 5.38 x 10°° V1 SBP —0.41 0.10 1.41 x 10°* 146 x 107! —1.41 x 10°*
1512705390 a 7 106,198,013  PIK3CG LTA SBP 0.63 0.11 3.17 x 1078 V1 SBP 0.54 0.12 2.63 x 107° —891x 1072 —-2.62x10°°
1512258967 ¢ 10 18,767,965  CACNB2 LTA SBP 0.63 0.10 4,53 x 10710 V1 SBP 0.64 0.11 1.53 x 1078 1.04 x 1072 -1.48 x 1078
157070797 a 10 63,221,779  CI0orfl07  LTA SBP —-0.74 0.13 4.30 x 1078 V1 SBP -0.73 0.14 1.17 x 10°¢ 1.58 x 1072 -1.12x 10°°
152681472 a 12 88,533,090  ATP2BI LTA SBP 0.95 0.12 1.04 x 10714 V1 SBP 0.93 0.13 1.69 x 10711 -1.65x 1072  -1.69 x 10!
154766578 a 12 110,388,754  ATXN2 LTA SBP —-0.56 0.09 2.82 x 107° V1 SBP —0.65 0.10 1.18 x 107 -9.01 x 1072 1.64 x 107°
1535444 a 12 114,036,820  TBX3 LTA SBP 0.55 0.09 1.47 x 1078 V1 SBP 0.51 0.11 2.63 x 107° -3.03x 102 -2.61x10°°
1511072518t 15 73,021,663  COXS5A LTA SBP 0.57 0.09 6.54 x 107° V1 SBP 0.73 0.11 2.93 x 10711 1.61 x 107! 6.52 x 107°
156092743 a 20 57,133,765  C200rf174  LTA SBP 0.84 0.14 2.25 x 1078 V1 SBP 1.01 0.16 2.18 x 10~° 1.66 x 107! 2.03 x 1078
rs13306561  a 1 11,788,391  MTHFR LTA DBP 0.48 0.07 2.08 x 10719 V1 DBP 0.48 0.09 1.28 x 10~/ 250 x 1073 —-1.28 x 107/
152004776 t 1 228,915,325  AGT LTA DBP 0.35 0.06 3.20 x 1078 V1 DBP 0.44 0.07 1.53 x 1078 8.31 x 1072 1.67 x 1078
157599598 a 2 96,715,567  FERILS LTA DBP -0.31 0.05 291 x 1078 V1 DBP -0.37 0.07 6.54 x 107° -5.75x 1072 -3.63x 107®
rs198823 t 6 26,230,912  HFE LTA DBP -0.33 0.06 6.57 x 10°° V1 DBP -0.32 0.07 452 x 10°° 151 x 1072 —4.51x10°°
rs12258967 ¢ 10 18,767,965  CACNB2 LTA DBP 0.35 0.06 2.48 x 1077 V1 DBP 0.43 0.07 3.71 x 1077 7.05x 1072 -1.23x10°°
rs12244842  t 10 63,109,192  CI0orfl07  LTA DBP —-0.38 0.06 7.05 x 107 V1 DBP —0.43 0.08 6.15 x 1078 ~489 x 1072 -5.45x 108
152681472 a 12 88,533,090  ATP2BI LTA DBP 0.52 0.07 4,01 x 10713 V1 DBP 0.58 0.09 8.68 x 107! 5.52x 1072 —-8.64 x 107!
153184504 t 12 110,368,991  SH2B3 LTA DBP 0.39 0.05 6.08 x 10713 V1 DBP 0.39 0.07 1.26 x 1078 -7.50x107%  -1.26 x 1078
151133323 t 15 72,999,278  COXS5A LTA DBP -0.33 0.05 2.66 x 107° V1 DBP —0.42 0.07 4,89 x 10710 —-9.57 x 1072 2.17 x 107°
156092743 a 20 57,133,765  C200rfl74  LTA DBP 0.50 0.08 1.11 x 1078 V1 DBP 0.71 0.10 3.37 x 1071 2.04 x 107! 1.11 x 1078
15880315 t 1 10,719,453  CASZ1 LTA MAP —-0.46 0.07 5.49 x 107! V1 MAP —0.43 0.08 1.47 x 1077 2.86x 1072 -1.47 x 1077
1513306561  a 1 11,788,391  MTHEFR LTA MAP 0.61 0.08 1.83 x 10712 V1 MAP 0.57 0.10 1.48 x 1078 -394 x 1072 -1.48x 1078
152004776 t 1 228,915,325  AGT LTA MAP 0.42 0.07 1.18 x 1078 V1 MAP 0.51 0.08 2.45 x 107° 8.91 x 1072 9.33 x 10~°
151275988 t 2 26,767,868  KCNK3 LTA MAP -0.39 0.06 1.51 x 1077 V1 MAP —0.34 0.07 7.06 x 107° 463 x 1072  -7.06 x 107
1512258967 ¢ 10 18,767,965  CACNB2 LTA MAP 0.45 0.07 498 x 107! V1 MAP 0.50 0.08 5.57 x 10°1° 452x 1072 -5.07 %1071

(Continued on next page)



Continued

Table 5.

LTA-V1 Differences

V1 BP Results in LTA Discovery Samples

LTA BP Results in Discovery Samples

cl

A Beta A p Value

p Value

SE

Trait Beta

p Value

SE

Gene Trait Beta

Chr Position

Allele

SNP ID

—4.57 x 1078

—2.38 x 1072

476 x 1078

0.09

V1 MAP -0.50

1.88 x 107

0.08

63,193,080 C100rf107  LTA MAP -0.48

t 10

152166122

~1.70 x 1072

9.17 x 1073

0.70 0.09 1.70 x 10712

V1 MAP

1.77 x 107'®

0.08

0.69

LTA MAP

a 12 88,533,000  ATP2B1

152681472

—3.69 x 1071°

2.50 x 1072

0.47 0.07 3.71 x 10°1°

V1 MAP

1.68 x 10712

0.06

0.45

LTA MAP

12 110,368,991  SH2B3

t

rs3184504

—8.06 x 1077

2.16 x 1072

0.38 0.08 8.38 x 1077
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Abbreviations are as follows: BP, blood pressure; Chr, chromosome; DBP, diastolic blood pressure; MAP, mean arterial pressure; LTA, long-term average; PP, pulse pressure; SBP, systolic blood pressure; and V1, visit 1.

a population predict CVD,”” LTA BP, also referred to as
“usual” BP, has been shown to be an important predictor
of risk for future CVD events beyond single-measurement
BP levels.”' In the clinical setting, treatment for high BP
is typically recommended on the basis of repeated observa-
tions of elevated BP rather than a single elevated BP mea-
surement, given the known variability and the finding
that casual BP measurements might not reliably predict
hypertension.®'’~7° Although precision of the BP esti-
mate is improved, as we have demonstrated here, LTA
has the potential to discard information and thus diminish
signals by averaging as well. BP variability is also associated
with CVD risk, and the finding of decreased association of
signals previously linked to CVD risk (such as the 10p12
locus?) in the LTA analyses suggests that the relationship
between our findings and CVD risk might be imparted
through different mechanisms. This hypothesis would
need to be formally tested through further hypothesis-
driven laboratory experiments.

For the purposes of testing replication of our LTA find-
ings, we conducted follow-up analyses in a set of GBPG
Consortium and PUUMA cohorts not analyzed in the
LTA analyses. However, these analyses were conducted
with V1 BP results rather than LTA BP phenotypes. Also,
the GBPG Consortium included a larger number of cohorts
(17) in the replication testing than in the LTA discovery
phase, increasing the potential variation in effect size
across samples. Regardless, we confirmed association
with V1 BP traits in three of our four regions tested for
replication in samples of diverse ethnicity. The traits we
report are highly correlated, and we take the set of associa-
tions we identified as determinants of BP traits in the gen-
eral population. We compared the results of the analyses
of LTA SBP and LTA DBP to the published findings of
the International Consortium for Blood Pressure (ICBP),
which is currently the largest GWAS and meta-analysis in
individuals of European ancestry (n = 69,395).” At a signif-
icance threshold of p < 5 x 10~® in the analyses of LTA SBP
and LTA DBP, we found 19 loci uniquely identified in the
ICBP analysis (but not in our LTA analyses), ten loci iden-
tified by both the ICBP and LTA BP analyses, and six loci
uniquely identified in the LTA BP analyses. Because the
ICBP analysis also included the majority of the
cohorts in our LTA analyses, concordance of many loci
was expected.

We identified four loci in the LTA discovery analyses. We
found an intergenic variant in high LD with SNPs extend-
ing into KCNK3 (also known as TASK1), which encodes a
potassium channel, to be associated with LTA SBP and
LTA MAP. Exome sequencing studies have shown that
rare missense alleles in KCNK3 cause familial forms of pul-
monary hypertension.”® Mice null for Taskl show lower
SBP and have a defect in adrenal gland depolarization
and fail to suppress aldosterone in response to increased
dietary sodium load.”” We analyzed the data presented in
a previously published report of MAP measured invasively
in four TaskI-null mice and six wild-type littermate mice’®
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—-Log p Values of Association Tests for ATP2B1 in Chromosomal Region 1221 Demonstrate Enrichment by LTA

Plots of —log p values of association tests for LTA SBP are shown for (A) the 12q21 ATP2B1 region, known to be robustly associated with
BP, and (B) the 2p23 KCNK3 region, which was identified in this study. Both regions demonstrated enrichment of the association signal
by LTA. The results of the LTA SBP analysis are plotted in black, and the results of the corresponding V1 SBP analysis of the same indi-

viduals are plotted in blue.

in an unpaired t test (unequal variance was assumed) and
found p = 0.0034. MAP in the Task1-null mice was approx-
imately 9 mmHg lower (SD * 2.4 mmHg). In FERILS,
which was associated with LTA DBP, we identified a non-
synonymous SNP (exon 21: c.2044A>G [p.Thr682Ala)) in
our GWAS analysis. FERIL5 encodes Fer-1-like 5, identified
in C. elegans, and its function has not been defined. Two

loci, near CRIP3 (chromosomal region 6p21) and IGFBP3
(chromosomal region 7p13), were associated with LTA PP.
The index SNP associated with LTA PP in the CRIP3 region
was highly correlated with a nonsynonymous SNP (exon 8:
¢.563T>C [p.lle188Thr]) in cysteine-rich protein 3 (CRIP3),
whose vascular function has not been defined. The insulin-
like growth factors (IGFs) and their binding proteins, of
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which IGFBP3 is one, regulate cellular proliferation and
apoptosis, and IGF1 stimulates aortic elastin production
during development.”’ The lead SNP associated with LTA
PP was in LD with SNPs extending across the gene, suggest-
ing a possible functional variant within the gene or gene
regulatory region, although a lack of an eQTL finding
makes the latter less likely. IGFBP3 is expressed in the
endothelium, and mice null for this gene show decreased
retinal vessel growth.®” Serum levels of IGFBP3 are asso-
ciated with measures of aortic stiffness, of which PP is an
indicator,®' and a GWAS of circulating IGFBP3 amounts
in plasma showed an association with IGFBP3 SNPs we
identified.*” Circulating amounts of IGFBP3 are also
related to SBP.** Consequently, these genes identified by
LTA analysis are highly plausible biological candidates for
BP regulation.

The limitations of this study include loss of sample size
due to the exclusion of individuals with data at only one
visit. In the longitudinal cohorts studied here, the propor-
tion lost to follow-up was low. However, bias might have
also been introduced through studying only those indi-
viduals willing or able to participate at multiple exam cy-
cles. In the discovery analyses, we used European-ancestry
samples. Ethnic differences in interindividual variability
in BP across years have not been not well defined, and
we did not have an opportunity to evaluate this in our
study. Although we gained phenotypic precision with
LTA, we might have also lost information. BP tracking
over time could be more precisely estimated with the
use of more sophisticated statistical approaches rather
than a crude average.”*®”**” As we demonstrated in
our LTA and V1 direct comparisons, there is overall
enrichment with LTA. However, in some specific regions,
V1 analysis yields stronger results, as assessed by lower
p values. The proportion of individuals treated with anti-
hypertensive medication increased between the first and
last visits in each cohort by varying amounts, potentially
adding to the LTA analyses variability that we did not
completely account for, although we did employ a stan-
dard correction method for antihypertensive medication
use at each visit to attempt to correct for this. Finally,
although we adjusted for age and age-squared, there
might have been other age-dependent effects, particularly
the known change in DBP that typically occurs in the
fifth decade of life’' and across which our averages were
obtained in many cases, which might explain the lower
yield with LTA for DBP than for SBP. Consequently, there
might be value in conducting parallel V1 and LTA ana-
lyses to identify BP-associated loci that are subsequently
followed up and validated by independent biological
studies.

In summary, we have evaluated the utility of averaging
repeated BP measurements for the purposes of detecting
genetic association. Alternate approaches to the study of
BP phenotypes are needed, and we have demonstrated
that LTA is useful for improving signal detection. Using
LTA of BP traits, we identified and validated common

variants at several known loci and at loci not previously
known to be associated with BP, and we have shown that
trait-averaging methods have important implications
for study design of genetic analyses of quantitative traits
and ultimately for improved hypothesis generation from
GWASs.
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FIGURE S1: Study design summary.

The study design of the long-term averaged (LTA) analysis is summarized to accomplish the goals of firstly, identifying novel BP associations,
which were replicated in an independent sample, and secondly characterizing the impact of LTA on genetic associations as compared to single-

visit (V1) BP associations.
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FIGURE S2. QQ plots for LTA BP traits and single visit (V1) SBP and DBP.

Quantile-quantile (QQ) plots are shown for (a) LTA and V1 SBP traits, (b) LTA and V1 DBP traits, (c) LTA-MAP and (d) LTA-PP. The null
hypothesis is shown as the orange line. The 95% confidence interval around the null is shown in gray.
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FIGURE S3. Genome-wide association studies: —logP values for (a) LTA-MAP and (b) LTA-PP.

Genome wide association studies’ —logP plots are shown for LTA-MAP and LTA-PP traits. Regions with SNP associations reaching P value < 5 x
10°® are shown in red, and regions reaching P value < 5x10™ are shown in blue.
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FIGURE S4. QQ plots for SBP and DBP traits showing associations statistics for both LTA and V1 traits.

Genome-wide association statistics for SBP and DBP analyses using LTA versus V1 only in quantile-quantile plots of LTA-SBP and LTA-DBP,
with corresponding V1-SBP and V1-DBP results. The distribution of P values is shown with SNPs plotted in blue corresponding to V1 results, and
SNPs plotted in green corresponding to LTA analysis results.
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FIGURE S5. Genome-wide association statistics for SBP and DBP analyses using LTA versus V1.

Genome-wide association statistics for SBP and DBP analyses using LTA versus V1, with LTA values plotted on the X-axis and V1 on the Y-axis,
for the effect size (beta, regression) estimate, standard error, chi-squared values and the normalized regression estimate (beta recalculated as the
raw beta divided by the standard deviation of the phenotype).
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FIGURE S6. -logP value plots for regions identified in the LTA analysis incorporating LD estimates and annotation of nonsynonymous
SNPs for each of the new 5 SNP-trait associations we identified in the LTA analysis (a-e).
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FIGURE S7. -logP value plots for regions identified in the LTA analysis.

—logP values of association tests are shown for all regions identified in the LTA analyses for (a) regions with enrichment in the LTA analysis
compared to the corresponding V1 analyses (rank test P value < 0.001), (b) regions with enrichment in the V1 analysis compared to the
corresponding LTA analyses (rank test P value < 0.001), (c) one region with enrichment of some SNP by LTA and other SNPs by V1 (P Value <
0.001) and (d) regions without enrichment by either LTA or V1 within the locus. The results of the LTA-SBP analysis are plotted in black and the
results of the corresponding V1-SBP analysis of the same individuals are plotted in blue.
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Figure S8. K-S test comparison cumulative fraction plot, where x-axis is the —log10(P) values
and y-axis is the cumulative fraction.

K-5 Test Comparison Cumulative Fraction plot, D{lta-vil= 0.12 P=0.0067; Dy{lta-vi}= 0.13 P=0.0032
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To identify regions in which the enrichment of V1 is larger than LTA or LTA larger than
V1 significantly, we used the Kolmogorov-Smirnov (K-S) statistics to compare the —log10(P
values) within each region meeting criteria for genome-wide significance (P value < 5x107°).
Regions with at least one marker with P value<5x107 in either LTA or V1 analysis were selected
for enrichment analysis. Regions were defined as the lead SNP and by the LD-pruned list of
SNPs in the region (r* >0.3). Since the KS-test uses the maximum vertical deviation between
the two cumulative fraction curves as the statistic D, we used a one-tailed hypothesis test to test
whether the positive vertical deviation derived from D(cdf(V1(X))-cdf(LTA(X)))+ was significant
or whether the negative vertical deviation derived from D(cdf(V1(X))-cdf(LTA(X)))- was
significant, where X is the —log10(P value).

Since the statistics based on different test directions are independent, for each region,
two tests were conducted, one testing whether the LTA analysis yielded smaller P values than
the V1 analysis, and vice versa. To test the structure and the strength of the K-S statistics, for
each of the two tests, 10000 times permutation test was conducted by randomly shuffling the
attributes of V1 and LTA and calculating new statistics repeatedly. From 10000 iterations, the
permutation p-value was obtained by calculating the percentage of times when the original p-
value from our data was smaller than the p-value of the new re-sampling data. Since the
number of markers which selected for each region may influence the power of the K-S non-
parametric test, regions with more markers may have a greater likelihood of being detected
compared to regions with fewer markers. To overcome this issue, bootstrapping was used by
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randomly selecting n markers from the N=2.5 million whole-genome markers to do the K-S test
of LTA and V1 10000 times, where n corresponds to the original number of markers we used for
test in each region before. These 10000 test statistics were used as the baseline distribution, to
test against whether regions with lower P values of association in the LTA or V1 analyses were
truly significant compared to the distribution of the whole-genome-level baseline test statistics.
Regions with true enrichment differences between LTA and V1 were identified as those with
larger test statistics compared to the whole-genome-level distribution.

Two sample K-S statistics, where x is —log10(Pvalue):
Dv1,LTA + = sup x (F1,v1(x) - F2,LTA(X) ) +:

The maximum vertical positive deviation between the cdf of V1 and LTA. Deviation at each point
X will be taken into account only if cdf(V1(X))-cdf(LTA(X)) is positive. This statistics means to
test whether LTA has larger P-value than V1 in general.

DV1,LTA - =sup x (F1,v1(x) = F2,LTA(x) ) - :

The maximum vertical negative deviation between the cdf of V1 and LTA. Deviation at each
point X will be taken into account only if cdf(V1(X))-cdf(LTA(X)) is negative. This statistics
means to test whether V1 has larger P-value than LTA in general.
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Figure S9. Distribution of the K-S test statistics (D-, H1: V1 analysis is more enriched) from
10000 times boot-strapping of the whole-genome markers, where the number of markers
selected each time is correspondence to the number used for test in CYP1A2 region in DBP
analysis. The red line is the original K-S test statistics (D-) in this CYP1A2 region.
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For the Bootstrapping computing method:

1. For each selected region, we identified the number of markers (n) we used in our previous K-
S test.

2. From the overall N=2.5 million genome-wide markers in our LTA or V1 data, we will (i)
randomly select n markers from the N complete marker pool as our test samples, or (ii)
considered the 'region’ to be markers in near side instead of from different far-away sites, thus
we could also randomly select one marker as the position start and then select the following n
markers around this one marker as our test samples.

3. Used the sample we selected in 2 to do the K-S test. Then report the test statistics.
4. Repeated step2 to step3 many times(at least 100 times, depend on the computing speed)

5. Calculated the percentage when the simulated statistics is larger than the original K-S
statistics.

Suppose the genome-wide markers are the baseline, when we randomly selected the markers
from them to do the test, the test statistics should be not large (in other words, should be not
significant) compared to the test statistics we got from the selected region we identified as the
potential change region. Therefore, the percentage when the simulated test statistics is larger
than our original K-S test statistics can be seen as the bootstrapping P value. If the P value was
small enough, then we can say the region we identified is truly the one with enrichment change.
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Table S1:Sample sizes available for the LTA analyses and Visit 1 analyses.

Cohort LTA Sample Size Visitl Sample Size Available
AGES 526 3,219
ARIC 7,310 8,778
CARDIA 1,671 1,595
CHS 3,159 3,295
FHS 3,895 8,096
MESA 2,414 2,414
RS1 4,710 4,838
RS2 1,535 1,535
WGHS 21,409 21,670

Total 46,629 55,440




Table S2: Cohort summaries across all visit included in the analyses

Age, B, SBP, DBF, Anti-hypertensive
Year N years (sd) kg/m2 (sd) mmHg (sd) mmHg (sd) therapy (%)
AGES Visit 1 (Reykjavik Study) 1987-1995 530 66.01(7.0) 26.2(3.9) 141.4(188) 821(8.7) 24%
AGES Visit 2 (AGES) 2002-2005 530 T7849(59) 265(43) 1434(21.2) 731(98) 55%
ARIC Visit 1 1986-1990 8778 543(57) 270(49) 1185(17.0) 71.7(10.0) 26%
ARIC Visit 2 1990-1993 7844 &H72(57) 274(50) 1199(178) T713(99) 28%
ARIC Visit 3 1993-1986 7214 603(56) 280(53) 1229(18.0) 708(10.0) 33%
ARIC Visit 4 1996-1999 6582 63.1(56) 284(53) 1261(184) 700(99) 40%
CARDIA Visit 4 1993-1994 1595 326(33) 256(51) 1063(114) 678(95) 0.88%
CARDIA Visit 5 1996-1997 1571 356(34) 261(54) 1072(11.3) 704(94) 1.34%
CARDIA Visit 6 2001-2002 1,601 407 (34) 272(59) 1102(134) 725(103) 4 06%
CARDIA Visit 7 2006-2007 1563 458(34) 279(59) 1134(13.6) 69.9(106) 11.34%
CHS Visit 0 1988-00 3153 722(H2) 263(44) 1349(209) 703 (11.4) 35%
CHS Visit 1 1990-91 3,056 73.1(5.2) - 132.2 (20.4) 69.3(10.3) 3%
CHS Visit 2 1992-93 2991 74.1(5.2) - 133.4 (20.2) 69.5(10.4) 39%
CHS Visit 3 1993-94 2838 75.0(51) 264(45) 1353(209) 708(10.9) 41%
FHS-offspring Visit 23 19921996 579 80.0(44) 26.7(46) 1481(23.5) 729(11.3) 49%
FHS-offspring Visit 24 19951998 525 82.0(4.2) 264(45) 1468 21.7) 73.2(10.7) 51%
FHS-offspring Visit 25 19971999 486 83.8(41) 262(486) 1469(21.9) 7T18(11.7) 55%
FHS-offspring  Visit 26 2000-2001 389 856(40) 262(47) 1466(226) T12(11.2) 50%
FHS-offspring Visit 20 1986-1980 598 7T44(45) 268(46) 1503(226) 788(10.7) 43%
FHS-offspring Visit 21 1988-1992 606 764(46) 271(45) 1498(223) 771(10.7) 48%
FHS-offspring  Visit 22 1990-1984 588 782(44) 269(47) 1478(21.3) 746(11.1) 47%
FHS Visit 4 1987-1991 3108 &607(98) 268(49) 1274(200) 797 (106) 15%
FHS Visit 5 1991-1995 3104 544(98) 274(49) 1274(200) 754 (10.3) 17%
FHS Visit 6 1995-1998 29756 683(97) 279(51) 1306(204) 768(10.0) 26%
FHS Visit 7 1998-2001 29854 61.0(956) 281(53) 1301 (204) 757(10.1) 32%
MESA Exam 1 2000-2002 2414 62.7 277(50) 1235(205) 702 (10.0) 33%
MESA Exam 2 2002-2004 2383 G64.2 27.1(5.1) 1211(19.2) 68.8(9.6) 39%
MESA Exam 3 2004-2005 2,302 65.5 27.7(5.2) 120.0(19.6) 68 (109) 42%
MESA Exam 4 2005-2007 2219 66.9 27.8(5.2) 1205(19.3) 68.02(9.7) 45%
RS1 Visit 1 1990-1993 4,828 67.9 26.3(3.6) 1404 (228) 7T49(11.7) 22%
RS1 Visit 2 1994-1985 4,678 70.0 264(3.7) 1441 (23.4) 783 (12.3) 30%
RS1 Visit 3 1997-1989 3,562 726 268(3.9) 146.0(22.4) 764 (11.7) 26%
RS51 Visit 4 2002-2004 2691 75.5 274(41) 1567 (23.2) 81.2(11.7) 37%
RS2 Visit 1 2001-2001 1,535 63.7 272(41) 1434(216) 797 (11.1) 21%
RS2 Visit 2 2004-2006 1,535 579 278(41) 1481 (214) 812(11.2) 30%
WGHS Visit 1 1992-1984 21670 547 259(49) 1248(154) T773(97) 13%
WGHS Visit 2 1996-1988 19410 582 266(51) 1273(167) T68(98) 23%
WGEHS Visit 3 2003-2005 18625 G65.2 269(54) 1284(147) T61(89) 43%
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Table S3: Genomic control inflation factors (Acc).

LTA
LTA- SBP
AGES ARIC CHS FHS RS1 RS2 WGHS MESA CARDIA
1.014 1.052 1.009 1.061 1.034 1.002 1.093 0.996 1.015
LTA - DBP
AGES ARIC CHS FHS RS1 RS2 WGHS MESA CARDIA
1.005 1.046 1.034 1.051 1.036 1.014 1.065 1.006 1.012
LTA - PP
ARIC CHS FHS RS1 RS2 AGES WGHS MESA CARDIA
1.041 1.023 1.026 1.037 1.017 1.015 1.071 0.996 1.031
LTA - MAP
ARIC CHS FHS RS1 RS2 AGES WGHS MESA | CARDIA
1.048 1.031 1.022 1.039 1.006 1.019 1.101 0.996 1.008
Visit 1
Visit 1 - SBP
AGES ARIC CHS FHS RS1 RS2 WGHS MESA CARDIA
1.014 1.052 1.009 1.061 1.034 1.002 1.093 0.996 1.025
Visit 1 - DBP
AGES ARIC CHS FHS RS1 RS2 WGHS MESA CARDIA
1.005 1.046 1.034 1.051 1.036 1.014 1.065 1.006 1.025

Meta-
analysis
1.074

Meta-
analysis
1.088

Meta-
analysis
1.055

Meta-
analysis
1.095

Meta-
analysis
1.076

Meta-
analysis
1.066
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Table S4: All trait-SNPs with P value <5x10-8 in the LTA analyses (LTA P value <5x10-8, Total 488 SNPs, 117
SBP, 96 DBP, 155 MAP, and 120 PP SNPs).
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Trait SNPID Chr Position Bui Allele1 Allele? Beta se P Direction InRefGene  RefGenes 80kbfromSNP ClosestRefGene  DistanceFromClosestRefGene
LTA-SBP rs1275986 2p23 26765583 a c -0.5974 00917 322E-10 ————+—+ NA KCNK3;CIB4 KCNK32 3539
LTA-SBP rs10858914 12921 88555526 t c 0.5902 0.0904 3.02E-10  ++++—++++  ATP2B1 ATP2B1 ATP2B1 18449
LTA-SBP rs7537765 1p36 11809890 a g 0.8523 0.1221 1.60E-11  +++++++++ CLCNE MTHFR;NPPA;CLCNG;NPPB CLCNG 972
LTA-SBP rs1275979 2p23 26777072 t c 0.5921 0.0919 515E-10 +++++—++- KCNK3 KCNK3;CIB4 KCNK3 7950
LTA-SBP rs10858911 12q21 88487272 a g -0.5607  0.0895 148E-09 ——+——- NA ATP2B1,WDR51B;GALNT4 ATP2B1 18686
LTA-SBP rs7085 15q24 72882536 t c 0.5665 0.0997 422E-08 +++++++++  CSK CYP1A2;CSK,LMAN1L;CPLX3;SCAMPZ,ULK3 CsK 21
LTA-SBP rs5088 1p36 11828561 a g 1.1766 0.1994 123E-08 +++++++++ NPPA MTHFR;NPPA;CLCNG;NPPB NPPA 199
LTA-SBP rs11105354 12921 88550654 a [+] 0.9429 0.1186 169E-14  ++++—++++ ATP2B1 ATP2B1 ATP2B1 23321
LTA-SBP rs13031603 2q24 164803435 t c -0.582 0.0996 1.71E-08 ——+—- NA A GRB14 254143
LTA-SBP rs10774625 12q24 110394602 a g 0.5575 0.0909 325E-09  ++++r—+++  ATXNZ SH2B3;ATXNZ ATXN2 20201
LTA-SBP rs882384 20q13 67132808 t c 07241 0.1271 380E-08 +++++—+++ NA A C200rf174 66661
LTA-SBP rs6092743 20q13 57133765 a g 0.8396 0.1449 225E-08 +++++r+r++ NA NA C200rf174 85704
LTA-SBP rs1173770 5pi13 32856968 t c -0.5468  0.0011 B.93E-09 ———+——- NA C5orf23;NPR3 C5orf23 29392
LTA-SBP rs6712094 2q24 164751706 a q 0.598 0.1007 989E-09 ++++—++++ NA NA GRB14 305872
LTA-SBP rs35444 12024 114036820 a [+] 0.5452 0.0929 147E-08 +++++—+—+ NA NA TBX3 430468
LTA-SBP rs4842666 12921 88465680 t c 0.8816 0.1267 192E-11  ++4+—t+++  NA ATP2B1,WDR51B,GALNT4 WDR51B 21772
LTA-SBP rs1173727 5p13 32866278 t c -0.5439  0.0911 832E09 ——+—- NA Chorf23;NPR3 Chorf23 38702
LTA-SBP rs17367504 1p36 117863656 a g 0.8355 0.1225 460E-11  +++++++++  MTHFR MTHFR;NPPA; CLCNG;NPPB,AGTRAP MTHFR 3337
LTA-SBP rs13035163 2q24 164781173 a i} 05775 0.0996 222E-08 ++++—++++ NA NA GRB14 276406
LTA-SBP rs13035934 2q24 164781318 a g -0.5772  0.0996 2.25E-08 NA NA GRB14 276260
LTA-SBP rs12995749 2q24 164777689 t c -0.5795  0.0997 2.03E-08 NA NA GRB14 279889
LTA-SBP rs1173747 5p13 32817909 a c 0.512 0.0901 421E-08 ++++—++++ NPR3 C5orf23;NPR3 NPR3 5100
LTA-SBP rs7136259 12921 88605319 t c -0.6301  0.0002 160E-11 ——+—- NA ATP2B1 ATP2B1 31344
LTA-SBP rs2681485 12921 88549753 a g 0.687 0.0909 297E-13  ++++—++++ ATP2B1 ATP2B1 ATP2B1 24222
LTA-SBP rs1275923 2p23 26786300 t c -06048  0.0043 B6.02E-10 — + KCNK3 KCNK3;C20rf18 KCNK3 17178
LTA-SBP rs13154066 5p13 32867427 t c -0.5436 00011 8.41E-09 NA C5orf23;NPR3 C5orf23 39851
LTA-SBP rs979223 2q24 164803267 a c -0.577 0.0995 223E-08 ———+—- NA NA GRB14 254311
LTA-SBP rs1173743 5p13 32810804 t [+] 0.5212 0.0907 2.95E-08 ++++—++++ NPR3 C5orf23;NPR3 NPR3 12205
LTA-SBP rs12258967 10p12 18767965 ¢ [+] 0.6307 0.0976 4.53E-10  +++++++++  CACNB2 CACNB2 CACNB2 38447
LTA-SBP rs13004226 2q24 164788924 ¢ g -0.5763  0.0995 228E-08 ——+—- NA NA GRB14 268654
LTA-SBP rs6100343 20q13 67133607 a g 0.725 01272 3T76E-08 +++++r—+++ NA NA C200rf174 65862
LTA-SBP rs13030081 2q24 164796086 t c 05731 0.1005 3TTE-08 ++++—++++ NA NA GRB14 261492
LTA-SBP rs12705390 7q22 106198013 a g 06307 01 3ATE-08  ++++—++— NA NA PIK3CG 95148
LTA-SBP rs2586886 2p23 26785535 t c -06016  0.0936 5.43E-10 —+ KCNK3 C2orf18;KCNK3 KCNK32 16413
LTA-SBP rs12230074 12921 88614998 a [+] 0.934 0.1219 1.39E-13  ++4+—++++ NA ATP2B1 ATP2B1 41023
LTA-SBP rs4441488 2q24 164773873 t c 0.5809 0.0998 1.92E-08 ++++—++++ NA NA GRB14 283705
LTA-SBP rs11065987 12q24 110556807 a g -0.5274  0.0931 4.50E-08 NA BRAPATXN2 ACAD10 BRAP 9471
LTA-SBP rs936226 15q24 72856336 t c -0.5733  0.1004 3.58E-08 NA CYP1A2,CYP1A1;CSK LMAN1L,CPLX3ULK3 CSK 5432
LTA-SBP rsB707357 2q24 164722539 t c -0.5232 00014 3.20E-08 NA NA GRB14 335039
LTA-SBP rs880315  1p36 10719453 t c -0.7125  0.1005 7.98E-12 CASZ1 CASZ1 CASZ1 59841
LTA-SBP rs2166122 10q21 63193080 t c 0.1137 4.75E-08 C100rf107  C100rf107 C100rf107 3015
LTA-SBP rs653178 12024 110492139 t c 0.0902 3.76E-09 ATXN2 ATXN2 29724
LTA-SBP rs13034053 2q24 164784645 a t 0.0996 2.34E-08 NA GRB14 272933
LTA-SBP rs4842667 12921 88490785 a g 0.0894 1.69E-09 ATP2B1,WDR51B,GALNT4 ATP2B1 15173
LTA-SBP rs284277  1p36 10713384 a c 0.1044 5.54E-11 CASZ1 CASZ1 65910
LTA-SBP rs1275982 2p23 26772503 t c 0.0919 B8.56E-10 KCNK3;CIB4 KCNK3 3471
LTA-SBP rs6100342 20q13 57132656 a c 0.127 3.89E-08 NA C200rf174 66813
LTA-SBP rs11072518 15024 73021663 t c 0.0947 6.54E-09 +++++—+++ NA COX5A; SCAMPS;RPP25;C150rf17;MPI COX5A 4238
LTA-SBP rs1401982 12921 88513730 a [+] 0.0906 359E-13  ++++—++++  ATP2B1 ATP2B1 ATP2B1 7772
LTA-SBP rs998981 20913 57133036 t c 0.1271 JTBE-08 +++++—+++ NA NA C200rf174 66433
LTA-SBP rs2070759 12q21 88541867 t g 0.0902 319E-10  ++++—++++  ATP2B1 ATP2B1 ATP2B1 32108
LTA-SBP rs12442901 15q24 72870965 a g 01 434E-08 +++++++++  CSK CPLX3;CYP1A2;SCAMP2;,CSK; ULK3;LMAN1L CsK 9198
LTA-SBP rs11014049 10p12 18726458 a g 0.0984 477E-08 ——--——- CACNB2 CACNB2 CACNB2 3060
LTA-SBP rs13306561 1p36 11788391 a q 0.1235 B.38E-12 +++++++++ MTHFR MTHFR;NPPA;CLCN6;NPPB;AGTRAP MTHFR 3
LTA-SBP rs1439214 2q24 164778248 t c 0.0997 2.07E-08 -—-—+—- NA NA GRB14 279330
LTA-SBP rs2681492 12921 88537220 t c 0.1156 TABE-14  +++++++++  ATP2B1 ATP2B1 ATP2B1 31262
LTA-SBP rs2168519 15q24 72867925 t c 0.0999 418E-08 +++++++++ CSK CYP1A2;CSK,LMAN1L;CPLX3;SCAMPZ,ULK3 CsK 61568
LTA-SBP rs1275977 2p23 26776350 a g 0.099 1.11E-08 KCNK3 KCNK3,CIB4 KCNK3 72371
LTA-SBP rs492945  1p36 10723185 a i} 0.1005 2.10E-08 CAsSZ1 CAsSZ1 CASZ1 56109
LTA-SBP rs13027527 2q24 164786950 a g 0.0995 2.19E-08 NA NA GRB14 270628
LTA-SBP rs11105364 12q21 88593407 t q 0.1197 381E-14 NA ATP2B1 ATP2B1 19432
LTA-SBP rs13021222 2q24 164756151 ¢ [+] 0.1008 1.60E-08 NA NA GRB14 301427
LTA-SBP rs12579302 12921 88574634 a g 0.1194 431E-14  +t+4+—++++ NA ATP2B1 ATP2B1 659
LTA-SBP rs35441 12q24 114037498 t c 0.0933 164E-08 ——+—+- NA NA TBX3 431146
LTA-SBP rs17376328 1p36 11799249 a g 0.1958 2.26E-08 MTHFR;NPPA;CLCNG;NPPB CLCN6 10456
LTA-SBP rs9292468 5p13 32854830 t c 0.0911 7.76E-09 Cborf23;NPR3 Cbhorf23 27254
LTA-SBP rs13005481 2q24 164789612 t c 0.0995 2.35E-08 1A GRB14 287966
LTA-SBP rs4766578 12024 110388754 a t 0.0909 2.82E-09 SH2B3;ATXN2 ATXN2 14353
LTA-SBP rs17477177 Tq22 106199094 t c 0.1108 3.46E-08 +—+  NA A PIK3CG 94065
LTA-SBP rs11105383 12921 88631437 t c 0.1329 283E-08 +++++r+r++  NA ATP2B1 ATP2B1 57462
LTA-SBP rs4548524 10p12 18756873 a g 0.0935 197E-08 +++++++++ CACNB2 CACNB2 CACNB2 273566
LTA-SBP rs1275988 2p23 26767868 t c 0.0917 261E-10 ——+—+ NA KCNK3;CIB4 KCNK3 1254
LTA-SBP rs2301249 15q24 72879437 t c 0.0996 413E-08 +++++++++  CSK CPLX3;CYP1A2;SCAMP2,CSK; ULK3;LMAN1L CsK 3120
LTA-SBP rs6726740 2q24 164758374 t q 0.1008 215E-08 ++++—++++ NA NA GRB14 299204
LTA-SBP rs11687999 2q24 164774604 t c 0.0998 1.92E-08 ++++—++++ NA NA GRB14 282974
LTA-SBP rs7299436 12921 88637201 t g 0.1334 2.84E-08 ++++r+r++ NA NA ATP2B1 63226
LTA-SBP rs6100340 20913 57118007 a g 0.1261 431E08 ——+— NA NA SLMO2 66711
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LTA-SBP rs8033381 15q24 72867738 a g -05689 01 397E-08 -—-————- CSK CPLX3;CYP1A2;SCAMP2;CSK;ULK3;LMAN1L CSK 5971
LTA-SBP rs12995799 2q24 164798636 t c 0.5788 0.0996 2.03E-08  ++++—++++  NA NA GRB14 258942
LTA-SBP rs12046278 1p36 10722164 t c -0.707 0.1039 5.12E-11 —7 CASZ1 CASZ1 CASZ1 57130
LTA-SBP rs11891401 2q24 164794993 a t -0.5844  0.0097 1.566E-08 NA GRB14 262585
LTA-SBP rs7070797 10q21 63221779 a g -0.7415  0.1306 4.30E-08 C100rf107 C100rf107 25684
LTA-SBP rs4886629 15q24 72859611 ¢ i} -0.5728  0.1004 3.63E-08 CPLX3;CYP1A2;,CYP1A1;CSK,ULK3,LMAN 1L CsK 2156
LTA-SBP rs7733331 5pi3 32864603 t c -0.5505 0.0911 5.38E-09 C5o0rf23;NPR3 C5orf23 37027
LTA-SBP rs4845953 1p36 10724576 a [+] -0.5626  0.0995 4.84E-08 CASZ1 CASZ1 54718
LTA-SBP rs12656497 5p13 32867696 t c -0.5432  0.0911 8.73E-09 C5orf23;NPR3 Coorf23 40120
LTA-SBP rs17248754 12q21 88584717 a g -0.9384 01194 337E-14 ——+——- NA ATP2B1 ATP2B1 10742
LTA-SBP rs1465537 20913 671314156 t c 0.7232 0.127 3.86E-08 +++++—+++ NA NA C200rf174 68054
LTA-SBP rs11105382 12q21 88631403 t c 0.7637 0.1326 273E-08 ++++t+++ NA ATP2B1 ATP2B1 57428
LTA-SBP rs1275985 2p23 26765249 t c -0.596 0.092 4.01E-10 NA KCNK3;CIB4 KCNK3 3873
LTA-SBP rs1173771 5p13 32850785 a q -0.5502  0.0911 563E-09 NA C50rf23;NPR3 Cb5orf23 23209
LTA-SBP rs35432 12024 114039913 t c -0.5535  0.0945 1.58E-08 NA NA TBX3 433561
LTA-SBP rs10858915 12921 88575678 a g 0.5191 0.0903 2.92E-08 ++++—t+++  NA ATP2B1 ATP2B1 1703
LTA-SBP rs1439211 2q24 164802546 a c -0.5887  0.1035 406E-08 ——+—- NA NA GRB14 255032
LTA-SBP rs20502656 1p36 11802286 a g 0.8509 0.1222 184E-11  +++++++++ CLCNE MTHFR;NPPA;CLCNG;NPPB CLCN6 8576
LTA-SBP rs110141668 10p12 18748804 a t 0.5638 0.0939 B.88E-09 +++++++++ CACNB2 CACNB2 CACNB2 19286
LTA-SBP rs10774792 12q24 114036981 t c -0.5502  0.004 163E-08 NA NA TBX3 430629
LTA-SBP rs1173756 5p13 32825609 t c -05175  0.0896 2.52E-08 Cb5orf23 C50rf23;NPR3 Cb5orf23 908
LTA-SBP rs1275980 2p23 26770473 t c -0.5947  0.0019 4.18E-10 KCNK3 KCNK3;CIB4 KCNK3 1391
LTA-SBP rs1813353 10p12 18747454 t c 0.623 0.0968 5.31E-10  +++++—+++ CACNB2 CACNB2 CACNB2 17936
LTA-SBP rs6676300 1p36 11847887 a g 0.5541 0.0942 140E-08 +++—+—+++ NA MTHFR;KIAA2013;NPPA,CLCNG;NPPB NPPB 6308
LTA-SBP rs12567136 1p36 11806318 t c -0.8529 01222 163E-11 ———-——- CLCNB MTHFR;NPPA;CLCNG;NPPB CLCN6 4544
LTA-SBP rs2881472 12q21 88533090 a i} 0.9457 0.118 1.04E-14  ++++—++++ ATP2B1 ATP2B1 ATP2B1 27132
LTA-SBP rs17037425 1p36 11792970 a g -08574 01292 151E-10 —--———- CLCNBE MTHFR;NPPA;CLCNG;NPPB,AGTRAP CLCN6& 477
LTA-SBP rs31371181 2q24 164784974 t c 0.0995 228E-08 ++++—t+++  NA NA GRB14 272604
LTA-SBP rs10432461 2q24 164772752 a t 0.0998 193E-08 ——+——- NA NA GRB14 284826
LTA-SBP rs3184504 12q24 110368991 t c 0.0903 3.04E-09 +++++—+++ SH2B3 SH2B3;ATXN2 SH2B3 4818
LTA-SBP rs11105368 12q21 885098572 ¢ g 0.1197 421E-14 NA ATP2B1 ATP2B1 24597
LTA-SBP rs13007966 2q24 164784819 t c 0.0996 2.33E-08 NA NA GRB14 272759
LTA-SBP rs11105378 12q21 88614872 t c 0.1216 123E-13 ——+——- NA ATP2B1 ATP2B1 40897
LTA-SBP rs11105328 12q21 88466521 a g 0.1239 157E-11  ++4+—++++  NA ATP2B1,WDR51B,GALNT4 WDR51B 22613
LTA-SBP rs1898841 2q24 164778453 t c 0.0997 212E-08  ++++—++++  NA NA GRB14 279125
LTA-SBP rs11105379 12921 88619304 t c 0.1325 2.03E-08  ++++rt+++ NA ATP2B1 ATP2B1 45329
LTA-SBP rs11105358 12921 88566273 ¢ g 0.0911 277E-13 ATP2B1 ATP2B1 ATP2B1 7702
LTA-SBP rs17037390 1p36 11783430 a g 0.1226 1.60E-11 MTHFR MTHFR;NPPA, CLCNG;NPPB,AGTRAP MTHFR 5272
LTA-SBP rs1173766 5p13 32840285 t c 0.0917 2.52E-08 NA Cborf23;NPR3 Chorf23 12709
LTA-SBP rs11014171 10p12 18751201 t c 0.0937 4.97E-09 CACNB2 CACNB2 CACNB2 21683
LTA-DBP rs11072512 15q24 72991079 t c 0.0525 553E-09 - NA COX5A;SCAMP2;RPP25;C150rf17;MPI C150rf17 4564
LTA-DBP rs7495739 15024 72072723 a [+] 0.0524 TTBE-09 ++tttt+++ MPI COX5A;SCAMP2;C150rf1T:MPL,ULK3 MPI 3261
LTA-DBP rs7537765 1p36 11809890 a g 0.0714 2.36E-10 ++++—+++ CLCNB MTHFR;NPPA;CLCNG;NPPB CLCNG 972
LTA-DBP rs7085 16q24 72882536 t c 0.0582 110E-08 +++++++++ CSK CYP1A2;CSK,LMAN1L;CPLX3;SCAMPZULK3 CsK 21
LTA-DBP rs198833  6p22 26222487 a g 0.0741 191E-08 — - NA HISTTHIT;HIST1H2BD;HIST1H2BC HISTIH1EHFE;HISTIH1C; HIST1H4C HIST1H2AC HISTIHIT 6144
LTA-DBP rs6495127 15q24 72081543 t c 0.0571 4.40E-08 C15orf17 COX5AMPL.SCAMP2;RPP25,C150rf17,ULK3 C1gorf17 2183
LTA-DBP rs11105354 12q21 88550654 a g 0.0696 540E-13  ++++—++++ ATP2B1 ATP2B1 ATP2B1 23321
LTA-DBP rs12246717 10g21 63129189 t q 0.0624 139E-08 +++++—++- C100rf107  C100rf107 C100rf107 36465
LTA-DBP rs10774625 12924 110394602 a [+] 0.0528 2T4E-12 ++++rt++ ATXNZ SH2B3;ATXN2 ATXN2 20201
LTA-DBP rs6092743 20913 57133765 a g 0.0843 1T11E-08  ++4++—+++ NA NA C200rf174 85704
LTA-DBP rs11634474 15q24 72003237 ¢ g 0.0593 451E-08 +++++++++  LMANTL CSKLMAN1L;CPLX3;SCAMP2;ULK3 LMANTL 1914
LTA-DBP rs4886636 15q24 72083229 a g 0.0524 113E-08 —————- ClGorf17 COX5AMPI.SCAMP2;RPP25,C150rf17 C1borf17 3286
LTA-DBP rs3784789 15q24 72869605 c i} 0.0553 398E-08 +++++++++ CSK CYP1A2;CSK,LMAN1L;CPLX3;SCAMPZ,ULK3 CsK 7838
LTA-DBP rs4842666 12q21 88465680 t c 0.0745 488E-11  +tttttsts NA ATP2B1,WDR51B,GALNT4 WDR51B 21772
LTA-DBP rs17367504 1p36 11785365 a g 00717 TB1E-10 ++++——+++ MTHFR WMTHFR;NPPA:CLCNG;NPPB;AGTRAP MTHFR 3337
LTA-DBP rs11072511 15024 72046486 a [+] 0.0525 T.35E-09  +++++++++  SCAMP2 COX5AMPLLMAN1L,CPLX3;SCAMP2;C150rf17,ULK3 SCAMP2 6237
LTA-DBP rs17696736 12q24 110871201 a g 0.0536 216E-08 — - C120rf30 ERP29;TMEM116;C120rf30 C120rf30 22325
LTA-DBP rs7136259 12921 88605319 t c 0.0526 1565E-09 — - NA ATP2B1 ATP2B1 31344
LTA-DBP rs2681485 12921 88549753 a g 0.053 922E-10 ++++—++++ ATP2B1 ATP2B1 ATP2B1 24222
LTA-DBP rs1799945 6p22 26199158 ¢ i} 0.074 433E-08 — - HFE HIST1H2BC;HIST1H1C;HIST1H3B HIST1HAC HIST1H2BBHIST1H2AC HISTIH1T HISTIH2AB HFE,HIST1H3C ~ HFE 3871
LTA-DBP rs2120702 10q21 63192664 a t 0.0592 3.56E-08 C100rf107  C100rf107 C100rf107 3431
LTA-DBP rs12258967 10p12 18767965 ¢ [+] 0.0571 248E-09 +++—+—+++ CACNB2 CACNB2 CACNB2 38447
LTA-DBP rs16916504 10921 63122962 a g 0.0625 1.30E-08 +++++—++- C100rf107  C100rf107 C100rf107 30238
LTA-DBP rs6495126 15q24 72962079 a g 0.0568 403E-08 +++++—+++  NA COX5A;MPLLMAN1L,CPLX3;SCAMP2,C150rf17,ULK3 MPI 7383
LTA-DBP rs7599598 2q11 96715567 a g 0.0543 291E-08 ——— NA FLJ10081,FER1LS;LMAN2L FER1LE 9353
LTA-DBP rs12230074 12921 88614998 a g 00718 223E-12 44+ttt NA ATP2B1 ATP2B1 41023
LTA-DBP rs11066188 12q24 111095097 a g 0.0539 27BE-09 +++trt+t+  NA TRAFD1 TRAFD1 19302
LTA-DBP rs1378941 15q24 72867203 a c 0.0551 4.98E-08 CYP1A2;CSK;LMAN1L;CPLX3;SCAMPZ;ULK2 CsSK 5436
LTA-DBP rs11065987 12024 110556807 a [+] 0.0543 4.52E-10 BRAP:ATXN2,ACAD10 BRAP 9471
LTA-DBP rs936226 15924 72856335 t c 0.0585 2.26E-08 CYP1A2,CYP1A1;,CSK LMAN1L,CPLX3;ULK3 CsK 5432
LTA-DBP rs2166122 10q21 63193080 t c 0.0663 1.32E-08 C100rf107  C100rf107 C100rf107 3015
LTA-DBP rs653178  12q24 110492139 t c 0.0524 7.85E-13 ATXN2 ATXN2 ATXN2 29724
LTA-DBP rs1378942 15q24 72864420 a c 0.055 5.00E-08 CsK CYP1A2,CYP1A1;CSK LMAN1L;CPLX3;SCAMP2;ULK3 CsK 2853
LTA-DBP rs11066320 12q24 111390798 a g 0.053 411E-08 PTPN11 RPLE;PTPN11 PTPN11 41301
LTA-DBP rs2675612 10g21 63193272 t c 0.0593 1.47E-08 C100rf107  C100rf107 C100rf107 2823
LTA-DBP rs3765066 15024 72027907 a [+] 0.0563 7.81E-09 SCAMP2 CPLX3;SCAMP2;C150rf17;MPI,CSK; ULK3;,LMAN 1L SCAMP2 3658
LTA-DBP rs260014 20913 57192854 t c 0.0782 1.92E-08 NA C200rf174 C200rf174 6615
LTA-DBP rs11072518 15q24 73021663 t c 0.0652 320E-09  +++++—+++  NA COX5A; SCAMPS;RPP25,C150rf17,MPI COXsA 4238
LTA-DBP rs8031937 15q24 72068174 a q 0.067 401E-08  +++t+—+++  NA COX5AMPLCPLX3;SCAMP2,C150rf17.ULK3 MPI 1288
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LTA-DBP rs1401982 12q21 88513730 a g 03363 00529 1.06E-08 ++++—++++ ATP2B1 ATP2B1 ATP2B1 7772
LTA-DBP rs11630918 15024 72042949 t c -0.3242  0.0537 728E09 ———- SCAMP2 COX5AMPLLMAN1L,CPLX3;SCAMP2;C150rf17,ULK3 SCAMP2 9774
LTA-DBP rs12442901 15q24 72870965 a g 0.3399 0.0583 230E-08 +++++++++ CSK CPLX3;CYP1A2;SCAMP2;CSK; ULK3,LMAN1L CSK 9198
LTA-DBP rs13306561 1p36 11788391 a g 0.4789 0.0723 208E-10 ++++—+++ MTHFR MTHFR;NPPA.CLCNG;NPPB,AGTRAP MTHFR an
LTA-DBP rs11072513 15q24 73008021 t c -0.3223  0.05626 420E-09 —————- COX5A COX5AMPI.SCAMP2;RPP25,C150rf17 COX5A 8350
LTA-DBP rs2681492 12q21 88537220 t c 0.5084 0.0676 T02E-13  +++++++++  ATP2B1 ATP2B1 ATP2B1 31262
LTA-DBP rs2168519 15q24 72867925 t c 0.3402 0.0583 219E-08 +++++++++ CSK CYP1A2,CSK,LMAN1L;CPLX3;SCAMPZULK3 CsK 6158
LTA-DBP rs2393833 10921 63115322 t c -0.3697  0.0624 1.36E-08 -—--—+—+ C100rf107  C100rf107 C100rf107 22598
LTA-DBP rs2004776 1q42 228915325 t c 0.3545 0.0615 3.20E-08 +++++++++  AGT AGT,COG2,CAPN9 AGT 1239
LTA-DBP rs4886633 15q24 72965260 a g -0.3276  0.0a7 349E-08 ——+— NA COX5A;CPLX3;SCAMP2;C150rf17 MPLULK3 MPI 4202
LTA-DBP rs11856413 15q24 72086945 a g 0.3183 0.0625 594E-09  ++++rt+++  NA COX5A;SCAMP2;RPP25,C150rf17,MPI C1borf17 430
LTA-DBP rs1133322 15q24 72099410 a g 0.3205 0.0526 496E-09  +++trt+++ NA COX5AMPI.SCAMP2;RPP25,C150rf17 COX5A 261
LTA-DBP rs11105364 12q21 88593407 t g 05284 0.0704 T24E-13  +tet—t+++ NA ATP2B1 ATP2B1 19432
LTA-DBP rs12579302 12q21 88574634 a q 05218 0.0702 1.01E-12 ++4+—++++ NA ATP2B1 ATP2B1 659
LTA-DBP rs12244842 10921 63109192 t [+] -0.3784  0.0827 7.05E-09 C100rf107  C100rf107 C100rf107 16468
LTA-DBP rs4766578 12924 110388754 a t -0.3848  0.0528 271E-12 ATXN2 SH2B3,ATXN2 ATXN2 14353
LTA-DBP rs11105383 12921 88631437 t c 0.4525 0.0776 228E-08 +++++++—+ NA ATP2B1 ATP2B1 57462
LTA-DBP rs19926256 10q21 63190704 t c -0.3911  0.0662 1.48E-08 C100rf107  C100rf107 C100rf107 5301
LTA-DBP rs1133323 15q24 72099278 t c 0.0526 2.66E-09 NA COX5AMPL.SCAMP2;RPP25,C150rf17 COX5A 393
LTA-DBP rs1378940 15q24 72870547 a c 0.0554 4.44E-08 — CsSK CPLX3;CYP1A2;SCAMP2,CSK; ULK3,LMAN1L CsK 8780
LTA-DBP rs2301249 15q24 72879437 t c 0.0581 948E-09 +++++++++ CSK CPLX3;CYP1A2;SCAMP2;CSK; ULK3;LMAN1L CsSK 3120
LTA-DBP rs1127796 15024 72080057 t c 0.0525 8.37TE-09  +++++++++  C150rf17 COX5A;SCAMP2;RPP25;C150rf17;MPI,ULK3 C15orf17 677
LTA-DBP rs7497393 15q24 72062510 ¢ g 0.0524 B6.62E-09 ————— NA COX5AMPLLMAN1L,CPLX3;SCAMP2,C150rf17,ULK3 MPI 6952
LTA-DBP rs7299436 12921 88637201 t g 0.0779 230E-08 +++++++—+ NA NA ATP2B1 63226
LTA-DBP rs7162232 15q24 72002948 a g 0.0593 435E-08 -—————— LMANIL CPLX3;SCAMP2;CSK;ULK3;,LMAN1L LMANAL 2203
LTA-DBP rs198846 6p22 26215442 a i} 0.0738 173E-08 +++++++r++  NA HIST1H2BD;HIST1H2BC HIST1H1E HIST1H1C HIST1HAC HIST1H2AC, HIST 1H1 T,HFE HISTTHIT 177
LTA-DBP rs8033381 15q24 72867738 a g 0.0583 2.17E-08 CsSK CPLX3;CYP1A2;SCAMP2;,CSK; ULK3,LMAN1L CsK 5971
LTA-DBP rs260013 20913 57194118 a g 00783 231E-08 NA C200rf174 C200rf174 5351
LTA-DBP rs3750727 10921 63114411 a [+] 0.0626 7.09E-09 C100rf107  C100rf107 C100rf107 21687
LTA-DBP rs7070797 10q21 63221779 a g 0.0761 3.30E-08 NA C100rf107 C100rf107 25684
LTA-DBP rs4886629 15q24 72859611 ¢ g 0.0585 2.29E-08 NA CPLX3;CYP1A2,CYP1A1,CSK ULK3,LMAN1L CsK 2156
LTA-DBP rs17249754 12921 88584717 a g 0.0702 7.08E-13 NA ATP2B1 ATP2B1 10742
LTA-DBP rs11105382 12q21 88631403 t c 0.0774 221E-08  +++++++—+ NA ATP2B1 ATP2B1 57428
LTA-DBP rs936230 15q24 72932151 t c 0.0586 498E-08 +++++++++  SCAMP2 MPL,CSK;LMAN1L,CPLX3;SCAMP2;C150rf17,ULK3 SCAMP2 7902
LTA-DBP rs11066301 12024 111355755 a [+] 0.0532 4.18E-08 -—-——-—- PTPN11 RPLE;PTPN1T1 PTPN11 14837
LTA-DBP rs2588992 10921 63184677 t c 0.066 441E08 ————+—- C100rf107  C100rf107 C100rf107 11418
LTA-DBP rs1130741 15q24 72976983 a g 0.0525 B820E-09 +++ttt+t+  MPI COX5A; SCAMP2;RPP25,C150rf 17 MPI,ULK3 MPI 635
LTA-DBP rs20502656 1p36 11802286 a g 0.0715 268E-10 ++++—+++ CLCNB MTHFR;NPPA;CLCNG;NPPB CLCN6 8576
LTA-DBP rs8042694 15q24 73012468 a g 0.0673 297E-08 ———+—+— COX5A COX5AMPI.SCAMP2;RPP25,C150rf17 COX5A 4957
LTA-DBP rs1813353 10p12 18747454 t c 0.0566 B6.84E-09 +++—+—+++ CACNB2 CACNB2 CACNB2 17936
LTA-DBP rs129128  6p22 26233321 t c 0.0749 110E-08 —--——- NA HIST1H2BD;HIST1H2BC;HIST1H1E;HIST 1H2BE;HIST1H4C;HIST1H2AC;HIST1H1T;HFE HIST1H2AC 425
LTA-DBP rs2415251 15024 73029208 t c 0.0548 1.22E-08 +++++—+++ NA COX5A, SCAMPS;MPL.RPP25;C150rf17 RPP25 5287
LTA-DBP rs12567136 1p36 11806318 t c 0.0715 249E-10 —-—++—- CLCNB MTHFR;NPPA;CLCNG;NPPB CLCNG 4544
LTA-DBP rs2681472 12q21 88533090 a g 0.0691 401E-13  ++++—++++  ATP2B1 ATP2B1 ATP2B1 27132
LTA-DBP rs17037425 1p36 11792970 a g 0.0753 2.49E-10 — +—- CLCNB MTHFR;NPPA, CLCNG;NPPB,AGTRAP CLCN6 4177
LTA-DBP rs11072514 15q24 73008918 a t 0.0526 426E-09 — - COX5A COX5AMPL.SCAMP2;RPP25,C150rf17 COX5A 8507
LTA-DBP rs3184504 12q24 110368991 t c 0.0524 B.08E-13  +++++++++ SH2B3 SH2B3,ATXN2 SH2B3 4818
LTA-DBP rs11105368 12q21 88598572 ¢ q 0.0704 725E-13 ———+——- NA ATP2B1 ATP2B1 24597
LTA-DBP rs198851 6p22 26212611 t [+] 0.0777 297E-08  +++t+rt+++  NA HISTTH2BD;HIST1H2BC HISTTHTE;HISTTH1C;HIST1HAC, HIST1H2AC; HIST 1H1 T;HFE;HIST1H3C HIST1H4C 68
LTA-DBP rs11105378 12921 88614872 t c 0.0716 203E-12 ——— NA ATP2B1 ATP2B1 40897
LTA-DBP rs198823  6p22 26230912 t g 0.0653 B.57E-09 ————+——— NA HIST1H2BD;HIST1H2BC HISTTH1E HIST1HAC HIST1H2AC HIST1H1T,HFE HIST1HZ2BC 761
LTA-DBP rs111056328 12q21 88466521 a g o.0727 HE9E-11  ++ettt+++ NA ATP2B1,WDR51B;GALNT4 WDR51B 22613
LTA-DBP rs11105379 12q21 88619304 t c 0.0774 171E-08 +++++++—+ NA ATP2B1 ATP2B1 45329
LTA-DBP rs11105358 12q21 88566273 g 0.0532 5.82E-10 ATP2B1 ATP2B1 7702
LTA-DBP rs17037390 1p36 11783430 a g 00717 3.70E-10 WMTHFR;NPPA:CLCNG;NPPB;AGTRAP MTHFR 5272
LTA-DBP rs17630235 12924 111076069 a [+] 0.0539 243E-09  +etrt+ NA TRAFD1;C120rf30 TRAFD1 274
LTA-DBP rs1378938 15q24 72883496 t c 0.0588 390E-08 +++t++t+++  NA CPLX3;CYP1A2;SCAMP2;CSK; ULK3,LMAN1L CSK 939
LTA-MAP rs1275986 2p23 26765583 a c 0.0616 180E-09 ———+—+ NA KCNK3;CIB4 KCNK3 3539
LTA-MAP rs10858914 12q21 88565626 t c 0.061 848E-10 ++++—+++ ATP2B1 ATP2B1 ATP2B1 18449
LTA-MAP rs6026747 20q13 57179019 a i} 0.094 320E-08 +—+++++++  NA C200rf174 C200rf174 20450
LTA-MAP rs11072512 15q24 72991079 t c 0.0605 TA9E-10 —————+— NA COX5A;SCAMP2;RPP25,C150rf17,MPI C15orf17 4564
LTA-MAP rs7495739 15024 72072723 a [+] 0.0605 1.05E-09 +++++—+++ MPI COX5A;SCAMP2;C150rf1T:MPL,ULK3 MPI 3261
LTA-MAP rs7537765 1p36 11809890 a g 0.0822 249E-12  ++++—++++ CLCNB MTHFR;NPPA;CLCNG;NPPB CLCNG 972
LTA-MAP rs1275879 2p23 26777072 t c 0.0617 252E-09 +++++—++- KCNK3 KCNK3;CIB4 KCNK3 7950
LTA-MAP rs10858911 12q21 88487272 a g 0.0603 332E-09 ——++— NA ATP2B1,WDR51B;GALNT4 ATP2B1 18686
LTA-MAP rs7085 16q24 72882536 t c 0.0672 848E-10 +++++++++ CSK CYP1A2;CSK,LMAN1L;CPLX3;SCAMPZ,ULK3 CsK 21
LTA-MAP rs11905512 20q13 57187391 ¢ g 0.0944 166E-08 —+————- NA C200rf174 C200rf174 12078
LTA-MAP rs5068 1p36 11828561 a q 0.1348 9.06E-09 ++++—+++ NPPA MTHFR;NPPA;CLCNG;NPPB NPPA 199
LTA-MAP rs6495127 15024 72081543 t c 0.0658 7.53E-09 COX5AMPLSCAMP2;RPP25;C150rf17,ULK3 C15orf17 2183
LTA-MAP rs11105354 12921 88550654 a g 0.0801 298E-16  ++++—++++ ATP2B1 ATP2B1 ATP2B1 23321
LTA-MAP rs12246717 10q21 63129189 t g 0.072 TA3E-09 +—+++++++  C100r107  C100rf107 C100rf107 36465
LTA-MAP rs10774625 12q24 110394602 a g 0.0609 366E-12  ++++r—+++  ATXNZ SH2B3;ATXN2 ATXN2 20201
LTA-MAP rsB82384 20q13 57132808 t c 0.0854 503E-09 +++++—+++ NA NA C200rf174 86661
LTA-MAP rs6092743 20q13 57133765 a g 0.0971 3B0E-10  +++t++t+++  NA C200rf174 85704
LTA-MAP rs11634474 15q24 72003237 ¢ q 0.0685 1.05E-08 +++++r++r++  LMANIL CSK;LMAN1L;CPLX3;SCAMP2;ULK3 LMANAL 1914
LTA-MAP rs11105381 12921 88630966 a [+] 0.0827 5.00E09 ———— NA ATP2B1 ATP2B1 56991
LTA-MAP rs4886636 15924 72083229 a g 0.0604 9.37E-10 ———+—  C15orf17 COX5AMPLLSCAMP2,RPP25,C150rf17 C15orf17 3286
LTA-MAP rs3784789 15q24 72869605 c g 0.0638 518E-09 +++++++++ CSK CYP1A2;CSK,LMAN1L;CPLX3;SCAMPZULK3 CsK 7838
LTA-MAP rs35444 12924 114036820 a q 0.0626 3.20E-08 +++t++—+—+ NA NA TBX3 430468
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LTA-MAP rs4842666 12q21 88465680 t c 06575 0.0857 222E-13  +terrrr+ NA ATP2B1;WDR51B;GALNT4 WDR51B 21772
LTA-MAP rs17367504 1p36 11785365 a [+] 0.5888 0.0825 9.08E-12 ++++—++++ MTHFR MTHFR;NPPA;CLCNG;NPPB;AGTRAP MTHFR 3337
LTA-MAP rs11072511 15924 72046486 a g 0.3859 0.0805 1.09E-09 +++++—+++ SCAMP2 COX5AMPLLMAN1L,CPLX3,SCAMP2;C150rf17,ULK3 SCAMP2 6237
LTA-MAP rs17696736 12q24 110971201 a g -0.3667  0.0617 1.32E-08 — —  C120rf30 ERP29, TMEM116;C120rf30 C120rf30 22325
LTA-MAP rs7136269 12921 88605319 t c 0.0607 4.98E-12 NA ATP2B1 ATP2B1 31344
LTA-MAP rs2368713  20q13 57128972 a i} 0.0791 9.92E-09 NA NA C200rf174 70497
LTA-MAP rs2681485 12q21 88549753 a g 0.0611 B.24E-13  ++++—++++ ATP2B1 ATP2B1 ATP2B1 24222
LTA-MAP rs2588918 10q21 63195030 a t 0.0711 1.76E-08 +—+++—+++ C100rf107  C100rf107 C100rf107 1085
LTA-MAP rs1275923 2p23 26786300 t c 0.0633 284E-09 ——+—+ KCNK3 KCNK3;C2orf18 KCNK3 17178
LTA-MAP rs12487 15q24 72923747 t c 0.0609 324E-08 +++t+++++ NA CPLX3;SCAMP2;C150rf17;MPI, CSK;ULK3 LMAN1L SCAMP2 502
LTA-MAP rs2120702 10q21 63192664 a t 0.0683 1.65E-08 —+——————— C100rf107  C100rf107 C100rf107 3431
LTA-MAP rs12258967 10p12 187679656 c g 0.0657 498E-11  +++++—+++ CACNBZ CACNB2 CACNB2 38447
LTA-MAP rs18916504 10g21 63122962 a i} 0.0721 B.92E-08 +—+++++++ C100rf107  C100rf107 C100rf107 30238
LTA-MAP rs6495126 15q24 72062079 a g 0.0655 TO95E-09 +++t+—+++ NA COX5AMPLLMAN1L;CPLX3;SCAMP2;C150rf17,ULK3 MPI 7383
LTA-MAP rs6100343 20913 57133607 a [+] 0.0854 4.92E-09 +++++—+++  NA NA C200rf174 65862
LTA-MAP rs2586886 2p23 26785535 t c 0.0628 2.56E-09 + KCNK3 C20rf18;KCNK3 KCNK3 16413
LTA-MAP rs236706 20913 57124811 t c 0.0793 466E-09 — - NA NA SLMO2 73515
LTA-MAP rs12230074 12921 88614998 a g 0.0825 282E-156  ++++—++++ NA ATP2B1 ATP2B1 41023
LTA-MAP rs11066188 12q24 111095097 a g 0.062 360E-09 +++t+++++  NA TRAFD1 TRAFD1 19302
LTA-MAP rs1378941 15q24 72867203 a c 0.0636 B8.32E-08 — CsK CYP1A2;CSK LMAN1L,CPLX3,SCAMP2;ULK3 CsK 5436
LTA-MAP rs11065987 12q24 110556807 a g 0.0626 3.16E-10 NA BRAP;ATXNZ2,ACAD10 BRAP 9471
LTA-MAP rs936226 15024 72856335 t c 0.0676 1.08E-09 NA CYP1AZ:.CYP1AT;CSK,LMAN1TL;CPLX3;ULK3 CsK 5432
LTA-MAP rs880315  1p36 10719453 t c 0.087 5.49E-11 — CASZ1 CASZ1 CASZ1 59841
LTA-MAP rs2166122 10q21 63193080 t c 0.0766 188E-09 —+——+— C100rf107  C100rf107 C100rf107 3015
LTA-MAP rs236714  20q13 57129636 a t 0.0796 420E-09 +++t+—+++  NA C200rf174 69834
LTA-MAP rs1869959 15q24 72034385 a c 0.0677 266E-08 +++++++++ SCAMPZ MPI,CSK,LMAN1L;CPLX3;SCAMP2;C150rf17,ULK3 SCAMP2 10136
LTA-MAP rs18982520 20q13 57192115 a g 0.0945 1.16E-08 —+— - NA C200rf174 C200rf174 7354
LTA-MAP rs653178  12q24 110492139 t c 0.0604 2.36E-12 ATXN2 ATXN2 29724
LTA-MAP rs6015450 20913 57184512 a [+] 0.0943 1.84E-08 C200rf174 C200rf174 14957
LTA-MAP rs1378942 15q24 72864420 a c 0.0835 B6.63E-09 CYP1AZ.CYP1A1,CSK,LMAN1L,CPLX3;SCAMPZ;ULK3 CsK 2653
LTA-MAP rs11066320 12q24 111390798 a g 0.061 3.06E-08 +++t+++++ PTPNIT RPLE;PTPN11 PTPN11 41301
LTA-MAP rs2675612 10g21 63193272 t c 0.0684 809E-09 —+-———— C100rf107  C100rf107 C100rf107 2823
LTA-MAP rs4842867 12q21 88490785 a i} 0.0602 4682E-09 ++++—+++ NA ATP2B1,WDR51B,GALNT4 ATP2B1 16173
LTA-MAP rs284277  1p36 10713384 a c 0.0692 273E-10 — 2 CASZ1 CASZ1 CASZ1 65910
LTA-MAP rs3765066 15q24 72927907 a q 0.0649 1.99E-09 SCAMP2 CPLX3;SCAMP2;C150rf17;MPI; CSK;ULK%LMAN1TL SCAMP2 3658
LTA-MAP rs1275982 2p23 26772593 t c 0.0618 3.57E-09 KCNK3 KCNK3;CIB4 KCNK3 3471
LTA-MAP rs6100342 20913 57132656 a c 0.0853 5.14E-09 NA NA C200rf174 66813
LTA-MAP rs260014 20913 57192854 t c 0.0904 536E-09 — - NA C200rf174 C200rf174 6615
LTA-MAP rs11072518 15q24 73021663 t c 0.0636 895E-11  +++t+—+++ NA COX5A SCAMP5;RPP25;C150rf17,MPI COXBA 4238
LTA-MAP rsB031937 15q24 72068174 a i} 0.0857 TEVE-09 +++t+—+++ NA COX5AMPIL,CPLX3;,SCAMP2;C150rf17,ULK3 MPI 1288
LTA-MAP rs1401982 12q21 88513730 a g 0.0609 B.90E-13  ++++—++++ ATP2B1 ATP2B1 ATP2B1 7772
LTA-MAP rs11630918 15q24 72042949 t c 0.062 1 77E-09 -—————+—- SCAMP2 COX5A;MPELMAN1L;CPLX3;SCAMP2;C150rf17;ULK3 SCAMP2 9774
LTA-MAP rs998981 20913 57133036 t c 0.0854 5.00E-09  +++t+—+++ NA NA C200rf174 66433
LTA-MAP rs2070759 12921 88541867 t g 0.0608 9.54E-10  ++++—+++ ATP2B1 ATP2B1 ATP2B1 32108
LTA-MAP rs12442901 15q24 72870965 a g 0.0673 123E-09 +++++++++  CSK CPLX3;,CYP1A2;SCAMP2, CSK;ULK3,LMAN1L CsK 9198
LTA-MAP rs13306561 1p36 11788391 a g 0.0832 183E-12 ++++—++++ MTHFR MTHFR;NPPA;CLCNG;NPPBAGTRAP MTHFR 311
LTA-MAP rs11072513 15q24 73008021 t c 0.0608 427E-10 ———+— COXBA COX5AMPILSCAMP2.RPP25,C150rf17 COX5A 8350
LTA-MAP rs2681492 12q21 88537220 t c 0.0779 801E-16  +++++++++ ATP2B1 ATP2B1 ATP2B1 31262
LTA-MAP rs2168519 15q24 72867925 t c 0.0673 113E-09 +++++++++ CSK CYP1A2:CSK;LMAN1L;CPLX2%;SCAMP2;ULK3 CsSK 6158
LTA-MAP rs1275977 2p23 26776359 a [+] 0.0664 4.04E-08 ——+—+ KCNK3 KCNK3;CIB4 KCNK3 7237
LTA-MAP rs2393833 10921 63115322 t c 0.072 7.35E-09 —+————— C100rf107  C100rf107 C100rf107 22598
LTA-MAP rs2004776 1q42 228915325 t c 0.0708 118E-08 +++++++++ AGT AGT,COG2,CAPN9 AGT 1239
LTA-MAP rs4886633 15q24 72065260 a g 0.0656 B681E-08 ———+—— NA COX5A,CPLX3;SCAMP2,C150rf17; MPLULK3 MPI 4202
LTA-MAP rs2387156  20q13 57130490 t c 0.0794 B.55E-08 ———+—— NA NA C200rf174 68979
LTA-MAP rs1543927 15q24 72850626 t c 0.0675 B29E-09 +++++++++  NA CPLX3;,CYP1A2,CYP1A1,CSK.LMANIL CsK 11141
LTA-MAP rs492945  1p36 10723185 a g 0.0674 662E-08 - -7 CASZ1 CASZ1 CASZ1 56109
LTA-MAP rs11856413 15024 72086945 a [+] 0.0605 8.56E-10 +++++—+++ NA COX5A;SCAMP2;RPP25;C150rf17;MPI C150rf17 430
LTA-MAP rs1133322 15q24 72999410 a g 0.0606 5B81E-10  +++++—+++ NA COX5A MPILSCAMP2.RPP25,C150rf17 COX5A 261
LTA-MAP rs11106364 12q21 88593407 t g 0.0809 BATE-16  ++++—++++ NA ATP2B1 ATP2B1 19432
LTA-MAP rs6495122 15q24 72012698 a c 0.0611 1.23E-08 +++++r++++  NA CPLX3;SCAMP2;MPI;CSK;ULK3;,LMAN1L CPLX3 1609
LTA-MAP rs12579302 12q21 88574634 a i} 0.0808 TT2EAE ++++—++++  NA ATP2B1 ATP2B1 659
LTA-MAP rs35441 12q24 114037498 t c 0.0629 3.41E-08 NA NA TBX3 431146
LTA-MAP rs17376328 1p36 11799249 a [+] 0.1318 1.79E-08 CLCNG MTHFR;NPPA;CLCNG;NPPB CLCNG 10456
LTA-MAP rs12244842 10921 63109192 t [+] 0.0723 4.97E-09 C100rf107  C100rf107 C100rf107 16468
LTA-MAP rs4766578 12q24 110388754 a t 0.0609 345E-12 ———+—— ATXN2 SH2B3;ATXN2 ATXN2 14353
LTA-MAP rs11105383 12q21 88631437 t c 0.0895 496E-10 ++++++++ NA ATP2B1 ATP2B1 67462
LTA-MAP rs19926256 10q21 63190704 t c 0.0764 226E-09 —+-—+—— C100rf107  C100rf107 C100rf107 5391
LTA-MAP rs4548524 10p12 18756873 a g 0.0631 310E-08 +++++++++ CACNB2 CACNB2 CACNB2 27355
LTA-MAP rs1275988 2p23 26767868 t c 0.0616 1.51E-09 NA KCNK3,CIB4 KCNK3 1254
LTA-MAP rs1133323 15024 72099278 t c 0.0606 3.22E-10 NA COX5AMPILSCAMPZ.RPP25,C150rf17 COX5A 393
LTA-MAP rs1378940 15q24 72870547 a c 0.0639 528E09 ———— CsK CPLX3;,CYP1A2;SCAMP2, CSK;ULK3,LMAN1L CsK 8780
LTA-MAP rs2301249 15q24 72879437 t c 0.0671 TT4E-10  +++++++++  CSK CPLX3;CYP1A2;SCAMP2, CSK;ULK3,LMAN1L CsK 3120
LTA-MAP rs1127796 15q24 72980057 t c 0.0605 1.02E-09 +++++—+++ ClBorf17 COX5A; SCAMP2;RPP25;C150rf17;MPI;ULK3 C150rf17 677
LTA-MAP rs4886406 15q24 72844256 t g 0.0676 250E-08 —-——— NA CYP1AZ.CYP1A1,CSK,LMANIL CYP1A2 8262
LTA-MAP rs6026704 20q13 57117540 c g 0.0847 1.32E-08 +++++—++— NA SLMO2 66244
LTA-MAP rs7497393 15q24 72062510 ¢ q 0.0604 916E-10 -—————+— NA COX5A;MPELMAN1L;CPLX3;SCAMP2;C150rf17;ULK3 MPI 6952
LTA-MAP rs7299436 12921 88637201 t [+] 0.0898 5.02E-10  +++++++++ NA NA ATP2B1 63226
LTA-MAP rs7162232 15q24 72002948 a g 0.0685 1.02E-08 — —  LMAN1L CPLX3;SCAMPZ;CSK;ULK3 LMAN1TL LMAN1L 2203
LTA-MAP rs6100340 20913 57118007 a g 0.0848 463E-09 NA NA SLMO2 66711
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LTA-MAP rs8033381 15q24 72867738 a g -0.4293 00673 1.07E-09 CSK CPLX3;CYP1A2;SCAMP2;CSK;ULK3;LMAN1L CSK 5971
LTA-MAP rs260013  20q13 57194118 a [+] -0.5496 0.0905  6.48E-09 NA C200rf174 C200rf174 5351
LTA-MAP rs12046278 1p36 10722164 t c -0.4722 00693  7.26E-11 CASZ1 CASZ1 CASZ1 57130
LTA-MAP rs3750727 10g21 63114411 a g 04423 00723  501E-09 +—+++++++ C100rf107  C100rf107 C100rf107 21687
LTA-MAP rs7362597 20q13 57112829 a g 05054  0.0848 122E-08 +++++—++— NA NA SLMO2 61533
LTA-MAP rs7070797 10g21 63221779 a g -05456 0.0878  289E-09 —————+— NA C100rf107 C100rf107 25684
LTA-MAP rs238705 20q13 57122085 t c -0.487 0.0793  4.4BE-09 ——-————- NA NA SLMO2 70769
LTA-MAP rs973237  10qg21 63195307 a [+] 0.42 00718  2.26E-08 +—+++++++ C100rf107  C100rf107 G100rf107 788
LTA-MAP rs4886629 15q24 72859611 ¢ g -0.4308  0.0675 1.09E-08 ———— NA CPLX3;CYP1A2,CYP1AT,CSK ULK3;LMAN1L CSK 2156
LTA-MAP rs11854147 15q24 72839824 t c 0.401 0.0671 1.09E-08 +++++++++ NA CYP1A2;,CYP1A1;CSK LMANTL CYP1A2 3830
LTA-MAP rs4845953 1p36 10724576 a g 0.0667 1.43E-08 CASZA CASZA 54718
LTA-MAP rs17249754 12g21 88584717 a g 0.0808  507E-16 ATP2B1 ATP2B1 10742
LTA-MAP rs2408046 12921 88633468 t c 0.0831 B6.09E-09 ———— NA ATP2B1 ATP2B1 59493
LTA-MAP rs7176022 15024 72894933 a c 0.0681 754E-09 +tstsrtrs  LMANTL CYP1A2;CSK;LMAN1L;CPLX3;SCAMPZ;ULK3 LMANAL 2687
LTA-MAP rs1465537 20q13 57131415 t c 0.0853  4.98E-09 ++t++—+++ NA NA G200rf174 68054
LTA-MAP rs11105382 12q21 88631403 t c 0.0893  475E-10 +++++++++ NA ATP2B1 ATP2B1 57428
LTA-MAP rs1275985 2p23 26765249 t c 0.0618  2.39E-09 NA KCNK3,CIB4 KCNK3 3873
LTA-MAP rs4886410 15g24 72852697 ¢ g 0.064 T21E-08 - - NA CYP1A2,CYP1A1;CSK,LMAN1L,CPLX3 CSK 9070
LTA-MAP rs6026748 20q13 57179210 a g 0.0941 2.08E-08 +—+++++++ NA C200rf174 C200rf174 20259
LTA-MAP rs938230 15024 72932151 t c 0.0677  2.53E-08 +++++++++ SCAMP2 MPI,CSK;LMAN1L;CPLX3;SCAMP2;C150rf17,ULK3 SCAMP2 7902
LTA-MAP rs11066301 12924 111355755 a g 0.0612  279E-08 PTPN11 RPLE;PTPN11 PTPN11 14837
LTA-MAP rs2588992 10q21 63184677 t c 0.0762  8.55E-09 C100rf107  C100rf107 C100rf107 11418
LTA-MAP rs35432 12q24 114039913 t c 0.0637  3.43e-08 NA NA TBX3 433561
LTA-MAP rs2113894 12g21 88623528 a t 0.0827  464E-09 +++++++++ NA ATP2B1 ATP2B1 49553
LTA-MAP rs9210 16q24 72915554 t c 0.0675  373E-08 +++++++++ ULK3 MPI,CSK;LMAN1L;CPLX3;SCAMP2,ULK3 ULK3 43
LTA-MAP rs1130741 15024 72976983 a g 0.0605 1.07E-09 +++++—+++  MPI COX5A;SCAMP2;RPP25;C150rf17;MPI,ULK3 MPI 835
LTA-MAP rs10858915 12921 88575678 a g 0.0609  258E-08 ++ts—+++ NA ATP2B1 ATP2B1 1703
LTA-MAP rs2050265 1p36 11802286 a g 00823 277E-12 ++++—++++ CLCNE WMTHFR;NPPA;CLCNG;NPPB CLCN6 8576
LTA-MAP rs11014166 10p12 18748804 a t 0.0633  477E-09 +++++++++ CACNB2 CACNB2 CACNB2 19286
LTA-MAP rs12243859 10p12 18780638 t c 0.0639  223E-08 CACNB2 CACNB2 51120
LTA-MAP rs4590817 10g21 63137569 ¢ g 0.0816  472E-08 C100rf107 C100rf107 44835
LTA-MAP rs183173  20q13 67159500 t g 0.0888  4.81E-08 C200rf174 C200rf174 39969
LTA-MAP rs8042694 15024 73012468 a g 0.066 3.65E-09 COX5AMPL.SCAMP2;,RPP25,C150rf17 COX5A 4957
LTA-MAP rs1275980 2p23 26770473 t c 0.0617  221E-09 KCNK3,CIB4 KCNK3 1351
LTA-MAP rs1813353 10p12 18747454 t c 0.0652 1.26E-10 +++++—+++ CACNB2 CACNB2 CAGNB2 17936
LTA-MAP rs6676300 1p36 11847887 a g 0.0634  4.03E-08 +++—+—+++ NA MTHFR;KIAA2013;NPPA;CLCNG;NPPB NPPB 6308
LTA-MAP rs2415251 15q24 73029208 t c 0.0831 199E-09 +++++—+++ NA COX5A; SCAMP5;MP.RPP25,C150rf17 RPP25 5287
LTA-MAP rs12567136 1p36 11806318 t c 0.0823  264E-12 ———+——- CLCN6 MTHFR;NPPA;CLCNG;NPPB CLCNG 4544
LTA-MAP rs2681472 12g21 88533090 a g 0.0796 177E-16  ++++—++++ ATP2B1 ATP2B1 ATP2B1 27132
LTA-MAP rs17037425 1p36 11792970 a q 0.0888  7.78E-12 MTHFR;NPPA;CLCNG;NPPB;AGTRAP CLCNB HTT
LTA-MAP rs11072514 15024 73008918 a t 0.0606  4.34E-10 COX5AMPLSCAMP2;RPP25;C150rf17 COX5A 8507
LTA-MAP rs3184504 12q24 110368991 t c 0.0605 168E-12 +++++—+++ SH2B3 SH2ZB3;ATXN2 SH2B3 4818
LTA-MAP rs11105368 12q21 88598572 ¢ g 0.081 B661E-16 ———+——- NA ATP2B1 ATP2B1 24597
LTA-MAP rs4845843 1p36 10724172 a g 01056  487E-08 ++++++++? CASZ1 CASZ1 CASZ1 56122
LTA-MAP rs11105378 12g21 88614872 t c 0.0824  246E-15 ———+——- NA ATP2B1 ATP2B1 40897
LTA-MAP rs11105328 12921 88466521 a g 0.0837  2B84E-13 +++++++++ NA ATP2B1,WDR51B;GALNT4 WDR51B 22613
LTA-MAP rs11105379 12921 88619304 t c 0.0892  322E-10 +++++++++ NA ATP2B1 ATP2B1 45329
LTA-MAP rs11105358 1221 88566273 ¢ g 0.0613  4.38E-13 ATP2B1 ATP2B1 7702
LTA-MAP rs7922049 10qg21 63132371 a [+] 0.085 2.00E-08 C100rf107 C100rf107 39647
LTA-MAP rs17037390 1p36 11783430 a g 0.0826  3.37E-12 MTHFR;NPPA;CLCNG;NPPB;AGTRAP MTHFR 5272
LTA-MAP rs236710  20q13 87127024 t g 0.0793  504E-09 ————+—— NA NA C200rf174 72445
LTA-MAP rs17630235 12q24 111076069 a g 0.062 2.94E-08 +++++r+++ NA TRAFD1;C120rf30 TRAFD1 274
LTA-MAP rs1378938 15024 72883496 t c 0.0679  532E-09 +++++++++ NA CPLX3;CYP1A2,SCAMP2;CSK; ULK3,LMAN1L CSK 939
LTA-MAP rs11014171 10p12 18751201 t c 0.0632  3.88E-09 CACNB2 CACNB2 21683
LTA-PP  r31717014 3p22 41892399 t c 00825 222E-08 ULK4 ULK4 86265
LTA-PP  rs9854833 3p22 41750581 t c 0.082 3.95E-08 - - ULK4 ULK4 ULK4 228083
LTA-PP  rs1717003 3p22 41912004 t c 0.0824 1.36E-08 ++++++++— ULK4 ULK4 ULK4 66660
LTA-PP  rs1717034 3p22 41930917 a g 0.0823 1.10E-08 - +  ULK4 ULK4 ULK4 47747
LTA-PP  rs2469 6p21 43407301 t c 0.0623  3.88E-08 - - NA TTBK1,ZNF318,CRIP3;SLC22AT ZNF318 4484
LTA-PP  rs6796210 3p22 41826722 t c 0.082 2.58E-08 ++++++++— ULK4 ULK4 ULK4 151942
LTA-PP  rs1717007 3p22 41917203 t c 0.0824 123E-08 ——-———-+ ULK4 ULK4 ULK4 61461
LTA-PP  rs7634985 3p22 41994569 t c 0.0861 4.93E-09 ++t+trrt-  NA ULK4 ULK4 15905
LTA-PP  rs1052501 3p22 41900402 t c 0.0823 1.55E-08 ++++++++—  ULK4 ULK4 ULK4 78262
LTA-PP  rs7622259 3p22 41856355 a t 0.0827  296E-08 ++++++++- ULK4 ULK4 ULK4 122309
LTA-PP  rs2272007 3p22 41971140 t c 0.082 B6.77E-09 - +  ULK4 ULK4 ULK4 7524
LTA-PP  rs0874975 3p22 41739304 a g 0.0819  4.26E-09 ULK4 ULK4 239360
LTA-PP  rs6783001 3p22 41837236 a c 0.0825  213E-08 ULK4 ULK4 141428
LTA-PP  rs2242416 6p21 43381582 a g 0.0623  292E-08 CRIP3;SLC22AT;TTBK1;,ZNF218 SLC22A7 329
LTA-PP  rs1716999 3p22 41905045 ¢ [+] 0.0823 1.47E-08 ULK4 ULK4 73619
LTA-PP  rs7631057 3p22 41792955 t c 0.0822 1.58E-08 ULK4 ULK4 185709
LTA-PP  rs9865780 3p22 41870806 a g 0.0826  249E-08 ++++++++- ULK4 ULK4 ULK4 107858
LTA-PP  rs1716656 3p22 41893710 a g 0.0825 221E-08 ————+ ULK4 ULK4 ULK4 84954
LTA-PP  rs6802340 3p22 41869038 t c 0.0827  290E-08 ++++++++- ULK4 ULK4 ULK4 109626
LTA-PP  rs1717027 3p22 41982924 t c 0.082 6.80E-09 ULK4 ULK4 15740
LTA-PP  rs6796078 3p22 41992824 a t 0.0861 4.62E-09 ULK4 ULK4 14160
LTA-PP  rs6781326 3p22 41752032 t c 0.0817  3.28E-09 ULK4 ULK4 226632
LTA-PP  rs7632387 3p22 41828165 t c 0.0821 2.67E-08 ULK4 ULK4 150499
LTA-PP  rs1624519 3p22 41950804 a g 0.0823 1.05E-08 ++++++++— ULK4 ULK4 ULK4 18860
LTA-PP  rs809930 3p22 42040009 a q 0.0868 1.71E-08 +++++r++—  NA NA ULK4 61345




Trait SNPID Chr Position Bui Allelet ~ Allele?  Beta se. P Direction  InRefGene  RefGenes.80kbfromSNP ClosestRefGene  DistanceFromClosestRefGene
LTA-PP  rs6776724 3p22 41816274 a g 04692 00823  279E-08 +++++++s— ULKY ULK4 ULK4 162390
LTAPP 156791806 3p22 41864999 t c 04709 0.0827  2.89E-08 —-———+ ULK4 ULK4 ULK4 113665
LTAPP  rs939561  3p22 42032105 a g 04936  0.087 327E08 ++t+rttt- NA ULK4 ULK4 53441
LTAPP  rs1717017 3p22 41890620 a c 04737 0.08256  225E-08 ++++rtre- ULKY ULK4 ULK4 88044
LTAPP  rs4615060 3p22 41817502 a t 0482 0.0824  1.20E-08 ++++rte- ULKY ULK4 ULK4 61162
LTAPP 153890604 3p22 41735620t c 04915  0.0819  5.08E-08 —-—— ULK4 ULK4 ULK4 243035
LTAPP 159850310 3p22 41866102 t c 04708  0.0827  292E-08 bbirbii- ULK4 ULK4 ULK4 112562
LTAPP 1512705390 7q22 106198013 a g 05865  0.0759  SA0E-14 ++++4—trs NA NA PIK3CG 95146
LTAPP  1s7646144 3p22 41828129 a t 0.0821  269E08 ————— + ULK4 ULK4 ULK4 150535
LTAPP  rs9856088 3p22 41835486t g 00847  129E08 ——— +  ULK4 ULK4 ULK4 143178
LTAPP 151016669 3p22 41869444t c 0.0826  272E-08 ++4+rtri- ULK4 ULK4 ULK4 109220
LTAPP  1s1717006 3p22 41915452 a c 0082  1.20E-08 +t4+rtr+- ULKY ULK4 ULK4 63212
LTAPP 1s880315 1p36 10719453t c 00703 5.45E-09 CASZ1 CASZ1 59841
LTAPP 151716075 3p22 41935010t c 00822  1.01E-08 ULK4 ULK4 43654
LTAPP 1517398575 7q22 106196688 a g 0075 1.02E-13 4+++t—trs  NA NA PIK3CG 96471
LTAPP  rs1717020 3p22 41956494 a c 0.082 973E09 +++++t+-  ULK4 ULK4 ULK4 22170
LTAPP  rs7629767 3p22 42018513t g 0.0867  275E-08 tt++ttri— NA ULK4 ULK4 39849
LTAPP 15284277 1p36 10713384 a c 0073  3.27E-08 » CASZ1 CASZ1 CASZ1 65910
LTAPP 1517062109 3p22 41785368 t c 0082  1.4BE08 - + ULK4 ULK4 ULK4 193296
LTAPP 151716084 3p22 41940536 a g 00823 1.08E-08 ++++rtri- ULK4 ULK4 ULK4 28128
LTAPP 159866750 3p22 41733422 t c 0.0821  9.91E-00 rtrriirs  ULK4 ULK4 ULK4 245242
LTAPP 151716653 3p22 41950602 a c 0.0823  1.04E-08 +te+rtre- ULKY ULK4 ULK4 28062
LTAPP 152128834 3p22 41837649 a g 0.0822  2.68E-08 ++e+rtri- ULKY ULK4 ULK4 141015
LTAPP 156599168 3p22 41725327 t c 00865  BATE-08 +te+rtres ULKY ULK4 ULK4 253337
LTAPP 151716694 3p22 41961403t g 0.0823  867E09 ++++rtri- ULK4 ULK4 ULK4 17261
LTAPP 151613233 3p22 41920148 a g 00824  1.22E08 ———— + ULK4 ULK4 ULK4 58518
LTAPP 159882320 3p22 41742158t c 0082 410E-00 hbiriirs ULK4 ULK4 ULK4 238508
LTA-PP  rs12705389 7q22 106192878 t c 0.0753  952E-14 +rttt—trs NA NA PIK3CG 100281
LTAPP 1511760498 7q22 106206208 a g 0.0803  4.89E-08 ++t+i—trs NA NA PIK3CG 86951
LTAPP  rs10212536 3p22 41802030 a g 00823  196E-08 ++++++ri- ULKY ULK4 ULK4 176634
LTAPP  1s6789260 3p22 41751354 ¢ g 0.0817  3.36E08 —-——- ULK4 ULK4 ULK4 227310
LTAPP 1510865914 3p22 41894503 t c 0.0825  217E-08 +t4+rtre- ULK4 ULK4 ULK4 84161
LTAPP 152949837 7p13 45960903 a t 00706  2.04E-08 ++++++rs NA IGFBP3 IGFBP3 33507
LTAPP 159828398 3p22 41870897 t c 0.0826  243E-08 ——-—-— + ULK4 ULK4 ULK4 107767
LTAPP 151615243 3p22 41940238 t c 0.0823  1.05E-08 ++++ri++- ULK4 ULK4 ULK4 38426
LTAPP 1512536419 7q22 106206532 a c 0.0839  3.60E08 —-—r+—— NA NA PIK3CG 86627
LTAPP  rs7372217 3p22 41965126 a g 0082  BT74E09 +r++++ri- ULKY ULK4 ULK4 13538
LTAPP 151716685 3p22 41800305t c 00819  143E08 ——— + ULK4 ULK4 ULK4 78359
LTAPP 159847006 3p22 41730363 t c 0.0823  1.00E-08 ++++rtr++ ULKY ULK4 ULK4 248301
LTAPP 1513087502 3p22 41990114t c 0088  3.03E-00 4+ttrtri-  NA ULK4 ULK4 11450
LTAPP 152125738 6p21 43435728 a g 0.0628  3.20E-08 rtsrrrrs ZNF318 CRIP3;SLC22AT;ZNF318 ZNF318 9431
LTA-PP  rs2625667 3p22 41875955 a c 0.0826  2.39E-08 —-——o + ULK4 ULK4 ULK4 102709
LTAPP rs1716983 3p22 41939132 a g 0.0823  1.05E-08 ++++++ri- ULKY ULK4 ULK4 39532
LTAPP 151716692 3p22 41958790 a g 00823  1.04E-08 ++e+rtri- ULKY ULK4 ULK4 19874
LTAPP 159856633 3p22 41988854 a g 0.0819  9.04E08 —————— + NA ULK4 ULK4 10190
LTAPP 151574430 Bp21 43377007 a c 0.0625  3.04E-08 ++++r++++ SLC22A7  CRIP3;SLC22A7.TTBK1,ZNF318 SLC22A7 3032
LTAPP 15039558 3p22 41951044 a c 00823 1.04E-08 ++4+rte-  ULK4 ULK4 ULK4 21620
LTAPP 1517477177 7q22 106199004 t c 00763  561E-14 NA PIK3CG 94065
LTAPP 1510948071 6p21 43388691 t c 00652  9.06E-09 CRIP3;SLC22AT; TTBK1;ZNF318 CRIP3 4183
LTAPP 159823254 3p22 41869772 ¢ g 0.0826  2.69E-08 ULK4 ULK4 108692
LTAPP 154973095 3p22 41906477 t c 00823  1.42E-08 ULK4 ULK4 72187
LTAPP 159825741 3p22 41736832 a t 0.0817  5.25E-08 +t4+rtres ULKY ULK4 ULK4 241832
LTAPP 159886092 3p22 41870971 a c 0.0826  2.38E-08 +t4+rtri- ULKY ULK4 ULK4 107693
LTAPP 156599176 3p22 41763496t g 0.0818  3.23E-00 hbirirs  ULK4 ULK4 ULK4 215188
LTA-PP  rs9867627 3p22 41770845 a c 0.0821  463E-09 ++tttrrr+ ULKY ULK4 ULK4 207819
LTAPP  rs9830469 3p22 41737539 a g 0.0819  4.96E-09 -+ttt ULKY ULK4 ULK4 241125
LTAPP 159865127 3p22 41782452t c 0082  1.39E-08 ULK4 ULK4 196212
LTAPP 156803560 3p22 41799484 a g 00822  1.64E-08 ULK4 ULK4 179180
LTAPP 152841647 6p21 43377158 a c 0.0627  3.92E-08 CRIP3;SLC22AT;TTBK1,ZNF318 SLC22A7 3183
LTAPP  rs1716657 3p22 41893460 t c 00825  2.24E-08 ULK4 ULK4 85204
LTAPP 150846634 3p22 41869053 a g 00829  2.22E-08 ULK4 ULK4 109611
LTAPP 157650227 3p22 41769941 t g 0.0821  2.84E-09 ULK4 ULK4 208723
LTAPP 151994157 3p22 41872486 a g 0.0826  2.42E-08 ULK4 ULK4 106178
LTAPP 159875107 3p22 41797317 a t 00822  1.64E-08 ++4+rtre- ULKY ULK4 ULK4 181347
LTAPP 1511923562 3p22 41735335t g 0.0819  506E08 —-——— ULK4 ULK4 ULK4 243329
LTAPP 157626217 3p22 41817419 a g 0.0821  252E-08 +t4+rtr+- ULKY ULK4 ULK4 161245
LTAPP 1517060961 3p22 41738715 a g 0.0819  419E-09 +te+rtres ULKY ULK4 ULK4 239949
LTAPP 15794902  3p22 42000043t c 0.0861  547E-09 ——mmmmmo + NA ULK4 ULK4 22279
LTA-PP  rs6599167 3p22 41725264 a g 0.0866  6.34E-09 +++++++++  ULK4 ULK4 ULK4 253400
LTAPP  rs12635286 3p22 42026840 t c 0.0867  4.95E-08 tt++ttri— NA ULK4 ULK4 48176
LTAPP 151716642 3p22 41840869 a c 00823  1.06E-08 ULK4 ULK4 37795
LTAPP 157648578 3p22 41833735 t c 0.0821  2.55E-08 ULK4 ULK4 144929
LTAPP  1s7652506 3p22 42035239t c 0.0889  4.08E-08 ULK4 ULK4 56575
LTAPP 1513088304 3p22 41926719 a g 00823  1ATE-08 +t4+rtre-  ULK4 ULK4 ULK4 51945
LTAPP 151716693 3p22 41960604 t c 0.0823  9A8E-00 rtrrire- ULK4 ULK4 ULK4 18060
LTAPP  rs17063599 3p22 41836680 t c 00825  2.16E-08 ————+ ULK4 ULK4 ULK4 141984
LTAPP 152272006 3p22 41972063 t c 0.082  B7TE09 +te+rtre- ULKY ULK4 ULK4 6601
LTAPP 156768128 3p22 41840084 a g 00825  2.19E-08 ULK4 ULK4 138580
LTAPP _ rs6599179 3p22 41830288t c 0.0821 _ 2.70E-08 ULK4 ULK4 148376
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Trait

LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP

"Direction” corresponds to order of cohorts as listed in Supplementary Table 3.

SNPID
rs9842261
rs9820192
rs6793520
rs9876960
rs1716683
rs6599175
rs13325965
rs9852303
rs794899
rs13226723
rs9815354
rs13084436
rs704964
rs9857175
rs3934103
rs3774372

Chr

2p22
3p22
3p22
2p22
2p22
3p22
3p22
2p22
3p22
722
2p22
2p22
3p22
3p22
2p22
3p22

Position.Bui Allele1

41797712
41864285
41840293
41960816
41898078
41761013
41889946
41734529
42003726
106203703
41887655
41992541
42028903
41797058
41952218
41852418

a

T T T T

Allele2

RN R R N R A N - )

Beta
-0.4745
-0.4708
0.4748
0.4856
-0.4769
0.4966

se.

0.0821
0.0827
0.0826
0.0823
0.0824
0.0816
0.0825
0.0819
0.0861
0.0827
0.0855
0.0861
0.0866
0.0822
0.0823
0.0825

P
1.83E-08
2.96E-08
2.15E-08
9.17E-09
1.78E-08
3.18E-09
2.04E-08
9.49E-09
5.22E-09
1.26E-12
1.05E-08
4.63E-09
3.18E-08
1.59E-08
9.77E-09
2.62E-08

Direction

bbb

[
[EeTE——
[EeTE——
[EeTE——

InRefGene
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
NA
NA
ULK4
NA
NA
ULK4
ULK4
ULK4

RefGenes. 60kbfromSNP
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
NA
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4

ClosestRefGene
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
PIK3CG
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4

DistanceFromClosestRefGene
180952
114379
138371
17848
80586
217651
88718
244135
25082
80456
91009
13877
50239
181606
26446
126246
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Table S5: eQTL analysis results for the index SNP in each of the 39 loci identified in the analysis of LTA BP traits
and for which eQTL data was available.

IndexSNP  Traits

rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP

InRefGene RefGenes60kb

MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR

NPPB;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-AS1L;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
PPA-ASL;CLCNG;MTHFR;NPP
PPA-ASL;CLCNG;MTHFR;NPP
NPPB;NPPA-AS1L;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-AS1L;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP

Locus# Index/LD status
1  IndexsNP
IndexSNP
IndexSNP
IndexSNP
IndexSNP
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)

R R R R R RRRRBRRRBRRRBRKRERERRRKRRBRRRKRRRKRRKRRBRKRRHRRBRR#BH#RB R R§2H#RRKR#BH#RR [ =&

A2 to
index

H R R R R KRR RRRRRBRRR KRR RRRB K@ R R

1
0.97
0.87
0.97
0.97
0.97
0.97
0.97
0.97
0.7
0.97
0.97
0.97
0.97
0.97

0.347
0.947
0.947
0.947
0.947
0.833
0.853
0.853
0.853
0.853
0.853
0.713

eSNPid
rs13306561
rs13306561
513306561
rs13306561
rs13306561
rs2050265
rs12567136
rs7537763
rs12567136
52050265
rs7337763
rs12567136
rs7537763
rs17037429
rs7537765
rs12567136
rs2050265
53753584
rs12567136
57537763
rs7537765
r512567136
52050265
rs7537765
512567136
52050265
rs7537765
rs7337763
rs7537765
512567136
rs17037390
rs17367504
rs17037330
rs17367504
rs17037330
rs17367504
rs17037330
rs17037330
rs17367504
rs17367504
rs17367504
rs17367504
rs17367504
rs17367504
rs17037452
rs17037452
rs17037452
rs17037452
rs17037452
rs17037425
rs17037425
rs17037425
rs17037425
rs17037425
rs17037425
rs7553194

Tissue

wWhole blood (CHARGE)

LCL (MUTHER)

Whole blood (PaxGene) inJapanese
Skin (MuTHER)

Subc adipose (MuTHER)

Whole blood (CHARGE)

Whole blood (CHARGE)

Whole blood (CHARGE)

LCL (MuTHER)

LCL [MUTHER)

LCL (MuTHER)

Monacytes

Monacytes

Monocytes
PaxGeneWholeBlood(Mehta)
Whole blood (PaxGene) in Japanese
Whole blood (PaxGene) in Japanese
Whole blood (PaxGene) inJapanese
PaxGeneWholeBlood{Mehta)
Whole blood (PaxGene) inJapanese
SchadtLiver

Skin (MuTHER)

skin (MUTHER)

skin (MuTHER)

Subc adipose (MuTHER)

Subc adipose (MuTHER)

Subc adipose (MuTHER)
Liver(Greenawalt)

Lymph

Dendritic cells after Mycobacetrium tube

Whole blood (CHARGE)

Whole blood (CHARGE)

LCL (MuTHER)

LCL [MUTHER)

Whole blood (PaxGene) inJapanese
Whole blood (PaxGene) in Japanese
Subc adipose (MuTHER)

Skin (MuTHER)

Subc adipose (MuTHER)

skin (MUTHER)

Liver (ScanDB)

Lymph

omental

Blood(Fehrmann et al}

LCL (MuTHER)

Whole blood (PaxGene) in Japanese
Skin (MUTHER)

Subc adipose (MuTHER)

Whole blood (CHARGE)

Whole blood (CHARGE)

LCL [MUTHER)

Whole blood (PaxGene) inJapanese
Skin (MuTHER)

Subc adipose (MuTHER)
Liver(UChicago)

LCL [MUTHER)

eSNP P
value
2.19e-72
1.91E-16
1.20E-09
2.36E-06
5.98E-06
2.21E-78
2.64E-78
3.23e-78
5.77e-19
8.49E-19
2.10E-18
3.57E-14
1.14E-13
2.33E-13
8.44E-10
1.20E-09
1.20E-09
1.20E-09
1.44E-09
2.16E-09
1.37e-07
1.44E-07
1.50E-07
3.50E-07
35.39e-07
6.63E-07
8.64E-07
1.02E-06
1.67E-06
2.41E-06
7.04E-83
2.88E-79
5.45E-18
7.40E-18
1.20E-09
1.20E-09
2.66E-07
5.16E-07
6.16E-07
7.50E-07
9.54E-07
1.54E-05
7.21E-05
1.50E-27;1.9C
6.00E-24
1.20E-09
3.72E-09
1.56E-07
1.66E-07
7.97E-95
5.98E-20
1.20E-09
1.03E-08
2.22€-08
0.00017275
2.97E-24

Chr B36pos

1

1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

ArraylD
11788391 3990477
11788391 ILMN_1734830
11788391 A_23 P400081
11788391 ILMN_1734830
11788391 ILMN_1734830
11802286 3390477
11806318 3990477
11809890 3990477
11806318 ILMN_1734830
11802286 ILMN_1734830
11809830 ILMN_1734830
11806318

11809850

11796374

118098590 ILMN_1731434
11806318 A_23_P400081
11802286 A_23_P400081
11787173 A_23 P400081
11806318 ILMN_1731434
11809890 A_23_P400081
11809890

11806318 ILMN_1734330
11802286 ILMN_1734330
11809890 ILMN_1734830
11806318 ILMN_1734830
11802286 ILMN_1734830
11809890 ILMN_1734830
11809890 10023816366
11809890 GI_12025672-A
11806318

11783430 3990477
11785365 3930477
11783430 ILMN_1734830
11785365 ILMN_1734330
11783430 A_23 P400081
11785365 A_23_P400081
11783430 ILMN_1734830
11783430 ILMN_1734830
11785365 ILMN_1734330
11785365 ILMN_1734830
11785365

11785365 GI_12025672-A
11785365 10025934633

11785365 3990477;3850136 MTHFR;AL353897.6;C

11818262 ILMN_1734830
11818262 A_23_P400081
11818262 ILMN_1734830
11818262 ILMN_1741594
11818262 60437
11792370 3390477
11792970 ILMN_1734830
11732570 A_23_P400081
11792970 ILMN_1734830
11792970 ILMN_1734830
11792970 A_24 P302374
11786736 ILMN_1734330

Transcript
MTHFR,Clorf167
MTHFR

MTHFR

MTHFR

MTHFR
MTHFR,Clorf167
MTHFR,Clorf167
MTHFR,Clorf167
MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

CLCNG

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

CLCNG

CLCNG6

MTHFR
MTHFR,Clorf167
MTHFR,C1orf167
MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

GPR116

CLCNG
HS500048903

MTHFR
MTHFR
MTHFR
CLCNG6
PLOD1
MTHFR,Clorf167
MTHFR
MTHFR
MTHFR
MTHFR
CLCNG
MTHFR

type of eQTL

Probe Probe

(cis ortrans) Beta Allele Chromosome Position

cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

cis
cis
cis
cis
cis
cis

1793 G

0.63

18.74 G

18.73
18.72

@ =

-0.63
0.63
0.63

0.62

19.29 A
18.85 G

-0.63
0.63

-5.23 G
20.66 A

-0.63

1 11769609

1 11769609
1 11769609
1 11769603

1 11769609
1 11769609

1 11958130
1 11769609
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"2 to eSNP P type of eQTL Probe Probe
IndexSNP  Traits InRefGene RefGenes60kb Locus# Index/LD status  index eSNPid Tissue value Chr B36pos ArraylD Transcript (cis ortrans) Beta Allele Chromosome Position
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797  LCL (MuTHER) 5.44E-24 1 11815237 ILMN_1734830 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538  LCL (MuTHER) 5.56E-24 1 11819189 ILMN_1734830 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797 PaxGeneWholeBlood{Mehta) 1.64E-11 1 11815237 ILMN_1731434 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538  Whole blood (PaxGene) in Japanese 7.49E-10 1 11819189 A_23_P400081 MTHFR cis 0.64
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797 Whole blood (PaxGene) in Japanese 1.20E-09 1 11815237 A_23_P400081 MTHFR cis -0.63
rs13306561 DBP/SBP/MAP MTHFR NPPI PPA-ASL;CLCNG;MTHFR;NPP, GTRAP 1 LDproxy(CEU-H3) 0.713 rs7553194 Whole blood (PaxGene) in Japanese 1.20E-09 1 11786736 A_23 P400081 MTHFR cis -0.63
rs13306561 DBP/SBP/MAP MTHFR NPP| PPA-AST;CLCNG;MTHFR;NPP, GTRAP 1 LDproxy(CEU-H3) 0.713 rs7553194  Skin (MuTHER) 2.04E-09 1 11786736 ILMN_1734830 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPBE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538 RNAseq(HapMapLCL)+DeepSage(blood) 3.48E-03 1 11896602 ENST0000037659 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538  Skin (MuTHER} 3.56E-09 1 11819189 ILMN_1734830 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3)  0.713 rs2236797  Skin (MUTHER) 3.63E-09 1 11815237 ILMN_1734830 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538  Whole blood (CHARGE) 1.32E-07 1 11819189 60437 PLOD1 cis -5.28 C 1 11958130
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs7553194  Whole blood (CHARGE) 1.46E-07 1 11786736 60437 PLOD1 cis -5.26 A 1 11958130
rs13306561 DBP/SBP/MAP MTHFR NPPBE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797 Subcadipose (MuTHER) 1.65e-07 1 11815237 ILMN_17415%4 CLCNG cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538  Subcadipose (MuTHER) 1.75E-07 1 11819189 ILMN_1741594 CLCN6 cis
rs13306561 DEP/SBP/MAP MTHFR NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1  LDproxy(CEU-H3) 0.713 rs2236797 Whole blood (CHARGE) 3.42E-07 1 11815237 60437 PLODL cis 5107 1 11958130
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs7553194  Subcadipose (MuTHER) 4.13e-07 1 11786736 ILMN_1741594 CLCNG6 cis
rs13306561 DBP/SBP/MAP MTHFR NPPI PPA-AST;CLCNG;MTHFR;NPP, GTRAP 1 LDproxy(CEU-H3) 0.713 rs7553194  Lung 2.34E-06 1 11786736 100146210_TGI_: Unknown cis
rs13306561 DBP/SBP/MAP MTHFR NPPI PPA-ASL;CLCNG;MTHFR;NPP, GTRAP 1 LDproxy(CEU-H3) 0.713 rs7553194  Monocytes (CD14+) 1.43E-05 1 11786736 TIKVCul2UleSz47 CLCNG cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797 Monocytes (CD14+) 5.10E-05 1 11815237 TiKVCul2UleSz47 CLCNG cis
rs13306561 DBP/SBP/MAP MTHFR NPPE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1  LDproxy(CEU-H3) 0.713 rs2236797 Lymph 0.00104498 1 11815237 GI_12025672-A CLCNG cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538 Monocytes 1.43E-34;1.2( 1 11819189 MTHFR;CLCNG cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3)  0.713 rs2236797  Blood({Fehrmann et al) 4.70E-45;2.3C 1 11815237 3930477;Human_MTHFR;AL353897.6;M cis
rs2004776 DBP/MAP AGT COGZ;AGT;CAPN3S 2 IndexSNP rs2004776  Cerebellum (ScanDB) 2.19E-09 1 228915325 AGT cis
rs2004776 DBP/MAP AGT COG2;AGT;CAPNS 2 LDproxy(CEU-H3) 0.754 rs1326888  Cerebellum (ScanDB) 5.13E-10 1 228929783 AGT cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 IndexSNP rs7399398  Lung 2.17E-09 2 96715567 100134941 TGI_: CNNM4 cis
rs7599598 DBP FER1L5 LMANZL;KIAA1310;FERILS 3 IndexSNP rs7599598  Whole blood {CHARGE) 5.38E-08 2 96715567 1190673 LMANZL cis -5.44 A 2 96735621
rs75399598 DBP FER1L5 LMAN2L;KIAA1310;FERILS 3 IndexSNP rs7599598  Blood(Fehrmann et al) 1.70E-04 2 96715567 1190673 LMAN2L cis
rs7599598 DBP FER1LS LMANZL;KIAAL310;FERILS 3 IndexSNP rs7599598  Beells (CD19+) 0.0008951 2 96715567 fQbX2EuV1IEh.lz ARIDSA cis
rs7539593 DBP FER1L5 LMANZL;KIAA1310;FERILS 3 IndexSNP rs7599598  Lymph 0.00281896 2 96715567 GI_13540593-5 LMAN2L cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-H3) 0.806 rs7582243 Whole blood (CHARGE) 2.20E-09 2 96827256 1190673 LMAN2L cis 5.98 A 2 96735621
rs7599598 DBP FER1L5 LMANZL;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.806 rs7582249  Skin (MuTHER) 5.64E-06 2 96827256 ILMN_1755221 LMAN2L cis
rs7599598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-H3) 0.791 rs6727384  Whole blood (Battle) 4.91E-46 2 97400324 CNNM4 cis
rs7599598 DBP FER1LS LMANZL;KIAAL310;FERILS 3 LDproxy(CEU-H3) 0.791 rs968470 Whole blood {CHARGE) 2.52E-09 2 96787353 1190673 LMANZL cis 5.96 C 2 96735621
rs7539598 DBP FER1L5 LMAN2L;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.731 rs7608661 Whole blood (CHARGE) 3.01E-09 2 96823647 1130673 LMAN2L cis 593 G 2 96735621
rs7599598 DBP FER1LD LMANZL;KIAALZ10;FERILS 3 LDproxy(CEU-H3) 0.791 rs6727384  Whole blood (CHARGE) 3.03E-09 2 96764051 1190673 LMANZL cis 393 G 2 96733621
rs7599598 DBP FER1L5 LMANZL;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.791 rs7608661 Blood{Fehrmann et al} 5.10E-06 2 96823647 1190673 LMANZL cis
rs7599598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-H3) 0.791 rs7608661  Skin (MuTHER) 5.41E-06 2 96823647 ILMN_1755221 LMAN2L cis
rs7599598 DBP FER1L5 LMANZL;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.791 rs6727384  Skin (MuTHER} 5.63E-06 2 96764051 ILMN_1755221 LMAN2L cis
rs7599598 DBP FER1L5 LMAN2L;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.791 rs363470 Skin (MuTHER) 5.79E-06 2 96787353 ILMN_1755221 LMAN2L cis
rs7599598 DBP FER1LS LMANZL;KIAAL310;FERILS 3 LDproxy(CEU-H3) 0.791 rs7608661  Cerebellum (all samples) 1.79E-05 2 96823647 10025902383 LMANZL cis
rs7599598 DBP FER1L5 LMANZL;KIAA1310;FERILS 3 LDproxy(CEU-H3)  0.791 rs968470 Lymph 0.00232082 2 96787353 GI_13540593-5 LMAN2L cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-H3} 0.791 rs368470 Prefrontal cortex (all samples) 3.50E-02 2 96787353 10025902983 LMAN2L cis
rs7599598 DBP FER1L5 LMANZL;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.791 rs7608661 omental 7.82E-09;2.21 2 96823647 10023820566;100 CNNM4;LMANZL;AN cis
rs75399598 DBP FER1L5 LMAN2L;KIAA1310;FERILS 3 LDproxy(CEU-1kg) 0.771 rs394430 Whole blood (CHARGE) 2.78E-09 2 96802728 1190673 LMAN2L cis 594 T 2 96735621
rs7599598 DBP FER1LS LMANZL;KIAAL310;FERILS 3 LDproxy(CEU-1kg) 0.771 rs994430 Skin (MuTHER) 5.66E-06 2 96802728 ILMN_1755221 LMAN2L cis
rs7539593 DBP FER1L5 LMANZL;KIAA1310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs6730773  Lung 1.74€-09 2 96805370 100141976_TGI_c LMAN2L cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs1318597 Whole blood (CHARGE) 2.40E-09 2 96826822 1190673 LMAN2L cis 5.97 C 2 96735621
rs7599598 DBP FER1L5 LMANZL;KIAA1310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs6730773  Whole blood (CHARGE) 3.04E-09 2 96805370 1190673 LMANZL cis 593 G 2 96735621
rs7599598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs7586317 Whole blood (CHARGE) 3.21E-09 2 96811558 1190673 LMAN2L cis 5.92 A 2 96735621
rs7599598 DBP FER1LS LMANZL;KIAAL310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs1318597  Skin (MuTHER} 5.64E-06 2 96826822 ILMN_1755221 LMAN2L cis
rs7539598 DBP FER1L5 LMAN2L;KIAA1310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs7586317  Skin (MUTHER) 5.66E-06 2 96811558 ILMN_1755221 LMAN2L cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs6730773  Skin (MuTHER) 5.67E-06 2 96805370 ILMN_1755221 LMAN2L cis
rs7599598 DBP FER1L5 LMANZL;KIAA1310;FERILS 3 LDproxy(CEU-1kg) 0.735 rs6576984  Whole blood (CHARGE) 1.39E-08 2 96818432 1190673 LMANZL cis 568 T 2 96735621
rs7599598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-1kg) 0.735 rs6576984  Skin (MuTHER) 6.41E-06 2 96818432 ILMN_1755221 LMAN2L cis
rs7650227 PP ULK4 ULK4 4 IndexSNP rs7650227  Intestine (normal ileum) 2.98E-05 3 41794937 ULK4 cis
rs7650227 PP ULKa ULKa 4 LDproxy(CEU-1kg) 1 rs1615243  Whole blood (Battle) 2.92E-130 3 41365234 ULK4 cis
rs7650227 PP ULk4 ULK4 4 LDproxy(CEU-1kg) 1 rs1052501  omental 4.79E-21 3 41900402 10025913071 CTNNB1 cis
rs7650227 PP ULK4 ULKa 4 |Dproxy(CEU-1kg) 1 rs3934103  Prefrontal cortex (all samples) 1.05E-19 3 41952218 10023809218 ULK4 cis
rs7650227 PP ULK4 ULK4 4  LDproxy(CEU-1kg) 1 rs3934103  Parietal lobe (ScanDB) 5.85E-17 3 41952218 ULK4 cis
rs7650227 PP ULk ULKa 4 LDproxy(CEU-1kg) 1 rs1716642  Parietal lobe (ScanDB) 6.48E-17 3 41940869 ULK4 cis
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IndexSNP
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227

Traits

InRefGene RefGenes6Okb

ULk
ULka
ULK4
ULk
ULK4
ULk
ULK4
ULK4
ULKa
ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULK4
ULK4
ULKa
ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULK4
ULK4
ULKa
ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULK4
ULK4

ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4

4

AR R R R R R R R R R R R R R BB R R R R BERBRRBEBRRRERBRRERBRRBRRREBRBRRERREBRRREREBRERR R AR RBE R

Locus# Index/LD status

LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy({CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy({CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy({CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)

"2 to

index eSNPid

1

HR R R R RERRRRRERRRRRRRRRRRRRRR BRRBR R BRRBRRERBRRRPRRBRKRRR B R BB R B R RPBe

rs1716642
52272007
rs9856633
rs1717020
rs1717024
rs10212536
rs1052501
rs13325965
rs17062109
rs1716685
rs1717000
rs1717006
rs1717017
rs6796210
rsbs803652
rs7648578
rs9839399
rs1016669
52128834
rs3774372
rs6791806
rs9873207
rs9867627
rs6599175
rs9854833
rs3854833
rs9874975
rs6599175
rs1052501
rs9867627
53890604
rs9825741
rs9852303
rs9247006
rs1052501
rs13325965
rs1716685
rs1717000
rs1717006
rs1717017
rs2128834
rs6796210
rs7648578
rs9839393
rs1016669
rs3774372
rs6791806
rs9873207
rs10212536
rs6803652
rs17062109
rs9874975
rs9847006
rs3890604
rs9852303
rs9825741
rs1716642
rs3934103
rs1717020

Tissue

Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Cerebellum (ScanDB)
Parietal lobe (ScanDB)
Cerebellum (ScanDB)
Visual cortex (Huntington's)
Cerebellum (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum {ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum {ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)

eSNP P
value
6.48E-17
7.20E-17
7.20E-17
7.21E-17
7.21E-17
2.54E-16
2.54E-16
2.54E-16
2.54E-16
2.534E-16
2.54E-16
2.54E-16
2.54E-16
2.54E-16
2.534E-16
2.54E-16
2.54E-16
2.55E-16
2.55E-16
2.55E-16
2.55E-16
2.55E-16
2.73E-16
2.80E-16
4.38E-16
8.69E-16
1.21E-15
1.31E-15
1.39E-15
1.39E-15
1.52E-15
1.52E-15
1.52E-15
1.58E-15
2.00E-15
2.00E-15
2.00E-15
2.00E-15
2.00E-15
2.00E-15
2.00E-15
2.00E-15
2.00E-15
2.00E-15
2.01E-15
2.01E-15
2.01E-15
2.01E-15
2.04E-15
2.04E-15
2.05E-15
2.20E-15
2.71E-15
2.78E-15
2.78E-15
2.79E-15
2.97E-15
3.44E-15
5.61E-15

Chr B36pos ArraylD

3

W W W W W W W W W W W W W W W Wl W W WL W W W W W W W W W W W W W W W W W W

41940869
41971140
41988854
41356494
41359892
41802030
42000336
41889946
41785368
41300305
41905223
41315452
41890620
41826722
41793560
41833735
41303048
41869444
41837649
41852418
41864999
41859754
41770845
41761013
41750581
41750581
41733304
41761013
41300402 10025919071
41770845
41735629
41736832
41734529
41730363
41950394
41889946
41900305
41905223
41315452
41890620
41837649
41826722
41833735
41903043
41869444
41852418
41864999
41859754
41802030
41799560
41785368
41739304
41730363
41735629
41734529
41736832
41940869
41952218
41956454

Transcript
ULK4a
ULka
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4a
ULKa
ULK4
ULK4a
ULK4
ULK4a
ULka
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4
ULK4
ULK4
ULK4a
CTNNB1
ULK4a
ULKa
ULK4
ULK4a
ULK4
ULK4a
ULka
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4a
ULKa
ULK4
ULK4a
ULK4
ULK4a
ULka
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4

type of eQTL
(cis ortrans) Beta Allele Chromosome Position

cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
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IndexSNP
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227

Traits

InRefGene RefGenes60kb

ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULK4
ULK4
ULKa
ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULK4
ULK4
ULKa
ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULK4
ULK4
ULKa
ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4

ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4

Locus# Index/LD status
4 LDproxy(CEU-1kg)
LDproxy({CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-Rel2:
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy({CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-Rel2:
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy({CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-Rel2:
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy({CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)

BB R AR R R R AR R BRRERBRRERBRRRBERRRERBERRERRERRRERRERRERRRRERERRRRRBERRBRRBRE R R R

A2 to
index
1

RE R R R RR R RRRRBRRRRRBRRRBRRRBRREERERKRBRRRBRRRRRBRRREBRRRRKRRHRRRBRRHRHRRR®BHRH R R R &=

eSNPid
rs1717024
rs2272007
rs9856633
rs7648578
rs6803652
rs3934103
rs2272007
rs1052501
rs9852303
56599175
rs3934103
rs1716975
rs1717017
rs6796210
rs9825741
rse599179
rs1052501
rs1717020
rs9874975
rs6803652
rs9856633
rs1716975
rs3774372
rs1716685
rs1717006
rs1717020
52272007
rs7648578
rs1717024
rs6796210
rs13325965
rs9856088
rs1717020
rs2128834
rs10212536
rs17062109
rs9867627
rs1717000
rs9842261
rsb599175
rs6599176
rs9825741
rs9867627
rs9873207
rs10212536
rs2272007
rs1052501
rs1994157
rs1716975
rs10212536
rs9852303
rs1125203
rs6599175
rs9874975
rs7632387
rs1052501
rs1052501
rs1717000
rs6599179

Tissue

Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Peripheral artery plague
Lung

Visual cortex (all samples)
Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)
Peripheral artery plague
Liver (ScanDB)
Liver(Greenawalt)

Hippocampus (CAL, n=61; Kim etal.}

Liver (ScanDB)
Liver (ScanDB)
ER+ breast tumor cells

eSNP P
value
3.61E-15
5.61E-15
5.61E-15
9.06E-14
9.75E-14
4.32E-13
5.57E-13
6.22E-13
7.34E-13
9.19E-13
9.88E-13
1.47E-12
3.08e-12
3.08E-12
3.91E-12
4.02E-12
7.81E-12
1.06E-11
1.24E-11
1.25E-11
1.31E-11

Normal dendritic cells (before Mycobacte 1.77E-11

ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells

RNAseq(HapMapLCL)+DeepSage(blood)

ER+ breast tumor cells

Liver (ScanDB)
BeellsTransformed_HapMapCEU
ER+ breast tumor cells

Liver (ScanDB)

ER+ breast tumor cells

ER+ breast tumor cells

Liver (ScanDB)

ER+ breast tumor cells

ER+ breast tumor cells

ER+ breast tumor cells

ER+ breast tumor cells

Liver (ScanDB)

Liver (ScanDB)

Prefrontal cortex (Alzheimer's)
LcL

LcL

Liver (ScanDB)

LcL

Cerebellum (Huntington's)
Cerebellum (normal samples)
Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)
prefrontal cortex (Huntington's)
Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)

1.95E-11
2.66E-11
2.66E-11
2.66E-11
2.66E-11
2.66E-11
2.87E-11
4.77E-11
5.17E-11
5.62E-11
5.99E-11
9.91E-11
1.02E-10
1.09E-10
1.156-10
3.48E-10
3.95E-10
7.44E-10
7.44E-10
7.44E-10
9.63E-10
6.65E-09
7.60E-09
2.70E-08
3.90E-08
4.07E-08
7.90E-08
9.93E-07
1.1088E-05
2.98E-05
2.98E-05
2.98E-05
3.61E-05
3.85E-05
4.60E-05
4.60E-05
4.60E-05

3

Chr B36pos ArraylD Transcript
41953832 ULK4
41971140 ULK4
41988854 ULK4

W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W

41833735 100160459_TGI_: ULK4
41799560 100149945_TGI_: ULK4
41952218 10023809218 ULK4

41971140 ULK4a
41375330 ULK4
41734529 ULK4a
41761013 ULka
41952218 ULK4
41335010 ULK4
41890620 ULK4
41826722 ULK4a
41736832 100149345_TGI_: ULK4
41830288 ULK4
41300402 10023809218 ULK4
41981490 232206_at ULK4
41739304 ULK4a
41793560 ULK4
41988854 ULK4a
41935010 ULKa
41852418 ULK4
41300305 ULK4a
41315452 ULK4
41956454 ULK4a
41971140 ULka
41833735 ULK4
41359892 ULK4
41851718 ENST0000030183 ULK4
41889946 ULK4a
41835436 ULK4
41956494 2670619 in 26704 ULK4
41837649 ULK4
41802030 ULK4
41785368 ULK4a
41770845 ULK4
41905223 ULK4a
41797712 ULKa
41761013 ULK4
41763496 ULk4
41736832 ULK4
41770845 ULK4a
41859754 ULka

41802030 10023809218 ULK4
41971140 231149_s_at ULK4
41300402 231149 s at ULK4

41872486 ULK4a
41335010 231143 _s_at ULK4

41802030 10025919071 CTNNB1
41734529 10025919071 CTNNB1
41760895 ULK4
41786009 ULK4a
41764300 ULK4
41853161 ULK4a
41300402 10023809218 ULKa
41925398 ULK4
41930219 ULK4a
41855284 ULK4

type of eQTL

Probe

Probe

(cis ortrans) Beta Allele Chromosome Position

cis
cis
cis
cis
trans
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

0.00
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IndexSNP
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227

Traits

InRefGene RefGenes60kb

ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULK4
ULK4
ULKa
ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULK4
ULK4
ULKa
ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULK4
ULK4
ULKa
ULk4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4

ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4

A2 to

Locus# Index/LD status  index

4

BB R AR R R R AR R BRRERBRRERBRRRBERRRERBERRERRERRRERRERRERRRRERERRRRRBERRBRRBRE R R R

LDproxy(CEU-1kg) 1
LDproxy({CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-Rel2:
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812

eSNPid
rs6736210
rs9857175
rs1994157
rs9852303
rs1615243
rs1716984
rs2272007
rs2128835
rs1716975
rs9847006
rs10212536
rs6599167
rs10510731
rs4299460
rs17214945
rs17214987
rs17218264
rs17283929
rs17218103
rs17218264
rs17215183
rs17214945
rs17215589
rs17218103
rs17214945
rs17283677
rs17215183
rs17215589
rs17218103
rs17218264
rs10510731
rs794894
rs7634985
rs13087502
rs794834
rs7634985
rs13087502
rs13087502
rs809930
rs7652506
rs939561
rs7629767
rs10510732
rs939561
rs7629767
rs809930
rs7652506
rs7652506
rs10510732
rs17284313
rs17284472
rs17284313
rs10510732
rs17284472
rs809930
rs10510732
rs17284313
rs10510732
rs17284472

Tissue

Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)
Visual cortex (all samples)
Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)

Prefrontal cortex (normal samples)

Lung
omental

Visual cortex (Alzheimer's)

Lung

Lung

ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
Liver (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Cerebellum (ScanDB)
ER+ breast tumor cells
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum {ScanDB)
Cerebellum (ScanDB)
Liver (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
ER+ breast tumor cells
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)

SubCutAdipose(Greenawalt)

Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum {ScanDB)
Cerebellum (ScanDB)
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
ER+ breast tumor cells
Liver (ScanDB)

Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)

eSNP P
value
4.60E-05
4.60E-05
35.68E-05
5.95E-05
6.89E-05
6.89E-05
6.89E-05
7.22E-05
1.83E-03
<2E-16
6.93E-17;4.7¢
3.11E-08
1.40E-14
1.47E-14
2.69E-11
2.69E-11
2.69E-11
2.69E-11
5.14E-11
71311
1.21E-10
1.24E-10
1.27E-10
1.36E-10
3.47E-10
3.55E-10
4.01E-10
4.05E-10
4.20E-10
4.54E-10
4.74E-10
1.63E-16
1.73E-16
1.78E-16
1.45E-13
1.56E-13
1.61E-13
1.55E-10
5.10E-15
6.83E-15
7.69E-15
7.83E-15
1.06E-14
5.72E-12
6.08E-12
6.19E-12
7.19E-12
1.07E-11
2.69E-11
2.69E-11
2.69E-11
7.02E-11
7.64E-11
7.64E-11
9.77E-11
1.11E-10
4.41E-10
4.42E-10
4.42E-10

Chr B36pos ArraylD

3

W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W

41851718
41822054
41897432
41734529 10023829862
41965234
41965532
41996136
41862873
41935010 10023809218

Transcript
ULK4
ULK4a
ULK4
AK022066
ULKa
ULK4
ULK4a
ULK4
ULK4a

41730363 100125684_TGI_: Unknown

41802030 10023809218;100 ULK4;AK022066

41725264 10023309218

ULK4

41828314 100160459 _TGI_: ULK4
41927449 100311290_TGI_& ULK4

41783664
41785485
41350851
41916902
41918728
41350851
41787338
41783664
41806207
41918728
41783664
41901152
41787338
41806207
41918728
41350851
41828314
42007437
41994569
41390114
42007487
41994569
41390114
41990114
42040009
42035233
42032105
42018513
41982343 10023809218
42032105
42018513
42040009
42035239
42035239
41982343
41961791
41371308
41961791
41982343
41371308
42040009
41982343
41961791
41982343
41371308

ULK4
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4a
ULKa
ULK4
ULK4a
ULK4
ULK4a
ULka
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4a
ULKa
ULK4
ULK4a
ULK4
ULK4a
ULka
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4
ULK4
ULK4
ULK4a
ULK4
ULK4a
ULKa
ULK4
ULK4a
ULK4

type of eQTL

Probe

Probe

(cis ortrans) Beta Allele Chromosome Position

cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

75



"2 to eSNP P type of eQTL Probe Probe
IndexSNP  Traits InRefGene RefGenes60kb Locus# Index/LD status  index eSNPid Tissue value Chr B36pos ArraylD Transcript (cis ortrans) Beta Allele Chromosome Position
rs7650227 PP ULk4 ULK4 4 LDproxy(CEU-1kg) 0.812 rs10510732 Stomach 8.32E-10 3 41982343 100311230 ULK4 cis
rs7650227 PP ULk ULK4 4 LDproxy(CEU-1kg) 0.812 rs10510732 Cerebellum (Alzheimer's) 5.26E-02 3 41982343 10023829862 AK022066 cis
rs7650227 PP ULK4 ULK4 4 LDproxy(CEU-1kg) 0.762 rs7348939 LcL 1.30E-07 3 42003726 231149 s at ULK4 cis
rs7650227 PP ULk ULK4 4 LDproxy(CEU-1kg) 0.761 rs12635286 Parietal lobe (ScanDB) 7.75E-15 3 42026840 ULK4a cis
rs7650227 PP ULka ULK4 4 LDproxy(CEU-1kg) 0.761 rs12635286 Cerebellum (ScanDB) 6.72E-12 3 42026840 ULKa cis
rs7650227 PP ULK4 ULK4 4 LDproxy(CEU-1kg) 0.761 rs12635286 Liver (ScanDB) 1.85E-08 3 42026840 ULK4 cis
rs7650227 PP ULk ULK4 4 LDproxy(CEU-1kg) 0.761 rs12635286 Liver(Greenawalt) 1.76E-07 3 42026840 10025919071 CTNNB1 cis
rs7650227 PP ULK4 ULK4 4 LDproxy(CEU-1kg) 0.761 rs12635286 Cerebellum (Alzheimer's) 2.92E-05 3 42026840 10025915071 CTNNB1 cis
rs7733331 SBP NA NPR3 5 LDproxy(CEU-Rel2: 0.967 rs12656497 Lung 1.67E-07 5 32867696 100142475_TGI_: NPR3 cis
rs7733331 SBP NA NPR3 5 LDproxy(CEU-Rel2: 0.84 rs1173766 Lung 7.02E-08 5 32840285 100303568_TGI_: NPR3 cis
rs7733331 SBP NA NPR3 5 LDproxy(CEU-H3) 0.784 rs1173756  Lung 1.91E-08 5 32825609 100145622 TGI_& NPR3 cis
rs7733331 SBP NA NPR3 5 LDproxy(CEU-1kg) 0.781 rs1173743  Primary PHA-stimulated T cells (GenCord 5.68E-07 5 32775047 ENSG00000056097.1C cis 0.36
rs198823 DEP NA HISTIH1E;HISTIHIT;HISTIH2BD;HISTIH2BCHFE(H 6 IndexSNP rs198823 Cerebellum 5.534E-21 6 26230912 ILMIN_2075334 HIST1H4C cis
rs198823 DBP NA HIST1H1E;HISTIHIT;HISTIH2BD;HISTIH2BC;HFE;H 6 IndexSNP rs198823 Whaole blood {CHARGE) 1.30E-15 6 26230912 2970019 HIST1H4H cis -7.99 G 6 26393396
rs198823 DEP NA HISTIH1E;HISTIHIT;HISTIH2BD;HISTIH2BCHFE(H 6 IndexSNP rs198823 Temporal cortex 2.59E-13 6 26230912 ILMIN_2075334 HIST1H4C cis
rs198823 DBP NA HIST1H1E;HISTIHIT;HISTIH2BD;HISTIH2BC;HFE;H 6 IndexSNP rs198823 Liver{UChicago) 0.02226068 & 26230912 A_23 P395374 HIST1H4D cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 IndexSNP rs10948071 Whole blood (CHARGE) 6.44E-09 6 43388691 7050040 ZNF318 cis -5.81 C 6 43412137
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 IndexsNP rs10948071 LCL (MUTHER) 1.82E-06 6 43388691 ILMN_1694711 MADZL1BP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 IndexSNP rs10948071  Skin (MuTHER) 2.56E-05 6 43388691 ILMN_1694711 MAD2L1BP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416 Whole blood (Battle) 4.88E-53 6 43273604 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs1574430 Whole blood (CHARGE) 2.71E-16 6 43377007 50193 ZNF318 cis -8.19 A 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416 Whole blood (CHARGE) 2.83E-16 6 43381582 50193 ZNF318 cis -8.18 A 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy(CEU-1kg) 1 rs2463 Whole blood (CHARGE) 4.13E-16 6 43407301 50193 ZNF318 cis -8.13 C 6 43411354
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs1574430  Intestine (normal ileum) 5.70E-14 6 43269029 CRIP3 cis
510548071 PP NA TTBKL;CRIP3;SLC22AT7;ZNF318 7 LDproxy(CEU-1kg) 1 rs2841648 Intestine (normalileum) 5.70E-14 6 43269179 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-1kg) 1 rs2242416  Intestine (normal ileum) 1.37E-13 6 43273604 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416  Blood(Fehrmann et al) 5.90E-06 6 43381582 50193 ZNF318 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 1 rs2469 Blood(Fehrmann et al) 5.90E-06 6 43407301 50193 ZNF318 cis
rs10943071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2469 Skin (MuTHER) 1.11E-05 6 43407301 ILMN_1694711 MAD2ZL1BP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7 LDproxy(CEU-1kg) 1 rs2841648  Skin (MuTHER) 1.46E-05 6 43377157 ILMIN_1694711 MAD2L1EP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs1574430  Skin (MuTHER) 1.46E-05 6 43377007 ILMN_1694711 MAD2ZL1BP cis
rs10948071 PP NA TTBKLCRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416  Skin (MuTHER) 1.97E-05 6 43381582 ILMN_1694711 MAD2L1EP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 1 rs2841648  LCL (MUuTHER) 2.12E-05 6 43377157 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1  rs1574430  LCL (MUTHER) 2.13E-05 6 43377007 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416  LCL (MUTHER) 2.27E-05 6 43381582 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-1kg) 1 rs2469 LCL (MuTHER) 2.74E-05 6 43407301 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7 LDproxy(CEU-1kg) 1 rs2463 Lymph 0.00015064 6 43407301 GI_37552195-5 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416  Liver{UChicago) 0.00071416 6 43381582 A_23_P156562 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2469 Liver(Greenawalt) 1.75E-06;2.2¢ 6 43407301 10025906643;100 SLC22A7;5LC22A7 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2125738  Whole blood (CHARGE) 1.78E-18 6 43435728 50193 ZNF318 cis -8.77 A 6 43411354
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2125737  Whole blood (CHARGE) 1.53E-16 6 43435514 50193 ZNF318 cis -8.25 C 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs4714677 Whole blood (CHARGE) 1.53E-16 6 43435017 50192 ZNF318 cis 825 G 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs9369407  Whole blood (CHARGE) 1.53E-16 6 43435353 50193 ZNF318 cis -8.25 A 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs3381237 Whole blood (CHARGE) 1.53E-16 6 43428388 50193 ZNF318 cis 825 T 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2841642 Whole blood (CHARGE) 1.66E-16 6 43410263 50193 ZNF318 cis -8.24 G 6 43411954
rs10943071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2254303  Intestine (normal ileum) 5.70E-14 6 43276390 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs2125738 Monocytes 4.97E-12 6 43435728 ZNF318 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs9381237  Blood({Fehrmann et al} 2.50E-06 6 43428388 50193 ZNF318 cis
rs10948071 PP NA TTBKLCRIP3;SLC22AT;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs2254303  Skin (MuTHER) 1.29E-05 6 43384368 ILMN_1694711 MAD2L1EP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2125737  LCL (MuTHER) 1.59E-05 6 43435514 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs3369407  LCL (MUTHER) 1.59E-05 6 43435353 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs4714677  LCL (MUTHER) 1.59E-05 6 43435017 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2841642  LCL (MuTHER) 1.63E-05 6 43410263 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs9381237  LCL (MuTHER) 1.63E-05 6 43428338 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2125738  LCL (MuTHER) 1.97E-05 6 43435728 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2254303  LCL (MUTHER) 2.39E-05 6 43384368 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy(CEU-1kg) 0.965 rs3363407  skin (MuTHER) 2.98E-05 6 43435353 ILMN_1694711 MADZL1EP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2125737  Skin (MuTHER) 2.98E-05 6 43435514 ILMN_1694711 MADZL1BP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs4714677  Skin (MuTHER) 2.98E-05 6 43435017 ILMN_1694711 MAD2L1EP cis
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rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2841642  skin (MuTHER) 3.15E-05 6 43410263 ILMN_1694711 MADZL1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs9381237  Skin (MuTHER} 3.15E-05 6 43428388 ILMN_1694711 MAD2ZL1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs2125738  Skin (MuTHER) 3.27E-05 6 43435728 ILMN_1694711 MAD2L1EP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2254303  Lymph 0.00025613 6 43384368 GI_37552195-5 CRIP3 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.931 rs9369408 Whole blood (CHARGE) 1.72E-16 6 43440164 50193 ZNF318 cis -8.24 C 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy(CEU-1kg) 0.931 rs3363408  skin (MuTHER) 6.63E-06 6 43440164 ILMN_1634711 MADZL1EP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.931 rs9369408  LCL (MuTHER) 1.72E-05 6 43440164 ILMN_1683279 PEX6 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-Rel2; 0.892 rs2396002  LCL (MuTHER) 5.60E-07 6 43367990 ILMN_1694711 MAD2L1EP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel rs2396002  Whole blood {CHARGE) 5.68E-07 6 43367990 7050040 ZNF318 cis -5.00 C 6 43412137
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Re rs2396002  Skin (MUTHER) 8.40E-06 6 43367990 ILMN_1694711 MAD2L1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-Rel2: 0.828 rs2841647 Whole blood (CHARGE) 3.05E-16 6 43377157 50193 ZNF318 cis -8.17 C 6 43411954
rs10943071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: 0.828 rs2841647  Skin (MUTHER) 1.15E-05 6 43377158 ILMN_1694711 MAD2L1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-Rel2: 52841647  LCL (MuTHER) 2.68E-05 6 43377158 ILMIN_1683279 PEX6 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs4398731  Liver(Greenawalt) 1.26E-28 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBKLCRIP3;SLC22AT;ZNF318 7  LDproxy(CEU-RelZ: rs6901866  Monocytes 1.18E-26 6 43368638 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy({CEU-Rel2: rs4398731  Visual cortex (all samples) 2.69E-25 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs4398731  omental 4.72E-23 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-Rel2; rs4398731  SubCutAdipose(Greenawalt) 6.30E-19 6 43387699 10025305145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs6901866  Whole blood {CHARGE) 5.81E-18 6 43368638 7050040 ZNF318 cis -8.64 C 6 43412137
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-Rel2: rs16896338 Whole blood {CHARGE) 8.93E-18 6 43370632 7050040 ZNF318 cis 839 T 6 43412137
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs4398731  Whole blood {CHARGE) 1.55E-17 6 43387699 7050040 ZNF318 cis -8.52 A 6 43412137
510948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7  LDproxy(CEU-Rel2: rs4398731  Prefrontal cortex (normal samples) 8.53E-17 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy(CEU-Rel2: rs4398731  Whole blood (PAX) in breast cancer survi' 6.97E-11 6 43387699 6200307 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs4398731  Intestine (normal ileum) 5.10E-10 6 43279721 CRIP3 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-RelZ: rs4398731  Cerebellum (Huntington's) 8.76E-10 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs4398731  Liver(Schroder) 1.82E-09 6 43387699 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs4398731  Lymph 3.44E-08 6 43387699 GI_37552185-S CRIP3 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy({CEU-Rel2: rs6901866  LCL (MuTHER) 1.72E-05 6 43368638 ILMN_1694711 MADZL1BP cis

rs10943071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs4398731  Teells 1.83E-05 6 43387699 PTK7 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-RelZ: rs6901866  Skin (MuTHER) 2.15E-05 6 43368638 ILMN_1694711 MAD2L1EP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs4398731  LCL (MuTHER) 2.20E-05 6 43387699 ILMN_1694711 MAD2ZL1BP cis

rs10948071 PP NA TTBKLCRIP3;SLC22AT;ZNF318 7  LDproxy(CEU-Rel2: rs4398731  Skin (MuTHER) 2.97E-05 6 43387699 ILMN_1694711 MAD2L1EP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy({CEU-Rel2: rs4398731  Blood(Fehrmann et al) 5.10E-20;1.0( & 43387699 50193;7210484 ZNF318;RP3-330M21 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs2279087  Whole blood (CHARGE) 1.75E-17 6 43407036 7050040 ZNF318 cis -8.51 G 6 43412137
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-Rel2: rs2279087  Intestine (normal ileum) 4.60E-10 6 43293058 CRIP3 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs2279087  LCL (MuTHER) 1.75E-05 6 43407036 ILMN_1694711 MAD2ZL1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-RelZ; 52279087  Skin (MuTHER] 2.70E-05 6 43407036 ILMN_1694711 MAD2L1EP cis

rs12244342 DBP C100rf107 C100rf107 9 LDproxy(CEU-1kg) 1 rs2393833  Liver (ScanDB) 8.10E-07 10 63115322 SGTA cis

rs12244342 DBP C100rf107 C100rf107 9 LDproxy(CEU-1kg) 1 rs12246717 Liver (ScanDB) 9.54E-07 10 63129189 SERPIND1 cis

rs12244342 DBP C100rf107 C10orf107 El LDproxy(CEU-1kg) 1 rs2393833 Blood 0.0000286 10 63115322 HSGO00268758 LOC215730 cis

rs7070797 SBP NA C100rf107 9 LDproxy(CEU-Rel2: 0.786 rs10509158 Adipose 0.0000037 10 63177675 HSGO0269025 NM_173554 cis

rs2166122 MAP C100rf107 C100rf107 9  LDproxy(CEU-Rel2: 0.778 rs2588918 EndometrialTumor 0.00379818 10 63195030 C100rf107 cis

rs2166122 MAP C100rf107 C100rf107 9 LDproxy(CEU-Rel2: 0.734 rs973237 Liver (ScanDB) 5.92e-07 10 63195307 FUCA1 cis

rs2166122 MAP C100rf107 C100rf107 9 LDproxy(CEU-Rel2: 0.734 rs973237 Prefrontal cortex (Alzheimer's) 9.15E-05 10 63195307 10025902662 C10orf107 cis

rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 IndexSNP rs2681472  Whole blood {CHARGE) 1.83E-15 12 88533090 7320717 WDR51B cis 795 G 12 88439645
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 IndexSNP rs2681472  Liver (ScanDB) 3.74E-07 12 88533090 LOC100131662 cis

rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10  IndexSNP rs2681472  Blood(Fehrmann et al) 2.20E-08;2.2( 12 88533090 6650035;7320717 ;WDR51B;ATP2B1 cis

rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-1kg) 1 rs11105368 Whole blood (CHARGE) 3.56E-15 12 88598572 7320717 WDR518B cis 7.87 C 12 88439645
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-1kg) 1 rs11105364 Whole blood (CHARGE) 3.80E-15 12 88593407 7320717 WDR51B cis 7.86 G 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-1kg) 1 rs11105354 Whole blood (CHARGE) 3.82E-15 12 88550654 7320717 WDR51B cis 786 G 12 88439645
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10  LDproxy{CEU-1kg) 1 rs17243754 Whole blood (CHARGE) 4.81E-15 12 88584717 7320717 WDR51B cis 7.83 A 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-1kg) 1 512579302 Whole blood (CHARGE) 5.09E-15 12 88574634 7320717 WDR31B cis 782 G 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-Rel2: 1 rs12230074 Whole blood (CHARGE) 5.11E-15 12 88614998 7320717 WDR51B cis 782 G 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-Rel2: 1 rs11105378 Whole blood (CHARGE) 7.12E-15 12 88614872 7320717 WDR51B cis 778 T 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-Rel2: 0.92 rs2681492 Whole blood (CHARGE) 7.76E-13 12 88537220 7320717 WDR518B cis 717 C 12 88439645
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-Rel2: 0.92 rs2681492  Liver (ScanDB) 3.15E-07 12 88537220 LOC100131662 cis

rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-Rel2: 0.32 rs2681432 Blood{Fehrmann et al) 2.10E-08;5.9( 12 88537220 6650033;7320717 ;WDR31B;ATP2B1 cis

rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-1kg) 0.915 rs4842666 Whole blood (CHARGE) 3.74E-07 12 88465680 7160609 WDR51B cis -5.08 C 12 88337954
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-1kg) 0.915 rs4842666 Monocytes (CD14+) 4.35E-05 12 33465680 SN1yRYIGREp).5v GALNTA cis
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rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-H3) 0.805 rs11105328 Moanocytes (CD14+) 3.41E-05 12 88466521 SN1yRYIGR8p).SvGALNT4 cis

rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs3184504  Liver(Greenawalt) 4.63E-26 12 110368991 10023848139 AL049919 cis

rs4766578 SBP SH2B3 ATXNZ;5H2B3 11  IndexSNP rs4766578  Whole blood {CHARGE) 5.62E-20 12 110388754 6560301 SH2B3 cis 915 T 12 110373489
rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs3184504  Whole blood {CHARGE) 5.02E-19 12 110368991 6560301 SH2B3 cis 891 T 12 110373489
rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs3184504  Visual cortex (Huntington's) 1.75E-12 12 110368991 10023848139 AL049919 cis

rs3184504 DBP/MAP SH2B3 ATXN2;SH2B3 11  IndexSNP rs3184504  Prefrontal cortex (normal samples) 7.00E-11 12 110368991 10023848139 ALD49919 cis

rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs3184504  Whole blood (CHARGE) 2.00E-07 12 110368991 7570673 uPP1 trans 520 T 7 48114477
rs3184504 DBP/MAP SH2B3 ATXNZ;5H2B3 11  IndexSNP 53184504  Blood(Fehrmann et al) 3.50E-07 12 110368991 6560301 SH2B3;ATXN2 cis

rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs3184504  Blood 0.0002037 12 110368391 H5G00276844 FU21127 cis

rsd766578 SBP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-Rel2: 1 rs10774625 Whole blood (CHARGE) 8.15E-20 12 110394602 6560301 SH2B3 cis 311 A 12 110373489
rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-Rel2: 1 rs653178 Whole blood {CHARGE) 1.68E-19 12 110492139 6560301 SH2B3 cis 9.03 C 12 110373489
rs4766578 SBP 5H2B3 ATXNZ;5H2B3 11 LDproxy(CEU-Rel2: 1 rs10774625 Whole blood (CHARGE) 3.56E-08 12 1103394602 2070170 UBE2L6 trans 551 A 1n 57075756
rs3184504 DBP/MAP SH2B3 ATXNZ;5H2B3 11 LDproxy(CEU-Rel2: 1 rs653178 Cerebellum (all samples) 9.56E-08 12 1104952139 10023848139 ALD49919 cis

rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-Rel2: 1 rs653178 Whaole blood {CHARGE) 4.37e-07 12 110492139 7570673 UPP1 trans 5.05 C 7 48114477
rs3184504 DBP/MAP SH2B3 ATXN2;5H2B3 11 LDproxy(CEU-Rel2: 1 rs653178 Blood(Fehrmann et al) 2.20E-07;9.8( 12 110492139 6560301;840253 SH2B3;ATXN2;ALDHZ cis

rs4766578 SBP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-1kg) 0.967 rs3184504 Liver(Greenawalt) 4.63E-26 12 110368991 10023848139 AL049919 cis

rs3184504 DBP/MAP SH2B3 ATXNZ;5SH2B3 11  LDproxy(CEU-1kg) 0.967 rs4766578 Whole blood (CHARGE) 5.62E-20 12 110388754 6560301 SH2B3 cis 315 T 12 110373489
rs4766578 SBP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-1kg) 0.967 rs3184504 Whole blood (CHARGE) 5.02E-19 12 110368991 6560301 SH2B3 cis 891 T 12 110373489
rs4766578 SBP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-1kg) 0.967 rs3184504  Visual cortex (Huntington's) 1.75E-12 12 110368991 10023848139 AL049919 cis

rs4766578 SBP SH2B3 ATXN2;5H2B3 11 LDproxy(CEU-1kg) 0.967 rs3184504  Prefrontal cortex (normal samples) 7.00E-11 12 110368991 10023848139 ALD49919 cis

rs4766578 SBP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-1kg) 0.967 rs3184504  Whole blood (CHARGE) 2.00E-07 12 110368991 7570673 UPP1 trans 520 T 7 48114477
rs4766578 SBP SH2B3 ATXNZ;SH2B3 11  LDproxy(CEU-1kg) 0.967 rs3184504  Blood(Fehrmann et al) 3.50E-07 12 110368991 6560301 SH2B3;ATXN2 cis

rs4766578 SBP SH2B3 ATXNZ;SH2B3 11  LDproxy(CEU-1kg) 0.967 rs3184504 Blood 0.0002037 12 110368391 HSG00276344 FU21127 cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12 IndexSNP rs11072518 Whole blood (CHARGE) 1.57E-34 15 73021663 4480132 ULK3 cis 12.26 T 15 72915933
rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 omental 1.11E-13 15 73021662 10023814330 MPI cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 Subcadipose (MuTHER) 8.68E-09 15 73021663 ILMN_1679435 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12 IndexSNP rs11072518  Lymph 8.12E-08 15 73021663 GI_4505234-5 MPI cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 LCL (MuTHER) 5.27e-07 15 73021663 ILMN_1761262 MPI cis

rs11072518 SBP/MAP NA SCAMP5;COX5A;RPP25;C150rf17;MP1 12 IndexSNP rs11072518 Skin (MuTHER) 7.69E-07 15 73021663 ILMN_1679435 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 Bcells (CD19+) 3.32E-06 15 73021663 ubt12tIW7 Z FOCSK cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 Prefrontal cortex (Alzheimer's) 3.32E-04 15 73021663 10023814330 MPI cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 Monocytes (CD14+) 0.000374 15 73021663 r_tdN3VF1vV3g\ ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 Blood(Fehrmann et al) 1.90E-27;7.90 15 73021663 3170239;4480132 CSK;ULK3;COX5A;5C cis

511072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12  LDproxy(CEU-Rel2: 0.861 rs3765066 Whole blood (CHARGE) 5.55E-45 15 72927307 4430132 ULK3 cis 14.07 G 15 72915933
r511072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.861 rs3765066  LCL in asthmatics (Liang 1kg) 1.06E-23 15 72927307 202472 at MPI1 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.861 rs3765066  Subcadipose (MuTHER) 1.16E-09 15 72927907 ILMN_1679435 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.861 rs3765066  Skin (MuTHER) 1.15e-08 15 72927907 ILMN_1679495 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.861 rs3765066 Lung 1.32E-07 15 72927907 100151075_TGI_& ULK3 cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12 LDproxy(CEU-Rel2: 0.861 rs3765066  Bcells (CD19+) 4.65E-07 15 72927907 ubt12tIW7_Z_FOCSK cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;,MPI 12 LDproxy(CEU-Rel2: 0.861 rs3765066  LCL (MuTHER) 4.26E-06 15 72927307 ILMIN_1761262 MPI cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12  LDproxy(CEU-H3) 0.77 rsB042694 Whole blood (CHARGE) 2.10E-47 15 73012468 4480132 ULK3 cis 14.46 G 15 72915933
rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.77 rs80426394 Subcadipose (MUTHER) 3.46E-12 15 73012468 ILMN_1679495 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP: 12 LDproxy(CEU-H3) 0.77 rs8042694  LCL (MuTHER) 4.95E-08 15 73012468 ILMN_1761262 MPI cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP: 12 LDproxy(CEU-H3) 0.77 rs8042694  Skin (MUTHER) 6.16E-07 15 73012468 ILMN_1679435 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.77 rs8042694 Lymph 1.02E-05 15 73012468 GI_4505234-5 MPI1 cis

rs11072518 SBP/MAP NA SCAMP5;COX5A;RPP25;C150rf17;MP1 12 LDproxy(CEU-H3) 0.77 rsB042694 Cerebellum (all samples) 9.38E-05 15 73012468 10025904895 C150rf17 cis

rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495126 Monocytes 4.69E-54 15 72962079 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs8031937 Whole blood (CHARGE) 4.20E-48 15 72968174 4480132 ULK3 cis 14.57 A 15 72915933
rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495126 Whole blood (CHARGE) 4.69E-48 15 72962079 4480132 ULK3 cis 14.57 A 15 72915933
rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495127 Whole blood (CHARGE) 5.76E-48 15 72981543 4480132 ULK3 cis 14.55 C 15 72915933
511072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12 LDproxy(CEU-H3) 0.754 rs8031937  LCLin asthmatics (Liang 1kg) 4.58E-23 15 72968174 202472_at MPI cis

r511072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12  LDproxy(CEU-H3) 0.754 rs6495126  LCLin asthmatics (Liang 1kg) 5.33E-23 15 72962073 202472 at MPI1 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs7497201  LCLin asthmatics (Liang 1kg) 2.74E-22 15 72977743 202472 _at MPI cis

rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs8031937 Subcadipose (MUTHER) 2.11E-12 15 72968174 ILMN_1679495 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495126 Subcadipose (MuTHER) 2.18E-12 15 72962079 ILMN_1679435 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12 LDproxy(CEU-H3) 0.754 rs6495127 Subcadipose (MUTHER) 2.66E-12 15 72981543 ILMN_1679435 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;,MPI 12 LDproxy(CEU-H3) 0.754 rs6495127 Whole blood (Battle) 3.91E-11 15 75134450 COX3A cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12  LDproxy(CEU-H3) 0.754 rs6495126  Cerebellum (all samples) 3.89E-10 15 72962079 10023814330 MPI cis

rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495126  Visual cortex (normal samples) 2.40E-08 15 72962079 10025927424 ULK3 cis
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SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17:MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COXSA;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COXSA;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COXSA;RPP
SCAMPS;COX5A;RPP
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17:MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COXSA;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COXSA;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI

Locus# Index/LD status
12 LDproxy(CEU-H3)
12 LDproxy{CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12  LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12  LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy({CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy{CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-1kg)
12  LDproxy(CEU-1kg)
12 LDproxy(CEU-1kg)
12  LDproxy(CEU-1kg)
12 LDproxy{CEU-1kg)
12  LDproxy(CEU-1kg)
12 LDproxy({CEU-Rel2:
12 LDproxy{CEU-Rel2:
12 LDproxy({CEU-H3)
12 LDproxy{CEU-Rel2:
12 LDproxy({CEU-Rel2:
12 LDproxy{CEU-Rel2:

12 LDproxy(CEU-Rel2]

12 LDproxy{CEU-H3)
12 LDproxy{CEU-Rel2:
12 LDproxy(CEU-Rel2:

12 LDproxy(CEU-Rel2:
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0.734
0.754
0.754
0.754
0.754
0.734
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.734
0.754
0.754
0.751
0.751
0.75
0.75
0.75
0.75
0.75
0.75
" 0.735
- 0.735
0.733
- 0.733
- 0.733
° 0.733
733
0.733
- 0.733
" 0.733
733

12  LDproxy(CEU-Rel2: 0.733
12  LDproxy(CEU-Rel2: 0.733

12 LDproxy(CEU-H3)

0.733

12  LDproxy(CEU-Rel2: 0.733
12 LDproxy(CEU-Rel2: 0.733
12 LDproxy(CEU-Rel2: 0.733

12  LDproxy(CEU-Rel2:

12 LDproxy(CEU-H3)

.733
0.733

12 LDproxy(CEU-Rel2: 0.733
12 LDproxy(CEU-Rel2: 0.733
12  LDproxy(CEU-Rel2: 0.733
12  LDproxy(CEU-Rel2: 0.733
12  LDproxy(CEU-Rel2: 0.733
12 LDproxy(CEU-Rel2: 0.733

12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-1kg)

0.733
0.733
0.733
0.713

12  LDproxy(CEU-Rel2: 0.701
12 LDproxy{CEU-Rel2: 0.701

eSNPid
rsb495127
rs8031937
rs6495126
rs6495126
rs6495127
rs8031937
rs6495126
rs7497201
rs6495127
rs6495126
rs8031937
rs6495126
rs6495126
rs6495126
rs6495127
rs8031937
rs7497201
rsb495126
rs6495126
rs6495126
rs11636952
rs11636952
rs1133323
rs1133323
rs1133323
rs1133323
rs1133323
rs1133323
rs4886633
rs4386633
rs1378942
rs1378940
rs3784789
rs1378941
rs4386410
rs1378942
rs1378940
rs1378940
rs1378940
rs3784783
rs1378941
rs1378942
rs4886410
rs3784783
rs1378941
rs1378%40
rs1378942
rs4886410
rs3784789
rs4886410
rs1378940
rs1378341
rs3784789
rs1378942
rs1378942
rs1378942
rs12591513
rs4886606
rs4386606

Tissue

LCL (MUTHER)

LCL (MUTHER)

LCL (MUTHER)
Lymph

Skin (MuTHER)

Skin (MuTHER)

Skin (MuTHER)
Beells (CD19+)
Beells (CD19+)
Blood

Beells (CD19+)
Schadtliver

Beells (CD19+)
Monocytes (CD14+)
Monocytes (CD14+)
Monocytes (CD14+)
Monocytes (CD14+)
Adipose

Induced sputum (COPD cases)

Blood(Fehrmann et al}

LCL in asthmatics (Liang 1kg)

Beells (CD19+)
Monocytes

Whole blood (CHARGE)
LCL (MUTHER)

Skin (MuTHER)

Subc adipose (MuTHER)
Beells (CD19+)

Whole blood (CHARGE)

LCL in asthmatics (Liang 1kg)

Monacytes

Whole blood (CHARGE)
Whole blood (CHARGE)
Whole blood (CHARGE)
whole blood (CHARGE)
Whole blood {CHARGE)
Whole blood (Battle)
Beells (CD19+)

Skin (MuTHER)

Skin (MuTHER)

Skin (MuTHER)

Skin (MUTHER)

Skin (MuTHER)

Subc adipose (MuTHER)
Subc adipose (MuTHER)
Subc adipose (MuTHER)
Subc adipose (MuTHER)
Subc adipose (MuTHER)

Whaole blood (DeepSAGESeq)

LCL (MuTHER)

LCL [MUTHER)

LCL (MUTHER)

LCL (MUTHER)

LCL (MUTHER)

Lung

Blood(Fehrmann et al}

LCL in asthmatics (Liang 1kg)

Whole blood (CHARGE)
Skin (MUTHER)

eSNP P
value
1.36E-07
2.10E-07
3.69E-07
7.22E-07
1.01E-06
1.52E-06
3.23E-06
3.92E-06
4.00E-06
0.00000646
6.61E-06
8.60E-06
8.77E-06
7.18E-05
7.50E-05
0.000101
0.000152
0.0001963
0.00037621
2.00E-28;3.00
2.98E-23
1.06E-08
8.25E-26
5.97E-21
3.18e-08
1.30E-05
2.40E-05
3.86E-05
3.99E-48
5.73E-23
3.21E-35
6.15E-35
3.65E-34
4.77E-34
6.23E-34
5.71E-33
1.79e-27
1.33E-08
1.37E-08
1.75E-08
2.59E-08
3.12E-08
3.16E-08
4.43E-08
4.62E-08
4.72E-08
6.30E-08
7.48E-08
1.48E-06
3.79E-06
4.06E-06
4.16E-06
4.43E-06
4.49e-06
3.02E-05
2.00E-45;3.2(
1.92E-22
6.50E-29
7.34E-08

Chr B36pos
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ArraylD Transcript
72981543 ILMIN_1761262 MPI
72968174 ILMN_1761262 MPI
72962079 ILMN_1761262 MPI
72962079 G1_4505234-S MPI
72981543 ILMN_1679495 ULK3
72968174 ILMIN_1679495 ULK3
72962079 ILMN_1679495 ULK3
72977743 ubtl2tIW7 Z FOCSK
72981543 ubt12tlW7 7 FOCSK
72962079 H5G00291325 MPI
72968174 ubt12tlW7 Z FOCSK
72962079 ULK3
72962079 ubtl2tIW7 Z FOCSK
72962079 Wul7hRSKTiKhB C150RF17
72981543 Wul7hRSKTiKhB C150RF17
72968174 \Wul7hRSKTiKhB C150RF17
72977743 Wul7hRSKTiKhB C150RF17
72962073 HSGO0291325 MPI1
72962079 224805_s_at C150rf17

72962079 3170233;4480132 CSK;ULK3;C150rf17;C

72901375 202472_at MPI
72901375 ubt12tIW7_Z_FOCSK
72999278 ULK3
72999278 4480132 ULK3

72999278 ILMN_1761262 MPI
72999278 ILMN_1679495 ULK3
72999278 ILMN_2364535 SNUPN
72999278 ubt12tlW7 Z FOCSK

72965260 4480132 ULK3
72965260 202472 at MPI

72864420 ULK3
72870547 4430132 ULK3
72869605 4480132 ULK3
72867203 4430132 ULK3
72852697 4480132 ULK3
72864420 4480132 ULK3
75083494 CsK

72870547 ubt12tlW7_Z FOCSK

72870547 ILMN_1679495 ULK3
72869605 ILMN_1679495 ULK3
72867203 ILMN_1679495 ULK3
72864420 ILMN_1673435  ULK3
72852697 ILMN_1679495 ULK3
72869605 ILMN_1679435 ULK3
72867203 ILMN_1679495 ULK3
72870547 ILMN_1679495 ULK3
72864420 ILMN_1673435  ULK3
72852697 ILMN_1679495 ULK3
75082552 15_75095325
72852697 ILMN_1761262 MPI
72870547 ILMN_1761262 MPI
72867203 ILMIN_1761262 MPI
72869605 ILMN_1761262
72864420 ILMN_1761262
72864420 100132373_TGI_s CSK

£ =
2|2

72864420 3170239;4480132 CSK;ULK3;COX5A

72889767 202472 at MP1
72844800 4480132 ULK3
72844800 ILMN_1673435  ULK3

MNone:15_75095325

type of eQTL

Probe

Probe

(cis ortrans) Beta Allele Chromosome Position
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cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

-9.39 T

14.58 G

1233 C
1219 C
1217 C
12.14 G
11.96 C

11.16 A

]

ol vilina el
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72915933

72915933

72915933
72915933
72915933
72915933
72915933

72915933

79



"2 to eSNP P type of eQTL Probe Probe
IndexSNP  Traits InRefGene RefGenes60kb Locus# Index/LD status  index eSNPid Tissue value Chr B36pos ArraylD Transcript (cis ortrans) Beta Allele Chromosome Position
r511072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.701 rs4886606  Subcadipose (MUTHER) 8.91E-08 15 72844800 ILMN_1673435 ULK3 cis
rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.701 rs4886606  LCL (MuTHER) 6.38E-06 15 72844800 ILMN_1761262 MPI cis
rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 IndexSNP rs1133323  Monocytes 8.25E-26 15 72999278 ULK3 cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 IndexSNP rs1133323  Whole blood {CHARGE) 5.97E-21 15 72999278 4480132 ULK3 cis -9.39 T 15 72915933
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 IndexSNP rs1133323  LCL (MUTHER) 3.18E-08 15 72999278 ILMN_1761262 MPI cis
rs1133323 DBP NA COX3A;SCANMPZ;RPP: 13 IndexSNP rs1133323  skin (MuTHER) 1.30E-05 15 72999278 ILMN_1673435 ULK3 cis
rs1133323 DBP NA COX5A;SCANMPZ;RPP: 13 IndexSNP rs1133323  Subcadipose (MuTHER) 2.40E-05 15 72999278 ILMN_2364535 SNUPN cis
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 IndexSNP rs1133323  Beells (CD19+) 3.86E-05 15 72993278 ubt12tIW7 Z FOCSK cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11638130 Whole blood (Battle) 7.31E-79 15 75183935 SCAMP2 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-Rel2: 1 rs1133322 Monocytes 8.85E-27 15 72995410 ULK3 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11857695 LCLin asthmatics (Liang 1kg) 3.41E-21 15 72952804 218143 s at SCAMP2 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-1kg) 1 rs12911254 LCLin asthmatics (Liang 1kg) 3.41E-21 15 72953388 218143 _s_at SCAMP2 cis
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 1 rs11638130 LCLin asthmatics (Liang 1kg) 5.92E-21 15 72970988 218143 s at SCAMP2 cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11633472 LCLin asthmatics (Liang 1kg) 5.99E-21 15 72971137 218143 _s_at SCAMP2 cis
rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13  LDproxy(CEU-Rel2: 1 rs1133322 Whole blood (CHARGE) 6.01E-21 15 72999410 4480132 ULK3 cis -9.39 G 15 72915933
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 1 rs11072513 Whole blood (CHARGE) 6.51E-21 15 73008021 4480132 ULK3 cis -9.38 T 15 72915933
rs1133323 DBP NA COX5A;SCANMPZ;RPP: 13 LDproxy({CEU-1kg) 1 rs11072514 Whole blood (CHARGE) 7.20E-21 15 73008918 4430132 ULK3 cis -9.37 A 15 72915933
rs1133323 DBP NA COX3A;SCANPZ;RPP. 13 LDproxy(CEU-H3) 1 rs12909335 LCLin asthmatics (Liang 1kg) 2.70E-20 15 73001842 218143 s at SCAMP2 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 1 rs11072513 LCLin asthmatics (Liang 1kg) 4.20E-20 15 73008021 218143_s_at SCAMP2 cis
rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs12912839 LCLin asthmatics (Liang 1kg) 1.09E-19 15 73008298 218143 s at SCAMP2 cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11072514 LCLin asthmatics (Liang 1kg) 1.10E-19 15 73008918 218143 _: SCAMP2 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy{CEU-1kg) 1 rs62029167 LCL in asthmatics (Liang 1kg) 2.14E-19 15 73015403 218143 _s_at SCAMP2 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13 LDproxy(CEU-1kg) 1 rs129011%0 LCLin asthmatics (Liang 1kg) 4.25E-19 15 73018505 218143 s at SCAMP2 cis
rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2. 1 rs1133322 Hippocampus (CAL, n=61; Kim et al.) 5.88E-11 15 75212357 229426_at COX5A cis 0.00
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 1 rs1133322 LCL (MUuTHER) 3.12E-09 15 72999410 ILMN_1761262 MPI cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 1 rs11072513 LCL (MuTHER) 2.97E-08 15 73008021 ILMN_1761262 MPI cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy{CEU-1kg) 1 rs11072514 LCL (MUTHER) 3.03E-08 15 73008918 ILMN_1761262 MPI cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11072514 skin (MuTHER) 1.37E-05 15 73008918 ILMN_1679495 ULK3 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-Rel2: 1 rs11072513 Skin (MuTHER) 1.39E-05 15 73008021 ILMN_1679435 ULK3 cis
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 1 rs11072513 Subcadipose (MUTHER) 1.98E-05 15 73008021 ILMN_2364535 SNUPN cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11072514 Subcadipose (MuTHER) 2.04E-05 15 73008918 ILMN_2364535 SNUPN cis
rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 1 rs1133322 Subcadipose (MuTHER) 2.19E-05 15 72999410 ILMN_1679495 ULK3 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 1 rs1133322  skin (MuTHER} 3.02E-05 15 72999410 ILMN_1679495 ULK3 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-Rel2. 1 rs1133322  Bcells (CD19+) 3.21E-05 15 72999410 ubt12tIW7_Z_FOCSK cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11633472 Bcells (CD19+) 3.86E-05 15 72971137 ubtl2tlW7 Z FOCSK cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11638130 Bcells (CD19+) 3.86E-05 15 72970988 ubt12tlW7_Z_FOCSK cis
rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 1 rs1133322 Monocytes (CD14+) 0.0001945 15 72993410 r_tdN3VF1vV3g\ ULK3 cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 LCL in asthmatics (Liang 1kg) 1.02E-20 15 72986945 218143 _s_at SCAMP2 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-H3) 0.982 rs11856413 Whole blood (CHARGE) 3.32E-20 15 72986945 4430132 ULK3 cis -9.21 G 15 72915933
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13  LDproxy(CEU-H3) 0.982 rs11856413 Liver(Greenawalt) 1.34E-18 15 72986945 10023814330 MP1 cis
rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 LCL (MuTHER) 3.91E-08 15 72986945 ILMN_1761262 MPI cis
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 Lymph 4.27e-06 15 72986945 GI_4505234-5  MPI cis
rs1133323 DBP NA COX5A;SCAMPZ;RPP: 13 LDproxy(CEU-H3) 0.982 rs11856413 Skin (MuTHER} 1.33E-05 15 72986945 ILMN_1679435 ULK3 cis
rs1133323 DBP NA COX5A;SCAMP2;RPP: 13 LDproxy(CEU-H3) 0.982 rs11856413 Prefrontal cortex (all samples) 1.3997E-05 15 729865945 10026332220 SCAMP2 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 Subcadipose (MuTHER) 3.12E-05 15 72986945 ILMN_2364535 SMNUPN cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-H3) 0.982 rs11856413 Bcells (CD19+) 3.86E-05 15 72986945 ubt12tIW7_Z_FOCSK cis
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 Induced sputum (COPD cases) 0.00015722 15 72986945 224805 s at C150rf17 cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 Blood{Fehrmann et al} 2.20E-21;2.2( 15 72986945 3170239;50341;4 CSK;5CAMP2;ULK3;C cis
rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.967 rs1130741  Whole blood (Battle) 4.09E-124 15 75189930 MPI cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs7495739 Monocytes 3.25E-29 15 72972723 ULK3 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-Rel2: 0.967 rs7495739  LCL in asthmatics (Liang 1kg) 5.96E-29 15 72972723 202472_at MPI cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs1130741  LCLin asthmatics (Liang 1kg) 1.45E-28 15 72976983 202472 at MPI1 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs11072512 LCL in asthmatics (Liang 1kg) 3.40E-28 15 72991079 202472_at MPI cis
rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs4886636  LCLin asthmatics (Liang 1kg) 3.40E-28 15 72983229 202472 at MPI cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs1127796 Monocytes 6.08E-27 15 72980057 ULK3 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-Rel2: 0.967 rs4886636 Whole blood (CHARGE) 1.49E-22 15 72983229 4430132 ULK3 cis -9.77 A 15 72915933
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13 LDproxy(CEU-Rel2: rs1130741  Whole blood {CHARGE) 5.14E-22 15 72976983 4480132 ULK3 cis -9.65 G 13 729153933
rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: rs7495739  Whole blood (CHARGE) 5.40E-22 15 72972723 4480132 ULK3 cis -9.64 G 15 72915933
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: rs7497393  Whole blood {CHARGE) 5.71E-22 15 72962510 4480132 ULK3 cis -9.63 C 15 72915933
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IndexSNP
rs1133323
rs1133323
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rs1133323

Traits

InRefGene RefGenes60kb

NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA

COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rF17;MPI
COXS5A;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP
COX5A;SCAMP2;RPP
COXS5A;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rF17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COX5A;SCAMP2;RPP25;C150rF17;MPI
COXS5A;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rF17;MPI
COXS5A;SCAMP2;RPP25;C150rf17:MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP

COXSA;SCAMP2;RPP25;C150rF17;MPI
COXS5A;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXS5A;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rF17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COX5A;SCAMP2;RPP25;C150rF17;MPI
COXS5A;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rF17;MPI
COXS5A;SCAMP2;RPP25;C150rf17:MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXS5A;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rF17;MPI
COXS5A;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXS5A;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP
COXSA;SCAMP2;RPP
COXSA;SCAMP2;RPP25;C150rf17;MPI
COX5A;SCAMP2;RPP25;C150rF17;MPI
COXS5A;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rF17;MPI
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COXSA;SCAMP2;RPP25;C150rf17;MPI
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COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXSA;SCAMP2;RPP25;C150rf17;MPI
COXS5A;SCAMP2;RPP25;C150rf17;MPI
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LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy({CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy({CEU-Rel2:

LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)

A2 to
index
0.967
.967
0.967
0.967
0.967
.967
0.967
0.967

0.967
0.967
.967
0.967
0.367
0.967
1967
0.967
0.967

0.967
0.967
0.967
0.367
0.967
0.967
.967

0.967
0.367
0.967
.967
0.967
0.967
.967
0.967
0.366
0.966
0.966
0.966
0.966
0.366
0.966
0.966
0.966
0.966
0.366
0.965
0.965
0.965
0.965
0.965
0.965
0.965
0.965
0.932
0.932
0.932
0.932

eSNPid
rs1127796
rs11072511
rs7497393
rs11072512
rs11072511
rs4386636
rs4886636
rs11072512
rs1127796
rs1130741
rs7495739
rs11072511
rs7497393
rs7495739
rs7497393
rs11072511
rs4386636
rs7495733
rs1130741
rs7497393
rs1127796
54886636
rs11072512
rs11072512
rs11072512
rs1127796
rs4386636
rs1130741
rs4386636
rs11072511
rs11072512
rs1127796
rs4886636
rs1130741
rs4386636
rs4886636
rs12902515
rs2415251
rs4886641
rs11633413
rs2415251
rs2415251
rs2415243
rs2415251
rs2415251
rs2415251
rs2415251
rs11854704
rs11630918
rs11630918
rs11630918
rs11630918
rs11630918
rs11630918
rs11630918
rs12913293
rs8025447
rs12907398
rs12904897

Tissue

whole blood (CHARGE)
Whole blood {CHARGE)

LCL in asthmatics (Liang 1kg)
Whole blood (CHARGE)

LCL in asthmatics (Liang 1kg)
SubCutAdipose(Greenawalt)
LCL [MUTHER)

LCL (MUTHER)

LCL (MuTHER)

LCL [MUTHER)

LCL (MuTHER)

LCL [MUTHER)

LCL (MUTHER)
RNAseq(HapMapLCL}+DeepSage(blood)
Subc adipose (MuTHER)
Subc adipose (MuTHER)
Subc adipose (MuTHER)
Subc adipose (MUTHER)
Subc adipose (MuTHER)
Skin (MUTHER)

Subc adipose (MuTHER)
Induced sputum (COPD cases)
Subc adipose (MuTHER)
Skin (MuTHER)

Beells (CD19+)

Beells (CD19+)

Beells (CD19+)

Beells (CD19+)

Monocytes (CD14+)

Beells (CD19+)

Monocytes (CD14+)
Monocytes (CD14+)

Visual cortex (all samples)
Monocytes (CD14+)
Liver(UChicago)
Blood(Fehrmann et al)

LCL in asthmatics (Liang 1kg)
Whole blood (CHARGE)

LCL in asthmatics (Liang 1kg)
LCL in asthmatics (Liang 1kg)
LCL in asthmatics (Liang 1kg)
omental

LCL in asthmatics (Liang 1kg)
LCL [MUTHER)

Subc adipose (MuTHER)
Skin (MuTHER)

Beells (CD19+)

LCL in asthmatics (Liang 1kg)
Whole blood (CHARGE)

LCL in asthmatics (Liang 1kg)
LCL [MUTHER)

Lung

skin (MuTHER)

Subc adipose (MuTHER)
Beells (CD19+)

LCL in asthmatics (Liang 1kg)
LCL in asthmatics (Liang 1kg)
LCL in asthmatics (Liang 1kg)
LCL in asthmatics (Liang 1kg)

eSNP P
value
1.00E-21
1.61E-21
3.92E-21
7.79E-21
5.64E-20
7.68E-11
3.00E-09
3.10E-09
4.61E-09
4.89E-09
5.54E-09
6.47E-09
8.74E-08
2.76E-07
1.49E-05
1.53E-05
1.94E-05
2.20E-05
2.25E-05
2.44E-05
2.49E-05
2.56E-05
2.61E-05
3.01E-05
3.21E-05
3.21E-05
3.35E-05
4.67E-05
0.000135
0.0001942
0.0001945
0.0001945
2.80E-04
0.0003045
0.000119825;
1.60E-19;1.1C
4.40E-20
1.49E-19
2.23E-19
2.33E-19
2.58E-19
3.08E-19
4.75E-19
4.18E-08
2.09E-05
2.46E-05
3.17E-05
4.96E-28
1.26E-22
1.94E-20
6.46E-08
2.86E-06
4.23E-06
3.77E-05
5.10E-05
5.44E-29
1.59E-28
3.26E-28
3.85E-28

Chr B36pos

irlizii vl vl vl vl eit il ol el el ol el i el el i el o el el ol vl i el vl el el i el el el el el ol el el el el el el el el el el el el el el el el i el el el el e

ArraylD Transcript
72980057 4480132 ULK3
72946486 4480132 ULK3
72999278 218143 s at SCAMP2
72991079 4480132 ULK3
72946486 218143 _s_at SCAMP2

72983229 10023814330 MP1
72983229 ILMN_1761262 MPI
72991079 ILMN_1761262 MPI
72980057 ILMN_1761262 MPI
72976983 ILMN_1761262 MPI
72972723 ILNMIN_1761262 MPI
72946486 ILMN_1761262 MPI
72962510 ILMN_1761262 MPI
75185670 ENSTO000037969 MPI
72962510 ILMN_2364535 SNUPN
72946486 ILMN_1679495 ULK3
72983229 ILMN_1679495 ULK3
72972723 ILNIN_1679495 ULK3
72976983 ILMN_1679495 ULK3
72962510 ILMN_1673435  ULK3
72980057 ILMN_1679495 ULK3
72983229 224805_s_at C150rf17
72991079 ILMIN_1679495 ULK3
72991079 ILMN_1679495 ULK3
72991079 ubt12tIW7 Z FOCSK
72980057 ubt12tlW7_Z FOCSK
72983229 ubt12#IW7_Z_FOCSK
72976983 ubtl2tlW7 Z FOCSK
72983229 r_tdN3VF1vV3g\ ULK3
72946486 ubt12tIW7 Z FOCSK
72991079 r_tdN3VF1vV3g\ ULK3
72980057 r_tdN3VF1vV3g\ ULK3
72983229 10023814330 MPI
72976983 r_tdN3VF1vV3g\ ULK3
72983229 A_23 PBO579;A_ MPI;SCAMPZ

72983229 3170239;50341;4 CSK;SCAMPZ;ULK3;C

729423051 218143 s _at SCAMP2
73029208 4480132 ULK3

73015708 218143 _s_at SCAMP2
73030347 218143 s at SCAMP2
73029208 218143 _s_at SCAMP2

73029208 10025911367 RPP25
73029093 218143 _s_at SCAMP2
73029208 ILMN_1761262 MPI
73029208 ILMN_2364535 SNUPN
73029208 ILMN_1679495 ULK3
73029208 ubt12tIW7 Z FOCSK
73008068 202472_at MPI
72942349 4430132 ULK3
72942949 218143 s at SCAMP2
72942949 ILMN_1761262 MPI
72942343 100161886_TGI_& SCANMP2
72942949 ILMN_1679495 ULK3
72942349 ILMN_1673435  ULK3
72942949 ubt12tlW7_Z FOCSK

72971511 202472_at MPI
72979275 202472 _at MP1
72994925 202472 _at MPI
73004739 202472 at MPI

type of eQTL
(cis or trans)

cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

Beta Allele Chromosome Position

-9.38 C
-9.53 G

-9.36 T

-9.05 C

8973 T

Probe Probe
13 72915933
15 72915933
15 72915933
15 72915933
15 72915933
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"2 to eSNP P type of eQTL Probe Probe

IndexSNP  Traits InRefGene RefGenes60kb Locus# Index/LD status  index eSNPid Tissue value Chr B36pos ArraylD Transcript (cisortrans) Beta Allele Chromosome Position
rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.932 rs59945415 LCLin asthmatics (Liang 1kg) 8.04E-28 15 73015480 202472 at MPI cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.931 rs12487 Monocytes 5.36E-26 15 72923747 ULK3 cis

rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.931 rs12487 Whole blood {CHARGE) 3.69E-24 15 72923747 4480132 ULK3 cis -10.14 C 15 72915933
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.931 rs12487 LCL in asthmatics (Liang 1kg) 9.19E-21 15 72923747 218143 _s_at SCAMP2 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.931 rs12487 LCL {(MuTHER) 2.37E-07 15 72923747 ILMN_1761262 MPI cis

rs1133323 DBP NA COX3A;SCANMPZ;RPP: 13 LDproxy(CEU-H3) 0.931 rs12487 Skin (MuTHER) 3.95E-06 15 72923747 ILMN_1673435 ULK3 cis

rs1133323 DBP NA COX5A;SCANMPZ;RPP: 13 LDproxy(CEU-H3) 0.931 rs12487 Subc adipose (MuTHER) 4.58E-05 15 72923747 ILMN_1695271 RPP25 cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 0.9 rs4480762 LCLin asthmatics (Liang 1kg) 9.19E-21 15 72926479 218143 s at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.873 rs6495122 Whole blood (CHARGE) 3.44E-23 15 72912698 4480132 ULK3 cis -9.92 C 15 72915933
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.873 rs6495122  LCL in asthmatics (Liang 1kg) 4.34E-20 15 72912698 218143 _s_at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.873 rs6495122  Cerebellum (Alzheimer's) 7.49E-10 15 72912698 10025927424 ULK3 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-Rel2: 0.873 rs6495122  Bcells (CD19+) 3.92E-07 15 72912698 ubt12tIW7_Z_FOCSK cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.873 rs6495122 Lymph 4.47e-07 15 72912698 GI_39930360-5 ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.873 rs6495122  LCL (MuTHER) 6.72E-07 15 72912698 ILMN_1761262 MPI cis

rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.873 rs6495122  Skin (MuTHER) 5.30E-06 15 72912698 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.873 rs6495122  Subcadipose (MuTHER) 3.13E-05 15 72912698 ILMN_1695271 RPP25 cis

rs1133323 DBP NA COX5A;SCANMPZ;RPP: 13 LDproxy(CEU-Rel2: 0.873 rs6495122 Monocytes (CD14+) 9.64E-05 15 72912698 r_tdN3VF1vV3g\ ULK3 cis

rs1133323 DBP NA COX3A;SCANPZ;RPP. 13  LDproxy(CEU-Rel2: 0.873 rs6495122 Blood 0.0002728 15 72912698 HSG00230183 ARID3B cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.873 rs6495122  Lung <2E-16 15 72912698 100312245_TGI_: RPP25 cis

rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.873 rs6495122  Blood{Fehrmann et al} 1.00E-25;1.5( 15 72912698 3170239;4480132 CSK;ULK3;SCAMP2;C cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.832 rs34063670 LCLin asthmatics (Liang 1kg) 1.28E-18 15 73034209 218143 _s_at SCAMP2 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.832 rs11636892 LCL in asthmatics (Liang 1kg) 2.81E-18 15 73053102 218143 _s_at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.808 rs12917376 LCLin asthmatics (Liang 1kg) 1.61E-22 15 72903220 202472 at MPI cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-1kg) 0.801 rs56338926 LCL in asthmatics (Liang 1kg) 1.23E-18 15 73046388 218143_s_at SCAMP2 cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.801 rs35556055 LCLin asthmatics (Liang 1kg) 2.88E-18 15 73040467 218143 s at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 0.801 rs35556055 Bcells (CD19+) 0.0001316 15 73040467 ubt12tlW7_Z_FOCSK cis

rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.799 rs2290573 Whole blood (CHARGE) 3.19E-20 15 72916647 4480132 ULK3 cis -9.21 A 15 72915933
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.799 rs2290573  LCLin asthmatics (Liang 1kg) 3.77E-20 15 72916647 218143 s at SCAMP2 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.799 rs2290573  LCL (MuTHER) 3.57E-07 15 72916647 ILMN_1761262 MPI cis

rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-H3) 0.799 rs2290573  skin (MUTHER) 8.85E-06 15 72916647 ILMN_1673435 ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.798 rs11630087 LCLin asthmatics (Liang 1kg) 1.82E-18 15 73048726 218143_s_at SCAMP2 cis

rs1133323 DBP NA 13 LDproxy(CEU-1kg) 0.798 rs62029217 LCL in asthmatics (Liang 1kg) 3.24E-18 15 73048952 218143 s at  SCAMP2 cis

rs1133323 DBP NA 13 LDproxy(CEU-1kg) 0.771 rs12912343 LCLin asthmatics (Liang 1kg) 1.30E-18 15 73038094 218143 _s_at SCAMP2 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 0.767 rs4886413  LCL in asthmatics (Liang 1kg) 3.29E-18 15 73049363 218143 _s_at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 Whole blood (CHARGE) 1.57E-34 15 73021663 4480132 ULK3 cis 1226 T 13 72315933
rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 0.75 rs11072518 omental 1.11E-13 15 73021663 10023814330 MPI cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 Subcadipose (MUTHER]) 8.68E-09 15 73021662 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 Lymph 8.12E-08 15 73021663 GI_4505234-5 MPI cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 LCL (MuTHER) 5.27E-07 15 73021663 ILMN_1761262 MPI cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 0.75 rs11072518 Skin (MuTHER) 7.69E-07 15 73021663 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-1kg) 0.75 rs11072518 Bcells (CD19+) 3.32E-06 15 73021663 ubtl12tIW7_Z_FOCSK cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 Prefrontal cortex (Alzheimer's) 3.32E-04 15 73021662 10023814330 MPI cis

rs1133323 DBP NA 13  LDproxy(CEU-1kg) 0.75 rs11072518 Monocytes (CD14+) 0.000374 15 73021663 r_tdN3VF1vV3g\ ULK3 cis

rs1133323 DEP NA 13 LDproxy(CEU-1kg) 0.75 rs11072518 Blood(Fehrmann etal) 1.90E-27;7.90 15 73021663 3170239;4480132 CSK;ULK3;COXSA;SC/ cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.708 rs2290572 Whole blood (CHARGE) 2.42E-29 15 72917626 4480132 ULK3 cis 11.25 A 15 72915933
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: rs2290572  LCL (MuTHER) 1.67E-07 15 72917626 ILMN_1761262 MPI cis

rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: rs2290572  Subcadipose (MUTHER) 1.38E-06 15 72917626 ILMN_1673435 ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: rs2290572  Beells (CD19+) 5.64E-06 15 72917626 ubt12tlW7_Z_FOCSK cis

rs1133323 DEP NA COXS5A;SCAMPZ;RPP25;C150rf17,MPI 13 LDproxy(CEU-Rel2; rs2290572  Skin (MuTHER] 1.83E-05 15 72917626 ILMN_1679495 ULK3 cis

rs6092743 DBP/SBR/MAP NA NA 14  LDproxy(CEU-1kg) 1 rs6026704 Whole blood (CHARGE) 1.59E-08 20 57117540 4220259 CT5Z cis 5.65 C 20 57003893
rs6092743 DBP/SBR/MAP NA NA 14 LDproxy{CEU-1kg) 1 rs7362597 Whole blood (CHARGE) 1.60E-08 20 57112829 4220259 CcTsZ cis 5.65 A 20 57003893
rs6092743 DBP/SBP/MAP NA NA 14  LDproxy(CEU-1kg) 1 rs6100342 Whole blood (CHARGE) 2.28E-08 20 57132656 4220253 CcTsz cis 359 C 20 57003893
rs6092743 DBP/SBR/MAP NA NA 14  LDproxy(CEU-1kg) 1 rs882384 Whole blood (CHARGE) 2.28E-08 20 57132808 4220259 CT5Z cis 559 T 20 57003893
rs6092743 DBP/SBP/MAP NA NA 14 LDproxy(CEU-1kg) 1 rs398331 Whole blood {CHARGE) 2.44E-08 20 57133036 4220239 CTsZ cis 558 T 20 57003893
rs6092743 DBP/SBR/MAP NA NA 14  LDproxy(CEU-1kg) 1 rs6100343  Whole blood (CHARGE) 2.70E-08 20 57133607 4220259 CT5Z cis 5.56 A 20 57003893
rs6092743 DBP/SBR/MAP NA NA 14  LDproxy{CEU-1kg) 0.915 rs1465537 Whole blood (CHARGE) 2.37E-08 20 57131415 4220259 CcTsZ cis 558 T 20 57003893
rs6092743 DBP/SBP/MAP NA NA 14 LDproxy(CEU-1kg) 0.85 rs6100340 Whole blood (CHARGE) 2.53E-08 20 57118007 4220253 CTsZ cis 5.57 G 20 57003893
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Table S6: PUUMA cohort characteristics.

SBP, mmHg, DBP, mmHg,
Anti- adjusted for adjusted for
Age, BMI, SBP, mmHg DBP, hypertensive antihypertensive antihypertensive
N years (sd) kg/m2 (sd) (sd) mmHg (sd) therapy (%) therapy (sd) therapy (sd)
5,605 57.35 (9.02) 26.07 (3.38) 133.92 (16.61) 74.92 (9.95) 33.52% 138.95 (19.88) 78.27 (11.42)
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Table S7: LTA discovery analysis summary for loci with SNP association(s) P value < 5x10-7, and association
results in GBPG Visit 1 BP analyses.Al

CHARGE DISCOVERY

GBPG V1 Association Result

Trait SNPID Chr Pos2 Allele1 Allele2 InRefGen RefGenesClosestR¢ Direction Beta s.e. P Trait SNPID Beta s.e. P

CHARGE_LTA-DBP rs1204627 1 10722164 t c CASZ1 CASZ1 CASZI1  ———— ? -0.3223  0.0597 229E-07|GBPGV1-DBP rs1204627 -0.2799 0.0934 0.002726
CHARGE_LTA-DBP rs1330656 1 11788391 a g MTHFR MTHFR;NMTHFR  ++++—+++ 0.4789 0.0723 2.08E-10|/GBPG V1-DBP rs1330656 0.4529 0.1083 0.00002905]
CHARGE_LTA-DBP rs2004776 1 228915326 t c AGT AGT,COGAGT +++++++++ 0.3645 0.0615 3.20E-08/GBPG V1-DBP rs2004776 0.1014 0.091 0.2656
CHARGE_LTA-DBP rs1275888 2 26767868 t c KCNK3;CIIKCNK3 ~ ———— +——+ -0.2814 0.0534 4.25E-07|GBPGV1-DBP rs1275888 -0.1123 0.0775 0.1473
CHARGE_LTA-DBP rs7599598 2 96715567 a g FLJ10081;FER1LS ————— -0.314 0.0543 2.91E-08|GBPG V1-DBP rs7599598 -0.0403 0.0799 0.6139
CHARGE_LTA-DBP rs1528293 3 170637205 a t MDS1 MDS1 MDS1 e+ 02738 0.0522 496E-0T|GBPGV1-DBP rs1528293 0.2427 0.0769 0.00161
CHARGE_LTA-DBP rs1952650 & 157746045 a t EBF1 +HHt—tt++ 02862 0.0523 1.58E-0T|GBPGV1-DBP rs1952650 0.2584 0.0765 0.00009565
CHARGE_LTA-DBP rs198823 6 26230912 t g HISTIH2EHISTIH2E ————+——— -0.3346 0.0553 6.57E-09|GBPG V1-DBP rs198823 -0.1705 0.0801 0.03331
CHARGE_LTA-DBP rs1225896 10 18767965 ¢ g CACNB2 CACNB2 CACNB2 +++—+—+++ 03548 00571 2.48E-09|/GBPG V1-DBP rs1225896 0.2836 0.0834 0.0006716
CHARGE_LTA-DBP rs1224484 10 63109192 t g C100rf107 C100rf107 C100rf107 ————. +——+ -0.3784 0.0627 7.05E-09/GBPG V1-DBP rs1224484 -0.432 0.0901 0.000001618
CHARGE_LTA-DBP rs1084142 12 20046661 a t PDE3A  +++++t+++ 0.3604 0.0651 1.09E-07|GBPGV1-DBEP rs1084142 0.3446 0.0941 0.0002492
CHARGE_LTA-DBP rs2681472 12 88533090 a g ATP2B1 ATP2B1 ATP2B1 ++++—++++ 0.5231 0.0691 4.01E-13|GBPG V1-DBP rs2681472 0.336 0.1065 0.001608
CHARGE_LTA-DBP rs3184504 12 110368991t c SH2B3 SH2B3;ATSH2B3  +++++++++ 03936 0.0524 6.08E-13|GBPG V1-DBP rs3184504 0.4265 0.0789 6.361E-08
CHARGE_LTA-DBP rs1133323 15 72999278 t c COX5A;MICOX5A ———— -0.3262 0.0526 2.66E-09|GBPG V1-DBP rs1133323 -0.2747 0.0763 0.000321
CHARGE_LTA-DBP rs167479 19 11387765 t a RGL3 EPOREL4RGLE  —————— 27 -0.3913 00729 267E-07|GBPGV1-DBF rs167479 -0.942 0.597 0.1146
CHARGE_LTA-DBP rs6092743 20 57133765 a g C200rf174 +4+++—4+++ 0.502 0.0843 1.11E-08|GBPG V1-DBP rs6092743 0.3393 0.1436 0.01814
CHARGE_LTA - SBP rs880315 1 10719453 t c CASZ1 CASZ1 CASZ1 ————— ?  -0.7125 01005 7.98E-12|/GBPG V1-SBP rs880315 -0.2245 0.1504 0.1355
CHARGE_LTA-SBP rs1330656 1 11788391 a g MTHFR MTHFR;NMTHFR  +++++++++ 0.8795 01235 6.38E-12|/GBPG V1-SBP rs1330656 0.7349 0.1646 0.000007978
CHARGE_LTA-SBP  rs2004776 1 228915325 t c AGT AGT;COGIAGT +—t ettt 05488 0.1049 445E-07|GBPGV1-SBP rs2004776 01419 0.1395 0.3091
CHARGE_LTA-SBP rs1275988 2 26767868 t c NA KCNK3;CIKCNK3 ——— +——+ -0.6004 0.0917 2.61E-10/GBPG V1-SBP rs1275988 -0.2554 0.1175 0.02977
CHARGE_LTA - SBP rs6712094 2 164751706 a g NA NA GRB14  ++++—++++ 0.598 0.1007 9.89E-09|GBPG V1-SEP rs6712094 0.4239 0.1298 0.001095
CHARGE_LTA-SBP rs9823197 3 11478133 a t ATGT ATGT ATGT —————t—t— -0.4884 00815 2.58E-O7T|GBPGV1-SBP rs9823197 -0.2888 0.1168 0.01344
CHARGE_LTA-SBP rs7733331 § 32864603 t c NA Cborf23;NC50rf23 ————+——— -0.5505 0.0911 5.38E-09|GBPG V1-SBP rs7733331 -0.4965 0.118 0.00002564
CHARGE_LTA-SBP rs1253434 7 27242452 a g NA HOXA13HEVX1T  ——— +——7 -1.5903 0292 148E-07T|GBPGV1-SBP rs1253434  -06512 0.3214 0.04273
CHARGE_LTA-SBP rs1270538 7 106198013 a g NA NA PIK3CG  ++++—++—  0.68307 0.11 3.17E-08|GBPG V1-SBP rs1270539 0.4007 0.1371 0.003466
CHARGE_LTA-SBP rs1267714 8 11488146 ¢ g NA BLK BLK  —— -0.5272 0.0888 2G0E-07|GBPGV1-SBP rs1267714  -0.1581 0.1218 0.194
CHARGE_LTA - SBP rs1225896 10 18767965 ¢ g CACNB2 CACNB2 CACNB2 +++++++++ 0.6307 0.0976 4.53E-10/GBPG V1-SBP rs1225896 0.3876 0.1268 0.002244
CHARGE_LTA - SBP rs7070797 10 63221779 a g NA C100rf107C100rf107 —+——+—— -0.7415 0.1306 4.30E-08|GBPG V1-SBP rs7070797 -0.6611 0.174 0.0001443
CHARGE_LTA-SBP rs1926032 10 104819450 t C CMNMZ2 ~ NT5C2,CNCNNM2  ————— e -0.9087 01715 3.15E-07|GBPGV1-SBP rs1926032 -1.0871 0.2137 2.826E-07
CHARGE_LTA - SBP rs2681472 12 88533090 a g ATP2B1 ATP2B1 ATP2B1 ++++—++++  0.9457 0.118 1.04E-14{GBPG V1-SBP rs2681472 0.6305 0.1646 0.0001282
CHARGE_LTA - SBP rs4766578 12 110388754 a t ATXN2 SH2B3:ATATXN2 ———— +——— -0.5599 0.0909 2.82E-09|/GBPG V1-SBP rs4766578 -0.4787 0.1201  0.00006713
CHARGE_LTA - SBP rs35444 12 114036820 a g NA +++++-+-4 TBX3 -+t 0.5452 0.0929 1.4TE-08|GBPG V1-SBP rs35444 0.1568 0.1226 0.2009
CHARGE_LTA-SBP rs1107251 15 73021663 t c NA COX5A;S(COX5A  +++++—+++ 0.5692 0.0947 6.54E-09|GBPG V1-SBP rs1107251 0.3548 0.12 0.003102
CHARGE_LTA - SBP rs6092743 20 57133765 a g NA NA C200rf174 +++++++++ 0.8396 0.1449 2.25E-08|GBPG V1-SBP rs6092743 0.8599 0.2202 0.00009393
CHARGE_LTA - MAP rs880315 1 10719453 t c CASZ1 CASZ1 CASZ1 ———— 7 -0.4597 0.067 5.49E-11|GBPG V1-MAP rs880315 -0.244967 0.108505 0.023966954
CHARGE_LTA-MAP rs1330656 1 11788391 a g MTHFR MTHFR;NMTHFR  ++++—++++ 0.6133 0.0832 1.83E-12|GBPG V1-MAP rs1330656 0.5469 0.11748 3.23559E-06
CHARGE_LTA - MAP rs2004776 1 228915325 t c AGT AGT,COGAGT +++++++++  0.4226 0.0708 1.18E-08|GBPG V1-MAP rs2004776 0.1149 0.099071 0.246143016
CHARGE_LTA-MAP rs1275988 2 26767868 t c NA KCNK3;CIKCNK3 ————— +——+ -0.3894 0.0616 1.51E-09/GBPG V1-MAP rs1275988 -0.16 0.083983 0.056759651
CHARGE_LTA - MAP  rs6712094 2 164751706 a g NA NA GRB14  +4tt—tt++ 0385 0.0677 5.42E-08|GBPG V1-MAP rs6712094 02713 0.092326 0.003297944
CHARGE_LTA - MAP  rs1528293 3 170637205 a t MDS1 MDS1 MDS1 e 03361 0.0602 9.29E-08|GBPGV1-MAP rs1528293 0279367 0.083395 0.000808377
CHARGE_LTA - MAP  rs7728845 & 122933582 a g CSNK1G3 CSNK1G3 CSNK1G3 +++++++++  0.3766 00712 4.34E-07|GBPG V1-MAP rs7728845 0.3521 0.099069 0.000379275
CHARGE_LTA - MAP  rs198846 6 26215442 a g NA HISTTHZ2B HISTIHIT +++++++++ 0.4829 0.085 569E-08|GBPG V1-MAP rs198846 05286 0.120456  1.1423E-05
CHARGE_LTA - MAP  rs7794193 7 27261226 a g NA HOXA13EEVX1 —————t—t— -0.914 01724 4.03E-07|GBPG V1-MAP rs7794193 -0.296533 0.205208 0.148447395
CHARGE_LTA-MAP rs1225896 10 18767965 ¢ g CACNB2 CACNB2 CACNB2 +++++—+++ 0.452 0.0657 4.98E-11|GBPG V1-MAP rs1225896 0.318267 0.090482 0.000435732
CHARGE_LTA-MAP rs2166122 10 63193080 t c C100rf107C100rf107 C100rf107 —+———+—— -0.4812 0.0766 1.88E-09|GBPG V1-MAP rs2166122 -0.439133 0.101765 1.594BE-05|
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CHARGE DISCOVERY

GBPG V1 Association Results

Trait SNPID Chr Pos2 Allele1 Allele2 InRefGen RefGenetClosestR¢Direction Beta s.e. P Trait SNPID Beta s.e. P

CHARGE_LTA-MAP rs1084142 12 20046661 a t MNA NA PDE3A  ++++++++— 04081 00749 1.91E-07T|GBPGV1-MAP rs1084142 0.3641 0102461 0.000380063
CHARGE_LTA - MAP rs2681472 12 88533090 a g ATP2B1 ATP2B1 ATP2B1 ++++—++++ 06861 0.0796 1.77E-16/GBPG V1-MAP rs2681472 0.434167 0.116348 0.000190261
CHARGE_LTA-MAP rs3184504 12 110368991t c SH2B3 S5H2B3:ATSH2B3  +++++-+++ 0.4469 0.0605 1.68E-12|GBPG V1-MAP rs3184504 0.4366 0.085613 3.40191E-07
CHARGE_LTA - MAP rs35444 12 114036820 a g NA NA TBX3 +++tdotot 0.3621 0.0626 3.20E-08|GBPG V1-MAP rs35444 0.1762 0.087588 0.0442516
CHARGE_LTA - MAP rs1107251 15 73021663 t c NA COX5A;S(COX5A +++++—+++ 04315 0.0636 8.95E-11|GBPG V1-MAP rs1107251 0.308667 0.085802 0.000321354
CHARGE_LTA-MAP  rs167479 19 11387765 t ] RGL3 EPOREL/IRGLE  ——— +-77 -0.4521 0.0839 260E-O07|GBPGV1-MAP rs167479 -0.848267 0716338 0.236345161
CHARGE_LTA - MAP rs6092743 20 57133765 a g NA NA C200rf174 +++++++++ 06372 0.0971 3.60E-10|GBPG V1-MAP rs6092743 0.512833 0.156357 0.001038468
CHARGE_LTA-PP  rs880315 1 10719453 t c CASZ1 CASZ1 CASZ1 ———— ? -0.421 0.0703 5.45E-09|GBPG V1-PP rsB880315 0.0307 0.106922 0.7740173
CHARGE_LTA-PP  rs7650227 3 41769941 t g ULK4 ULK4 ULK4 +++++++++ 05006 0.0821 2.84E-09|GBPG V1-PP rs7650227 0.1716 0.103931 0.098717837
CHARGE_LTA - PP rs7733331 5 32864603 t c MNA Chorf23;NIChorf23 — -0.3328 00629 257E-O7|GBPGV1-PP  rs7733331 02292 0083972 0006343693
CHARGE_LTA-PP  rs1094807 & 43388691 t c NA CRIP3;SLCRIP3  ~ ——— -0.3846 0.0652 9.06E-09|GBPG V1-PP rs1094807 -0.2368 0.087317 0.00668842
CHARGE_LTA-PP  rs2949837 7 45960903 a t NA IGFBP3 IGFBP3 ++t4tt4++ 0.402 0.0706 2.94E-08|GBPG V1-PP rs2949837 0.1539 0.09346 0.099622491
CHARGE_LTA-PP  rs1270539 7 106198013 a g NA NA PIK3CG +++++—+++ 05865 00759 5.40E-14|GBPG V1-PP rs1270539 0.3968 0.097497 4.70E-05|
CHARGE_LTA - PP rs12255637 10 114798892 t g TCF7L2Z TCFTL2 TCFTL2  ++++ttt++ 03527 00676 3.T71E-O7T|GBPGV1-PP  rs1225537 0.0856 0.093633 0.360610278
CHARGE_LTA - PP rs2681485 12 88549753 a g ATPZ2B1 ATP2B1 ATP2B1  ++++—t+++ 03373 00627 161E-07|GBPGV1-PP  rs2681485 01402 0.08435 0.096489798
CHARGE_LTA - PP rs1077479 12 114036981t C MNA NA TBX3  —— +—— -0.3362 0.06849 461E-07|GBPGV1-PP  rs1077479 0.0242 0085378 0.776834436
CHARGE_LTA - PP rsf72154 20 10421266 a g C200rf94 MKKS,C2(C200rf94 -—— +—— -0.3288 0.0629 3.54E-07T|GBPGV1-PP  rs672154 -0.1229 0.084282 0.144783527
CHARGE_LTA - PP rsG6077869 20 10598510 a g JAGT JAGT.C200JAGT ottt 03803 00732 415E-07]GBPG V1-PP__ rs6077869 011 0.098691 0265026095

Rows in bold show LTA analysis P values < 5x10°®.
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Table S8: Summary of number of SNPs and loci identified by LTA

Number of significant SNPs

Number of significant Loci

P value < 5x10° P value < 5x10°
#LTA SNPs #V1 SNPs #LTA loci #V1 loci
SBP 117 122 SBP 13 8
DBP 96 126 DBP 10 9
MAP 155 153 MAP 11 9
PP 120 1 PP 5 1
Total 488 402 Total 39 27
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Table S9: Distribution of LTA P values as compared to the corresponding V1 BP trait analysis P values

SBP (delta distribution)

Extreme values® (right tail+left tail)

Mon-Extreme values (central)

Total SNP distributed as normal

40013

2480814

LTA SNP (pGC=5e-8)

101

16

DBP (delta distribution)

Extreme values® (right tail+left tail)

Mon-Extreme values (central)

Total SNP distributed as normal

29775

2491052

LTA SNP (pGC=5e-8)

64

32

MAP (delta distribution)

Extreme values™ (right tail+left tail)

MNon-Extreme values (central)

Total SNP distributed as normal

32885

2487942

LTA SNP (pGC<5¢-8)

123

32

PP (delta distribution)

Extreme values™ (right tail+left tail)

MNon-Extreme values (central)

Total SNP distributed as normal

36139

2484688

LTA SNP (pGC=5e-8)

120

0

*Extreme values are defined as values that are larger than 'mean+23*sd' or smaller than 'mean-3*sd’

Chisquare test P value = 2 2e-16

Chisquare test P value = 2 2e-16

Chisquare test P value < 2 2e-16

Chisquare test P value < 2 2e-16
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Table S10: Power simulations for the application of LTA to SBP.

a: Correlation between the 4 visits for SBP residual adjusted for BMI, age, and age*age and gender in ARIC.

SBP SBP SBP SBP

A V2 V3 V4
SBP V1 1.00 0.73 0.65 0.60
SBP V2 0.73 1.00 0.72 0.64
SBP V3 0.65 0.72 1.00 0.70
SBP V4 0.60 0.64 0.70 1.00

b1l: Power Estimates. Sample size N = 1000 and testing at alpha=0.05. The true effect size is 0.1. Monte Carlo size 10,000.

q 0.05 0.10 0.20 0.30 0.40
Visit 1 0.16 0.27 0.43 0.52 0.59
LTA 0.19 0.33 0.52 0.63 0.70

GEE (4 visits) 0.20 0.34 0.52 0.64 0.70

b2: Power Estimates, Null Hypothesis. Sample size N = 1000 and testing at alpha=0.05.
The true effect size is 0. Monte Carlo size 10,000.

q 0.05 0.10 0.20 0.30 0.40
Visit 1 0.050 0.048 0.048 0.050 0.047
LTA 0.053 0.051 0.052 0.048 0.048

GEE (4 visits)  0.059  0.052 0.051 0.051 0.050

c: Sample size N = 10000 and testing at alpha = 5x10-8. The true effect size is 0.05. Monte Carlo size 5,000.

0.05 0.1 0.2 0.3 0.4
Visit 1 0 0.001 0.005 0.011 0.023
LTA 0 0.002 0.015 0.039 0.070
GEE (4 visits) 0 0.002 0.015 0.039 0.071
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Table S11: Enrichment analysis results

Stronger Pvalue of Pvalue of 10000 times
‘r::r:::: {;;LTA Summary of lead SNPs and LTA and V1 results Tested Region gz‘;gggzﬁi;ﬁrggggv ?;ﬁ;tar?e%pt‘g%he
analysis permutation statistics from the
trait |SNPID Allele1 |Chr  |Position |InRefGene |RefGenes.60kbfron/ClosestRefGene |LTA P value |V1 P value |Position Start |Position End |# SNPs|D-.Pvalue |D+.PvalugD-.Pvalue |D+.Pvalue
LTA SBP |rs13306561 a 1p36 11788391 |[MTHFR MTHFR;NPPACLCNMTHFR B6.3BE-12 1.11E-07[11775103 11847887 102 0.4522 1.00E-04 |0.3983 <0.0001
LTA SBP |rs1275988 t  [2p23 |2676T868 |NA KCNK3;CIB4 KCNK3 261E-10 1.3BE-05[26765249 26786300 10 1 <0.0001 |1 <0.0001
LTA SBP |rs6712094 a  |2g24 164751706 [NA NA GRB14 9.89E-09 5.22E-07]164722539 164839114  |175 0.6859 2.00E-04 [0.7081 <0.0001
LTA SBP |rs7733331 t 5p13 |32864603 |NA Chorf23;NPR3 Chorf23 5.38E-08| 0.000141351]32810804 32867696 43 1 0.0016 1 4.00E-04
LTA SBP |rs127056390 a 7g22 |106198013 |NA NA PIK3CG 31TE-08 2 63E-05|106192878 106199094 |20 0.956 4.00E-04 09823 1.00E-04
LTA SBP [rs7070797 a  |10g21|63221779 |NA C100rf107 C100rf107 4.30E-08 1.17E-06]63190704 63221779 48 0.7187 0.0024 0.7434 1.00E-04
LTA DBP |rs13306561 a 1p36 11788391 [MTHFR MTHFR;NPPA;CLCNMTHFR 2.08E-10 1.28E-07]11783430 11828561 83 0.7217 <0.0001 |0.7821 <0.0001
LTA DBP |rs1952650 a 5033 [157746045 |NA NA EBF1 1.58E-07 2.16E-05]157746045 157746045 |82 0.3685 <0.0001  |0.3102 <0.0001
LTA DBP |rs198823 t 6p22 26230912 |NA HIST1H2BO;HIST1HIHIST1H2BC 6.57E-08 4 52E-06]26150218 26233321 155 0.8544 <0.0001 |0.8949 <0.0001
LTA DBP |rs3184504 t 12924 1103680991 |SH2B3 SH2B3,ATXN2 SH2B3 6.08E-13 1.26E-08] 110368991 111390798  |277 0.9517 <0.0001 [0.9721 <0.0001
LTA MAP |rs880315 t 1p36 10719453 |CASZ1 CASZ1 CASZ1 5.49E-11 1.4?E—0?|10?13384 10724576 9 0.856 0.0081 0.9464 0.0042
LTA MAP |rs13306561 a 1p36 11788391 |[MTHFR MTHFR;NPPACLCNMTHFR 1.83E-12 1.48E-08[11775103 11847887 104 07774 1.00E-04 08154 <0.0001
LTA MAP |rs1275988 t  [2p23 |2676T868 |NA KCNK3;CIB4 KCNK3 1.51E-09 7.06E-06)26765249 26786300 10 1 3.00E-04 |1 <0.0001
LTA MAP |rs2681472 a  |12g21|88533000 |ATP2B1 ATP2B1 ATP2B1 1.77E-18 1.70E-12|88465680 88637201 132 0.3985 <0.0001 [0.3285 <0.0001
LTA PP |rs10948071 t Bp21 43388681 |NA CRIP3;SLC22AT; TTHCRIP3 9.06E-08| 0.000111242]43367990 43440164 49 0.9211 <0.0001  |0.9491 <0.0001
LTA PP |rs2949837 a 7p13 |45960803 |NA IGFBP3 IGFBP3 2 94E-08 6.88E-06|45829639 45960803 49 1 <0.0001 1 <0.0001
LTA PP [rs12705380| a |7q22 |106198013|NA NA PIK3CG 5.40E-14 1.20E-06] 106192878 106206532 |24 0612 5.00E-04 [0.7028 <0.0001
V1 SBP [rs2004776 t 1g42 228915325 |AGT AGT,COGZ,CAPNS |AGT 4.45E-07 4.63E-08]228903667 228916422 |76 0.0061 0.9914 4.00E-04 |1
V1 SBP |rs4766578 a 12924 110388754 |ATXN2 SH2B3;ATXNZ ATXNZ 2.82E-08 1.18E-09]110368991 110556807  |201 <0.0001  |0.7427 <0.0001  [0.7695
V1 SBP [rs11072518 t 15924 |73021663 [NA COX5A;SCAMPS;RP|COX5A 6.54E-09 2.93E-11]72820453 73029208 90 <0.0001  |0.7609 <0.0001  [0.8024
V1 SBP |rs6092743 a 20g13 |57133765 |NA NA C200rf174 2 25E-08 2 18E-09]57112829 57194118 67 1.00E-04 |0.9868 <0.0001 [0.9975
V1 DBP [rs2004776 t 1g42 228915325 |AGT AGT,COGZ,CAPNS |AGT 3.20E-08 1.63E-08]228915325 228915882 |60 0.0057 0.9252 0.001 0.9622
V1 DBP |rs12258967 c 10p12 18767965 |CACNB2 |CACNB2 CACNB2 2.48E-08 3.71E-09]18747454 18780638 51 0.0195 0.7355 0.0048 0.7591
V1 DBP |rs1133323 t 15024 |72999278 [NA COX5AMPL.SCAMP3COX5A 2 66E-09 4.89E-10]72806502 73029208 108 <0.0001  |0.3275 <0.0001 (02717
V1 DBP |rs6092743 a  |20g13|57133765 |NA NA C200rf174 1.11E-08 3.37E-11]57108080 57194118 7 <0.0001  [0.7041 <0.0001 [0.7368
V1 MAP |rs2004776 t 1g42 228915325 |AGT AGT,COGZ,CAPN9 |AGT 1.18E-08 2 45E-09]228882807 228929783  [105 0.0336 0.9726 0.0078 0.9898
V1 MAP |rs12258967 c 10p12 18767965 |CACNB2 |CACNB2 CACNB2 4.98E-11 5.57E-10]18726458 18780638 9 0.0843 0.4946 0.0355 0.4722
V1 MAP |rs11072518 t 15024 |73021663 |[NA COX5A;SCAMPS;RP|COX5A 8 95E-11 1.86E-12|72806502 73029208 95 <0.0001 |0.5105 <0.0001 (04795
Mixed effect DBP |rs12244842 t 10g21]63109192 |C100rf107 |C100rf107 C100rf107 7.05E-09 6.15E-08]63109192 63221779 158 0.0348 <0.0001 |0.0101 <0.0001
Mixed effect MAP |rs2166122 t 10g21|63193080 |C100rf107 [C100rf107 C100rf107 1.88E-09 4.76E-08]63109192 63221779 142 0.0565 <0.0001 [0.0184 <0.0001
Mixed effect MAP |rs3184504 t 12g24 110368991 |SH2B3 SH2B3;ATXNZ SH2B3 1.68E-12 3.71E-10]110368991 111390798 |316 <0.0001  |0.06 <0.0001  [0.0192
Mixed effect MAP |rs6092743 a 20913 57133765 |NA NA C200rf174 3.60E-10 1.12E-11|57108080 57194118 73 <0.0001  |0.0924 <0.0001  [0.0439
Mixed effect PP |rs7650227 t 3p22 41768841 |ULK4 ULK4 ULK4 2 84E-09 4 38E-06]41725264 42040009 201 0.0042 <0.0001 |8.00E-04 |<0.0001
No difference SBP |rs880315 t 1p36 10719453 |CASZ1 CASZ1 CASZ1 7.98E-12 7.20E-09]10713384 10724576 9 0.8669 0.2722 0.9464 0.3158
Mo difference SBP |rs12258967 c 10p12 | 18767965 |CACNB2 |CACNB2 CACNB2 4.53E-10 1.53E-08]18726458 18780638 9N 0.9551 0.2148 0.9822 0.1264
No difference SBP |rs2681472 a 12g21 /88533090 |ATP2B1 ATP2B1 ATPZB1 1.04E-14 1.69E-11|88465680 88637201 132 01781 0.2263 01116 0.1561
Mo difference SBP |rs35444 a 12924 114036820 [NA NA TBX3 1.47E-08 2.63E-06]114036820 114039913 14 0.7564 0.3222 0.7963 0.2573
No difference DBP |rs7589598 a_ |2q11 |96715567 |NA FLJ10081;FERILE,LIFERILS 2.91E-08 6.64E-08|967 15567 rs7699598 |1 1 0.4993 1 0.5046
Mo difference DBP |rs1801253 c 10g25 115795046 |ADRB1 ADRB1 ADRB1 7.22E-06 2.58E-08]115782052 115795046 |9 0.1765 0.8999 0.112 0.9477
No difference DBP |rs2681472 a_ [12g21|88533090 |ATP2B1 ATP2B1 ATPZ2B1 4.01E-13 8.68E-11]|88465680 88637201 132 0.1105 0.3348 0.0576 0.2681
Mo difference MAP |rs1801253 C 10g25 115795046 |ADRB1 ADRB1 ADRB1 7.32E-07 7.10E-09]115779365 115795046 |9 0.1665 0.8955 0.1032 0.9494
No difference MAP |rs35444 a_ [12g24|114036820 |NA NA TBX3 3.20E-08 8.38E-07] 114036820 114039913 |14 0.7605 0.3228 0.7945 0.2617
Mo difference PP |rs880315 t 1p36 10719453 |CASZ1 CASZ1 CASZ1 5.45E-08 3.31E-06]10713384 10722164 6 0.8323 0.1492 0.8929 0.1943
No difference PP |rs12631867 a_ |3p24 30437485 |NA NA TGFBR2 0.023903474 9.25E-10]30437485 rs12631867 |1 0.5002 1 0.5043 1
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SUPPLEMENTAL COHORT DESCRIPTIONS

Cohort Descriptions

Discovery cohorts

The CHARGE Consortium® includes cohort studies that completed genome-wide genotyping
and had extensive data on multiple phenotypes including blood pressure. Each study adopted
collaboration guidelines and established a consensus on phenotype harmonization, covariate
selection and an analytical plan for within-study genome-wide association and prospective
meta-analysis of results across studies. Each study received institutional review board approval
of its consent procedures, examination and surveillance components, data security measures,
and DNA collection and its use for genetic research. All participants provided written informed
consent.

In the current analysis, most of the participating cohorts were general population samples
(AGES, ARIC, CHS, FHS, RS, MESA, CARDIA). Demographic information, blood pressure,
height, and weight were directly measured in all participants, except for the Women’s Genome
Health Study as described. All studies with GWAS data used hidden Markov model
approaches®* and HapMap reference panels® to impute genotypes at unmeasured SNPs and
excluded SNPs, so that a common set of ~2.5M HapMap SNPs were available across the
discovery samples*®. All studies with GWAS data used hidden Markov model approaches1-3
and HapMap reference panels4 to impute genotypes at unmeasured SNPs and excluded SNPs,
so that a common set of ~2.5M HapMap SNPs were available across the discovery samples*®.

AGES Reykjavik

The Age Gene/Environment Susceptibility-Reykjavik (AGES- Reykjavik) Study cohort originally
comprised a random sample of 30,795 men and women born in 1907-1935 and living in
Reykjavik in 1967. A total of 19,381 people attended, resulting in 71% recruitment rate. The
study sample was divided into six groups by birth year and birth date within month. One group
was designated for longitudinal follow up and was examined in all stages. One group was
designated a control group and was not included in examinations until 1991. Other groups were
invited to participate in specific stages of the study. Between 2002 and 2006, the AGES-
Reykjavik study re-examined 5764 survivors of the original cohort who had participated before
in the Reykjavik Study.” The midlife data blood pressure measurement was taken from stage 3
of the Reykjavik Study (1974-1979), if available. Half of the cohort attended during this period.
Otherwise an observation was selected closest in time to the stage 3 visit. Participants came in
a fasting state to the clinic. The supine blood pressure was measured twice by a nurse using a
mercury sphygmomanometer after a 5-min rest. Blood pressure was measured according to
World Health Organization recommendations. Individuals with previous Ml were excluded from
the analyses (n=12). Successful genotyping was available for 3219 AGES patrticipants who
were eligible for this study. The AGES Reykjavik Study GWAS was approved by the National
Bioethics Committee and the Data Protection Authority.

ARIC

The Atherosclerosis Risk In Communities Study (ARIC) study is a population-based prospective
cohort study of cardiovascular disease sponsored by National Heart, Lung, and Blood Institute
(NHLBI). ARIC included 15,792 individuals aged 45-64 years at baseline (1987-89), chosen by
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probability sampling from four US communities® Cohort members completed four clinic
examinations, conducted three years apart between 1987 and 1998. The data used in this study
are from all four visits. A detailed study protocol is available on the ARIC study website
(http://www.cscc.unc.edu/aric). Clinic examinations included assessment of cardiovascular
disease risk factors, a detailed medical and psychosocial history, and measurement of various
clinical and laboratory variables. The physical examination included measurements of weight
and height from which the body mass index (BMI) was calculated. Blood pressure was
measured using a standardized Hawskley random-zero mercury column sphygmomanometer
with participants in sitting position after a resting period of 5 minutes. The size of the cuff was
chosen according to the arm circumference. For the first three visits, three sequential recordings
for systolic and diastolic blood pressure were obtained and the mean of the last two
measurements used in this analysis. At the fourth visit, two blood pressure measurements were
taken and averaged. Blood pressure lowering medication use was recorded from the medication
history. Outliers (>4SD from the mean) with respect to the systolic or diastolic blood pressure
distribution were excluded from the analysis. For this investigation we limited the sample to
individuals of European descent by self-report and in whom GWAS was carried out.

CARDIA

The Coronary Artery Risk Development in Young Adults (CARDIA) is a prospective multicenter
study with 5115 adults Caucasian and African American participants of the age group 18-30
years, recruited from four centers at the baseline examination in 1985-1986. The recruitment
was done from the total community in Birmingham, AL, from selected census tracts in Chicago,
IL and Minneapolis, MN; and from the Kaiser Permanente health plan membership in Oakland,
CA. The details of the study design for the CARDIA study have been previously published.’
Eight examinations have been completed since initiation of the study, respectively in the years
0, 2,5,7,10, 15, 20 and 25. Written informed consent was obtained from participants at each
examination and all study protocols were approved by the institutional review boards of the
participating institutions. At each examination, systolic and diastolic blood pressure was
measured in triplicate on the right arm using a random-zero sphygmomanometer with the
participant seated and following a 5-min. rest. The average of the second and third
measurements was taken as the blood pressure value. Blood pressure medication use was
obtained by questionnaire. Blood pressure data measured at year 7 through year 20 were used
in this study. In addition, the sample was restricted to individuals of European descent by self-
report and principal component analysis using genome-wide genotypes.

CHS

The CHS is a population-based cohort study of risk factors for cardiovascular disease in adults
65 years of age or older conducted across four field centers. The original predominantly white
cohort of 5201 persons was recruited in 1989-1990 from random samples of the Medicare
eligibility lists and an additional 687 African-Americans were enrolled in 1992-93 for a total
sample of 5888. Details of the study design are summarized elsewhere®. A total of 1908
persons were excluded from the study sample due to prevalent coronary heart disease
(n=1195), congestive heart failure (n=86), peripheral vascular disease (n=93), valvular heart
disease (n=20), stroke (n=166) or transient ischemic attack (n=56). Participants with missing
BMI (n=10) or BP measurements (n=8) were excluded. CHS participants completed
standardized clinical examinations and questionnaires at study baseline and at nine annual
follow-up visits. Research staff who received central training in blood pressure measurement
assessed repeat right-arm seated systolic and diastolic blood pressure levels at baseline with a
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Hawksley random-zero sphygmomanometer. Means of the repeated blood pressure
measurements from the baseline examination were used for GWAS analyses. Because the
other cohorts were predominantly white, African American participants were excluded from this
analysis. 3,159 CHS subjects contributed to this analysis.

FH

The Framingham Heart Study (FHS) began in 1948 with the recruitment of an original cohort of
5,209 men and women who were 28 to 62 years of age (mean age 44 years; 55 percent
women) at entry. In 1971 enroliment of a second generation of study participants took place;
this cohort consisted of 5,124 children and spouses of children of the original cohort. The mean
age of the offspring cohort was 37 years; 52 percent were women. A third generation cohort The
FHS began in 1948 with the recruitment of an original cohort of 5,209 men and women who
were 28 to 62 years of age (mean age 44 years; 55 percent women) at entry. In 1971
enrollment of a second generation of study participants took place; this cohort consisted of
5,124 children and spouses of children of the original cohort. The mean age of the offspring
cohort was 37 years; 52 percent were women.'*? At each clinic visit, a medical history was
obtained with a focus on cardiovascular content, and participants underwent a physical
examination including measurement of height and weight from which BMI was calculated.
Systolic and diastolic blood pressures were measured twice by a physician on the left arm of the
resting and seated participant using a mercury column sphygmomanometer. Pressures were
recorded to the nearest even number. The means of two separate systolic and diastolic blood
pressure readings at the first clinic examination of each cohort were used for GWAS analyses.
For a subset of offspring cohort participants only one measurement was obtained. Individuals
under 20 years of age, those who had a myocardial infarction, or congestive heart failure were
excluded from the analyses because those conditions may affect blood pressure levels.

MESA

The Multi-Ethnic Study of Atherosclerosis investigation is a population-based study of 6,814
men and women age 45 to 85 years, without clinical cardiovascular disease, recruited from six
United States communities (Baltimore, MD; Chicago, IL; Forsyth County, NC; Los Angeles
County, CA; northern Manhattan, NY; and St. Paul, MN). The main objective of MESA is to
determine the characteristics of subclinical cardiovascular disease and its progression.
Sampling and recruitment procedures have been previously described in detail.*® Adults with
symptoms or history of medical or surgical treatment for cardiovascular disease were excluded.
During the recruitment process, potential participants were asked about their race/ethnicity.
Self-reported ethnicity was used to classify participants into groups.® After a 5-minute rest BP
was measured three times at 1 minute intervals using a Dinamap PRO 100 automated
oscillometric device (Critikon, Tampa, FL) with the subject in seated, and the average of the
second and third BP measurements was recorded for each visit. Data from white participants,
collected at MESA exams 1 through 4, was used in this analysis.

Rotterdam Study - RS1, RS2

The RS is a prospective population-based cohort study comprising 7,983 subjects aged 55
years or older. Participants completed an interview at home and at the research center, where
participants were subsequently examined. Baseline data were collected between 1990 and
1993. In 1999, inhabitants who turned 55 years of age or moved into the study district since the
start of the study were invited to participate in an extension of the RS (RES) of whom 3011
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participated (67% response rate). The rationale and design of the RS have been described in
detail elsewhere.'® At the research center, we obtained two seated blood pressure
measurements in the right brachial artery with a random zero sphygmomanometer. The mean of
two consecutive measurements was used in association analyses. We excluded participants
who were older than 85 years of age and those who had a history myocardial infarction or
congestive heart failure, because of the impact of these conditions on blood pressure levels.

WGHS

The Women’s Genome Health Study (WGHS)* is a prospective cohort of female North
American health care professionals representing participants in the Women’s Health Study
(WHS) trial who provided a blood sample at baseline and consent for blood-based analyses.
Participants in the WHS were 45 years or older at enrolment and free of cardiovascular disease,
cancer or other major chronic iliness. For the primary WHS endpoints of cardiovascular disease,
full medical records were obtained for reported endpoints and reviewed by an endpoints
committee of physicians unaware of assignment. The current data are derived from 23,294
WGHS participants for whom whole genome genotype information was available at the time of
analysis and for whom self-reported European ancestry could be confirmed by multidimensional
scaling analysis of 1,443 ancestry informative markers in PLINK v. 1.06. Baseline BP in the
WGHS was ascertained by a self-reported questionnaire, an approach which has been
validated in the WGHS demographic, namely female health care professionals. Questionnaires
recorded systolic blood pressure in 9 categories (<110, 110-119, 120-129, 130- 139, 140-149,
150-159, 160-169, 170-179, 2180 mmHg), and diastolic blood pressure in 7 categories (<65,
65-74, 75-84, 85-89, 90-94, 95-104, 2105 mmHg). The midpoint of each category was used for
analysis. Hypertension was defined as a history of physician-diagnosed HTN and ongoing HTN
treatment, or SBP = 140 or DBP = 90 mmHg. To account for treatment effects, 10 and 5 mmHg
were added to the measured systolic and diastolic blood pressures respectively, if a participant
was taking antihypertensive medication.

Replication Cohorts

The replication cohorts in this analysis were used to test the reproducibility of novel discovered
loci which were identified by the use of the LTA method. The replication cohorts all provided
single-visit BP traits. All participants provided written informed consent and studies were
approved by their local Institutional Review Boards or Research Ethics Committees.

Global BP Gen (GBPG)

Single-visit BP traits were previously analyzed in 17 cohorts, and the results of the meta-
analysis have been previously reported.*® Adjustment was performed for the use of anti-
hypertensive medications using similar methods as we used in the discovery analysis. The
same covariates were included in the individual cohort analyses, including age, age-squared,
body mass index, and gender, as in the LTA discovery analyses.

Peking University — University of Michigan Study of Atherosclerosis (PUUMA) Beijing
Shijensheng Cohort

The Peking University — University of Michigan Study of Atherosclerosis (PUUMA) is based
upon the enrollment of individuals at two hospitals in the Peking University Health Science
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system: PKU First Hospital and PKU Third Hospital. There were several sources of samples,
including the cardiac catheterization laboratories of the hospitals and a community-based
enrollment in Beijing Shijengsheng district. The single-visit BP analyses reported in this study
were based upon the community based enroliment of 5,065 unrelated individuals (confirmed by
exome wide genotypes) which represents a population sample of Han Chinese from Beijing.
Blood pressure was recorded using the Omron 7100 machine three times at 2-minute interval in
a seated position. The average of three readings was used for the analysis. Genotyping was
performed using the Illumina Exome Plus chip with additional custom content based upon
sequencing of additional individuals of Asian ancestry and candidate SNPs identified in prior BP
association studies. QC was performed as described elsewhere (manuscript in preparation).
Association analyses were implemented in PLINK, and genomic control was applied to the final
association statistics.
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FIGURE S1: Study design summary.

The study design of the long-term averaged (LTA) analysis is summarized to accomplish the goals of firstly, identifying novel BP associations,
which were replicated in an independent sample, and secondly characterizing the impact of LTA on genetic associations as compared to single-

visit (V1) BP associations.
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FIGURE S2. QQ plots for LTA BP traits and single visit (V1) SBP and DBP.

Quantile-quantile (QQ) plots are shown for (a) LTA and V1 SBP traits, (b) LTA and V1 DBP traits, (c) LTA-MAP and (d) LTA-PP. The null
hypothesis is shown as the orange line. The 95% confidence interval around the null is shown in gray.
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FIGURE S3. Genome-wide association studies: —logP values for (a) LTA-MAP and (b) LTA-PP.

Genome wide association studies’ —logP plots are shown for LTA-MAP and LTA-PP traits. Regions with SNP associations reaching P value < 5 x
10® are shown in red, and regions reaching P value < 5x10” are shown in blue.
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FIGURE S4. QQ plots for SBP and DBP traits showing associations statistics for both LTA and V1 traits.

Genome-wide association statistics for SBP and DBP analyses using LTA versus V1 only in quantile-quantile plots of LTA-SBP and LTA-DBP,
with corresponding V1-SBP and V1-DBP results. The distribution of P values is shown with SNPs plotted in blue corresponding to V1 results, and
SNPs plotted in green corresponding to LTA analysis results.
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FIGURE S5. Genome-wide association statistics for SBP and DBP analyses using LTA versus V1.

Genome-wide association statistics for SBP and DBP analyses using LTA versus V1, with LTA values plotted on the X-axis and V1 on the Y-axis,
for the effect size (beta, regression) estimate, standard error, chi-squared values and the normalized regression estimate (beta recalculated as the

raw beta divided by the standard deviation of the phenotype).
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FIGURE S6. -logP value plots for regions identified in the LTA analysis incorporating LD estimates and annotation of nonsynonymous
SNPs for each of the new 5 SNP-trait associations we identified in the LTA analysis (a-e).
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FIGURE S7. -logP value plots for regions identified in the LTA analysis.

—logP values of association tests are shown for all regions identified in the LTA analyses for (a) regions with enrichment in the LTA analysis
compared to the corresponding V1 analyses (rank test P value < 0.001), (b) regions with enrichment in the V1 analysis compared to the
corresponding LTA analyses (rank test P value < 0.001), (c) one region with enrichment of some SNP by LTA and other SNPs by V1 (P Value <
0.001) and (d) regions without enrichment by either LTA or V1 within the locus. The results of the LTA-SBP analysis are plotted in black and the
results of the corresponding V1-SBP analysis of the same individuals are plotted in blue.
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Figure S8. K-S test comparison cumulative fraction plot, where x-axis is the —log10(P) values
and y-axis is the cumulative fraction.

K-5 Test Compariszon Cumulative Fraction plot, D{lta-vi}+= 012 P=0.0067; Dy{lta-vi}= 0.13 P=0.0032
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To identify regions in which the enrichment of V1 is larger than LTA or LTA larger than
V1 significantly, we used the Kolmogorov-Smirnov (K-S) statistics to compare the —log10(P
values) within each region meeting criteria for genome-wide significance (P value < 5x10°®).
Regions with at least one marker with P value<5x107? in either LTA or V1 analysis were selected
for enrichment analysis. Regions were defined as the lead SNP and by the LD-pruned list of
SNPs in the region (r? >0.3). Since the KS-test uses the maximum vertical deviation between
the two cumulative fraction curves as the statistic D, we used a one-tailed hypothesis test to test
whether the positive vertical deviation derived from D(cdf(V1(X))-cdf(LTA(X)))+ was significant
or whether the negative vertical deviation derived from D(cdf(V1(X))-cdf(LTA(X)))- was
significant, where X is the —log10(P value).

Since the statistics based on different test directions are independent, for each region,
two tests were conducted, one testing whether the LTA analysis yielded smaller P values than
the V1 analysis, and vice versa. To test the structure and the strength of the K-S statistics, for
each of the two tests, 10000 times permutation test was conducted by randomly shuffling the
attributes of V1 and LTA and calculating new statistics repeatedly. From 10000 iterations, the
permutation p-value was obtained by calculating the percentage of times when the original p-
value from our data was smaller than the p-value of the new re-sampling data. Since the
number of markers which selected for each region may influence the power of the K-S non-
parametric test, regions with more markers may have a greater likelihood of being detected
compared to regions with fewer markers. To overcome this issue, bootstrapping was used by
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randomly selecting n markers from the N=2.5 million whole-genome markers to do the K-S test
of LTA and V1 10000 times, where n corresponds to the original number of markers we used for
test in each region before. These 10000 test statistics were used as the baseline distribution, to
test against whether regions with lower P values of association in the LTA or V1 analyses were
truly significant compared to the distribution of the whole-genome-level baseline test statistics.
Regions with true enrichment differences between LTA and V1 were identified as those with
larger test statistics compared to the whole-genome-level distribution.

Two sample K-S statistics, where x is —log10(Pvalue):
Dv1,LTA + = sup x (F1,v1(x) = F2,LTA(x) ) +:

The maximum vertical positive deviation between the cdf of V1 and LTA. Deviation at each point
X will be taken into account only if cdf(V1(X))-cdf(LTA(X)) is positive. This statistics means to
test whether LTA has larger P-value than V1 in general.

Dv1,LTA - =sup x (F1,v1(x) = F2,LTA(x) ) - :

The maximum vertical negative deviation between the cdf of V1 and LTA. Deviation at each
point X will be taken into account only if cdf(V1(X))-cdf(LTA(X)) is negative. This statistics
means to test whether V1 has larger P-value than LTA in general.
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Figure S9. Distribution of the K-S test statistics (D-, H1: V1 analysis is more enriched) from
10000 times boot-strapping of the whole-genome markers, where the number of markers
selected each time is correspondence to the number used for test in CYP1A2 region in DBP
analysis. The red line is the original K-S test statistics (D-) in this CYP1A2 region.
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For the Bootstrapping computing method:

1. For each selected region, we identified the number of markers (n) we used in our previous K-
S test.

2. From the overall N=2.5 million genome-wide markers in our LTA or V1 data, we will (i)
randomly select n markers from the N complete marker pool as our test samples, or (ii)
considered the 'region’ to be markers in near side instead of from different far-away sites, thus
we could also randomly select one marker as the position start and then select the following n
markers around this one marker as our test samples.

3. Used the sample we selected in 2 to do the K-S test. Then report the test statistics.
4. Repeated step2 to step3 many times(at least 100 times, depend on the computing speed)

5. Calculated the percentage when the simulated statistics is larger than the original K-S
statistics.

Suppose the genome-wide markers are the baseline, when we randomly selected the markers
from them to do the test, the test statistics should be not large (in other words, should be not
significant) compared to the test statistics we got from the selected region we identified as the
potential change region. Therefore, the percentage when the simulated test statistics is larger
than our original K-S test statistics can be seen as the bootstrapping P value. If the P value was
small enough, then we can say the region we identified is truly the one with enrichment change.
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Table S1:Sample sizes available for the LTA analyses and Visit 1 analyses.

Cohort LTA Sample Size Visit1 Sample Size Available
AGES 526 3,219
ARIC 7,310 8,778
CARDIA 1,671 1,595
CHS 3,159 3,295
FHS 3,895 8,096
MESA 2,414 2,414
RS1 4,710 4,838
RS2 1,535 1,535
WGHS 21,409 21,670

Total 46,629 55,440




Table S2: Cohort summaries across all visit included in the analyses

Age, BMI, SBP, DBP, Anti-hypertensive
Year N years (sd) kg/m2 (sd) mmHg (sd) mmHg (sd) therapy (%)
AGES Visit 1 (Reykjavik Study) 1987-1995 530 66.01(7.0) 26.2(3.9) 141.4(18.8) 821 (8.7) 24%
AGES Visit 2 (AGES) 2002-2005 530 7849(5.9) 265(43) 1434(21.2) 731(9.8) 65%
ARIC Visit 1 1986-1980 8778 54.3(57) 27.0(49) 1185(17.0) 71.7(10.0) 26%
ARIC Visit 2 19901993 7844 572(57) 274(50) 1199(178) T713(99) 28%
ARIC Visit 3 19931996 7214 603(56) 280(53) 1228(18.0) 708 (100) 33%
ARIC Visit 4 1996-1999 6582 631(56) 284(53) 1261(184) 700(9.9) 40%
CARDIA Visit 4 1993-1994 1595 326(33) 256(51) 1063(114) 678(95) 0.88%
CARDIA Visit 5 1996-1997 1571 356(34) 261(54) 1072(113) T704(94) 1.34%
CARDIA Visit 6 2001-2002 1601 407(34) 272(59) 1102(134) 725(103) 4 .06%
CARDIA Visit 7 2006-2007 1563 458(34) 279(59) 1134(136) 699(106) 11.34%
CHS Visit 0 1989-90 3153 722(52) 263(44) 1349(209) 703(11.4) 35%
CHS Visit 1 1990-91 3,056 73.1(5.2) - 132.2 (204) 69.3(10.3) 37%
CHS Visit 2 1992-93 2991 74.1(5.2) - 133.4 (20.2) 69.5(10.4) 39%
CHS Visit 3 1993-94 2838 75H.0(51) 264(4.5) 1353(209) 708(10.9) 41%
FHS-offspring Visit 23 19921986 579 80.0(4.4) 2B6.7(486) 1481(23.5) 729(11.3) 49%
FHS-offspring Visit 24 19951988 525 82.0(4.2) 264(4.5) 1468(21.7) 73.2(10.7) 51%
FHS-offspring Visit 25 19971989 486 838(41) 262(48) 1469219 T18(11.7) 55%
FHS-offspring Visit 26 2000-2001 389 806(4.0) 262(47) 1466(226) 7T1.2(11.2) 60%
FHS-offspring Visit 20 1986-1990 598 744(45) 268(46) 1503(226) 78.8(10.7) 43%
FHS-offspring Visit 21 1988-1992 606 7T64(48) 271(45) 1488(223) 771(10.7) 48%
FHS-offspring  Visit 22 1990-1994 588 782(44) 269(47) 1478(21.3) 746 (11.1) 47%
FHS Visit 4 1987-1991 3,108 507(98) 268(49) 1274(200) 797 (1086) 15%
FHS Visit 5 1991-1995 3104 544(98) 274(49) 1274(200) 754 (103) 17%
FHS Visit 6 1995-1998 29756 6H83(97) 279(51) 1306(204) 768 (10.0) 26%
FHS Visit 7 1998-2001 2954 610(956) 281(53) 1301(204) 757(10.1) 32%
MESA Exam 1 2000-2002 2414 627 277 (50) 1235(2056) 702 (10.0) 33%
MESA Exam 2 2002-2004 2383 64.2 271 (51) 1211(19.2) 68.38(96) 39%
MESA Exam 3 2004-2005 2302 655 277 (52) 1200(19.6) 68(109) 42%
MESA Exam 4 2005-2007 2219 66.9 27.8(5.2) 1205(19.3) 68.02(9.7) 45%
RS1 Visit 1 1890-1993 4,838 G67.9 26.3(3.6) 1404 (22.8) 7T49(11.7) 22%
RS1 Visit 2 1994-1995 4,678 70.0 26.4 (3.7) 1441 (23.4) 78.3(12.3) 30%
RS51 Visit 3 1997-1999 3,562 726 26.8(3.9) 146.0(224) 764 (11.7) 26%
RS51 Visit 4 2002-2004 2691 755 274 (41) 1867 (23.2) 1.2(11.7) 37%
RS2 Visit 1 2001-2001 1,535 637 27.2(4.1) 1434 (216) T79.7 (11.1) 21%
RS2 Visit 2 2004-2006 1.535 G7.9 278(4.1) 1481 (21.4) 81.2(11.2) 30%
WGHS Visit 1 19921984 21670 547 259(49) 1248(154) T73(97) 13%
WGHS Visit 2 1996-1998 19,410 582 265 (51) 1273(167) T768(98) 23%
WGHS Visit 3 2003-2005 18625 G5.2 269(54) 1284(147) 761(89) 43%
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Table S3: Genomic control inflation factors (Agc).

LTA
LTA- SBP
AGES ARIC | CHS | FHS | RSt RS2 | WGHS | MESA | CARDIA
1.014 1.052 | 1.009 | 1.061 | 1.034 | 1002 | 1.093 | 0996 | 1.015
LTA - DBP
AGES ARIC | CHS | FHS | RSt RS2 | WGHS | MESA | CARDIA
1.005 1.046 | 1.034 | 1.051 | 1.036 | 1.014 | 1.065 | 1.006 | 1.012
LTA - PP
ARIC CHS | FHS | RS1 | RS2 | AGES | WGHS | MESA | CARDIA
1.041 1.023 | 1.026 | 1.037 | 1.017 | 1015 | 1.071 | 0996 | 1.031
LTA - MAP
ARIC CHS | FHS | RS1 | RS2 | AGES | WGHS | MESA | CARDIA
1.048 1.031 | 1.022 | 1.039 [ 1006 | 1.019 | 1.101 | 0996 | 1.008
Visit 1
Visit 1 - SBP
AGES ARIC | CHS | FHS | RSt RS2 | WGHS | MESA | CARDIA
1.014 1.052 | 1.009 | 1.061 | 1.034 | 1.002 | 1.093 | 0996 | 1.025
Visit 1 - DBP
AGES ARIC | CHS | FHS | RSt RS2 | WGHS | MESA | CARDIA
1.005 1.046 | 1.034 | 1.051 | 1.036 | 1.014 | 1.065 | 1.006 | 1.025

Meta-
analysis
1.074

Meta-
analysis
1.088

Meta-
analysis
1.055

Meta-
analysis
1.095

Meta-
analysis
1.076

Meta-
analysis
1.066
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Table S4: All trait-SNPs with P value < 5x10-8 in the LTA analyses ( LTA P value <5x10-8, Total 488 SNPs, 117
SBP, 96 DBP, 155 MAP, and 120 PP SNPs).
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Trait

LTA-SBF
LTA-SBP
LTA-SBF
LTA-SBP
LTA-SBP
LTA-SBP
LTA-SBP
LTA-SBP
LTA-5BP
LTA-58P
LTA.58P
LTA-SBF
LTA-SBF
LTA-SBP
LTA-SBF
LTA-SBP
LTA-SBP
LTA-SBP
LTA-SBP
LTA-58P
LTA-SBP
LTA.5BP
LTA-SBF
LTA-SBF
LTA-SBF
LTA-SBF
LTA-SBP
LTA-SBP
LTA-SBP
LTA-5BP
LTA-SBP
LTA-58P
LTA.58P
LTA-SBP
LTA-SBF
LTA-SBP
LTA-SBF
LTA-SBP
LTA-SBP
LTA-SBP
LTA-SBP
LTA-5BP
LTA-SBP
LTA.58P
LTA-SBF
LTA-SBP
LTA-SBP
LTA-SBP
LTA-SBP
LTA-SBP
LTA-SBP
LTA-5BP
LTA-5BP
LTA.5BP
LTA-SBF
LTA-SBF
LTA-SBP
LTA-SBP
LTA-SBP
LTA-SBP
LTA-SBP
LTA-5BP
LTA-SBP
LTA.58P
LTA-SBF
LTA-SBP
LTA-SBF
LTA-SBP
LTA-SBP
LTA-SBP
LTA-SBP
LTA-5BP
LTA-5BP
LTA.58P
LTA-SBF
LTA-SBP
LTA-SBF

SNPID Chr
1215986 2p23
10856914 12621
rsT537785 1p36
1275070 2p23
510858911 12921
rsT085 1524
re5068 1p36
11105354 12621
rs13031603 2q24
10774625 12024
r=BB2384 20913
rsB092743 20013
sUTIT0 5p13
712004 2q24
rs35444 12924
54842666 12021
rs1173727  5p13
re17367504 1p36
513035163 2024
rs13035834 2q24
rs12005749 224
1173747 5p13
rsT136259 12021
rs2601485 12q21
1275023 2p23
rs13154068 5p13
5978223

rs1173743  5p13
re12258967 10p12
513004226 2q24
6100343 20913
r=13030081 2q24
r=12705300 Tq22
2506006 2p23
rs12230074 12921
rs4441488  2q24
11085987 1224
rs936226  15q24
rSET0TI67 2924
reBB0315  1p36
2166122 10q21
rsA53T8 12024
rs13034053 2q24
rs4B42667 12021
204217 1p36
rs12759682 2p23
6100342 20913
rsT1072518 15q24
51401682 12q21
rsBG5861 20913
rs2070759 12921
512442001 15024
211014049 10p12
rs13306561 1p36
1439214 2024
2661492 12621
2168510 15q24
r12T5077  2p23
5402045 1p36
rs13027527 2q24
rE11105364 12621
rs13021222 2q24
rs12570302 12021
35441 12q24
rs17376328 1p36
rsEZI2460  5p13
rsTI005481 2q24
rs4TEESTE  12q24
rSIT4TTITT Tq22
rs11105383 1221
rs4548524  10p12
1275088 2p23
2301248 15024
rET26T4D  2q24
rs11667999 2024
7299436 12621
100340 20913

Position Bui Allele
26765583
BHE55526
11809890
ZEITTOT2
88487272
72862536
11828561
#B550654
1B4B03435
110384602
5T132808
ST133765
J2056968
184751706
114036820
88465680
32866278
11785365
164781173
164781318
164777689
32817900
FBE05319
BES49753
2ETBE300
AZBETA2T
164803267
32810804
18767965
164788824
57133607
164706085
106188013
26785535
GHE14998
184773873
110556807
72856335 1
164722539 t
10718453 t
63183080
110482139 t
1B4TR4645 a
BB400TES A
10713384 a
26772593 1
57132656 a
73021663 t
88513730 a
57133036 t
FRE41867 t
TIETOBGES a
18726458 a
17686391 &
1E4TTEZ4E t
GBS3TZZ0 1
72867925
ZETTE358 &
10723185 a
164786950 a
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KCNK3,CIB4
ATPZB1

MTHFR NPPACLCNE NPPE

KCNK3,CIB4

ATPZB1, WDRS1B,GALNT4

CYP1AZ CSK LMANIL,CPLXS SCAMPZ ULKS
MTHFR NPPACLCNGNPPB

ATPZE1

A
SHIRIATXNZ
NA
Na
CortZ3NPRS
NA

NA
ATPZB1,WDRS518,GALNT4
Corf23NPRI

MTHFRNPPACLCNG NPPBAGTRAP
NA

NA

A
Cort23NPRI
ATP2B1
ATF281
KCHK3,C20rf18
Chort23 NPR3

NA
CHorf23NPR3

CACNB2

NA

NA

NA

NA.

C2orf 18 KONKI

ATPZEY

HA

BRAP ATXNZ ACADN0D

CYP1AZ CYP1AT,CSK LMANIL CPLX3 ULKS
NA

CASZY

C1Dorf107

ATXNZ

NA
ATP2B1,WDRS1B,GALNT4
CAsH

KONK3 CIB4

A
COXGA SCAMPS RPP25 C150r17 MP)
ATRZE

A

ATPZBA
CPLX3,CYP1AZ SCAMPZ CSICULK3 LMANIL
CACHB2
MTHFR,NPPA.CLCHE NPPE AGTRAP

A

ATPZB1

CYP1AZ CSK LMANIL CPLYS, SCAMPZ ULK3
KCNK3, G4

CASZ1

NA

ATPZE1

NA

ATP2B1

NA
MTHFRNPPACLCNENPPS
Coorf23 PR3

NA
SHZB3ATXNZ
NA

Cl D
KCNK3 3539
ATPZB1 18449
CLCHE 972
KCNK3 Tas0
ATF2B1 18688
CSK 21
NPPA 199
ATP2B1 23321
GRB14 254143
ATHNZ 20201
C200174 BE651
C20or174 B5704
Chorf2d 29392
GRB14 305872
TEX3 430468
WOR518 21772
Chorf23 38702
MTHFR 3337
GRB14 276405
GRB14 276260
GRBI4 279889
NPR3 5100
ATFZB1 31344
ATPZB1 24222
KCNK3 17178
Chorf23 30851
GRB14 254311
NPRS 12206
CACNBZ 38447
GRB14 268654
C20arf174 5862
GRB14 261492
PIKICE 95148
KCNK3 16413
ATF2E1 41023
GRB14 283705
BRAP 8471
CSK 5432
GRB14 335029
CASZY 50841
C10af107 35
ATHHE 28724
GRB14 272033
ATP2B1 15173
CASZT 65910
KCHK3 3471
C200rf174 BE813
COX5A 4238
ATP2B1 T2
C20orf174 66433
ATP2B1 32108
CSK o188
CACHB2 3060
MTHFR I
GRB14 219330
ATPZB1 3262
CSK 6158
KCNK3 237
CASZ1 56109
GRB14 270628
ATP2B1 19432
GRB14 301427
ATP2B1 658
TBKI 431148
CLCHS 10456
Charf23d 2254
GRB14 2679658
ATXNZ 14353
FIK3CG 94085
ATP2B1 57462
CACNB2 27356
KCNK3 1254
CSK 3120
GRB14
GRB14 262974
ATPZB1 B3226
BeT11
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Trait SNPID Chr Position Bul Alele  Allele2  Beta SE P Direction InRefGene  RefGenes S0kbfromSHP Cl D
LTA-SBP rsB033381 15g24 12667738 a [ 05689 01 CPLX3, CYP1AZ SCAMPZ CSKULKI LMANIL CSK 5971
LTA-SBP rs12095799 2924 164798638 | © 057858 00996 NA GRB14 258942
LTA-SBP rs12046278 1p36 10722164t [- 0ot 01038 CASH CASZT 57130
LTA-SBP rs11861401 2924 164704993 @ 1 05844 0.0997 A GRB14 262585
LTA-SBP rs7T070797 10921 63221779 a L] D745 01306 C10orf107 Cidord107 26684
LTA-SBP red8BG620 1524 72850611 ¢ [ 05728 0.1004 A CPLX3CYPIAZCYPIAT,CSKULKE LMANIL CSK 2156
LTA-SBP rs7733331 5p13 3ZBOAGE03 1 c 05505 00811 MNA Chorf23 NPR3 Chorf23 aroar
LTA-SBP rs4B4S053 1p38 10724576 a ] 05836 00885 CASZ CASZ1 CASZH 54718
LTA-SBP rsi2856497 5p13 32BETEOE - -05432 00911 MA Chorf23NPR3 Clarf23 40120
LTA-SBP rs17249754 12g21 GHSB4TI? @ a 09384 01194 Ha ATPZEY ATPZB1 o4z
LTA-SBP rs1465537 20913  5M3415 1 c orziz  0azr A NA C20orf174 GE054
LTA-SBP rs11105382 12q21 BBE3I1403 1 © 0783 01326 MNA ATFZEY ATPZB1 57428
LTA-SBP rs1275885 2p23 PETES249 1 c 0586 00482 A KONK3 ClB4 KCNK3 3873
LTA-SBP rs1173771 5p13 32850785 a q 05502 0.0811 NA Chorf23 NPR3 Chord23 23209
LTA-SBP rs35432 12924 114030013 t © 05535 00845  158E08 ————i—e- NA NA TBX3 433561
LTA-SBP rs10B58815 1221  8B575678 a 9 05191 00803 28208 evsr—rees  NA ATP2B1 ATP2B1 1703
LTA-SBP rs1438211 2q24 1648025646 a © 05887 01036 40GE0B —i— MNA NA GRE14 256032
LTA-SBP rs2050265 1p36 11802286 a ] 08508 01222 1B4E-11 sevrerers CLONE MTHFR;NPPA,CLCHE NPPB CLCNE 8575
LTA-SBP rs{1014165 10p12 18748804 a t 05838 00939  EBAE-09 CACNB2  CACHB2 CACNB2 19208
LTA-SBF rs10774792 12q24 114036981 t [ 05502 0094 1.63E-08 A NA TBX3 430629
LTA-SBP rs11737568 5p13 32825609 1 © 05175 00896 252E-08 Chorf23 ChorfZ3 HPR3 Charl23 908
LTA-SBP rs1275080 2p23 26770473t c 05847 00919 418510 KCHK3 KCNK3,CIE4 KCNK3 1381
LTA-SBP rs1813353 10p12 18747454 1 - 0823 00968  SME-10 CACNBZ  CACNBZ CACNS2 17938
LTA-SBP rs6676300 1p36 11847887 a q 05541 00842  1.40E-08 A MTHFR KIAA201 3 NPPACLCNE NPPB NPPB 6308
LTA-SBP rs12567136 1p36 11806318 1 © 08520 01222 163EN MTHFR;NPPACLCNG NPPB CLCNG 4544
LTA SBP rs26B1472 12921 BBER3080 A a 08457 0118 1.ME 14 ATPZB1 ATPZB1 27132
LTA-SBP rsi7037425 1p36 1782070 a P 08574 01202 151E-10 MTHFR.NPPA.CLCHE NPPBAGTRAP CLCHE 77
LTA-SBP rst37T1181 2q24 184784074 t c 05784 00295 220608 N GRBA4 272604
LTA-SBP rs10432461 2024 164772752 a t 05812 00998 1.93E-08 NA GRB14 264826
LTA-SBP rs3184504 12q24 110368991 1 3 05549 00903 304E-09 SH2BIATHNZ SH2B3 4818
LTA-SBP rs11105368 12q21 BHEGESTZ 9 09371 0N1ET 41E4 A ATFZEY ATPZB1 24587
LTA-SBP rs13007968 2024 164784818 1 c 05762 00998 23308 MNA NA GRB14 212759
LTA-SBP rs11105378 12g21 EB514872 1 (- 09344 01216 1.23E13 NA ATPZB1 ATPZB1 40897
LTA-SBP rs11105328 12921  8B466521 a ] 08855 01239 157E-11 sssi—rree  NA ATPZB1,WDRS1B,GALNT4 WDRS1B 22613
LTA-SBP rs1B8BB41 2q24 164778453 t c 05785 00887 212608 4+ii—ters NA NA GRB14 279125
LTA-SBP rs11105378 12021 88618304 t c 07704 01325 203E-08 +evrrrres HA ATPZB1 ATP2B1 45379
LTA-SBP rs11105358 12021 88566273 « g 06885 00811  277EA3 ———— ATPZB1  ATP2B1 ATPZB1 7702
LTA-SBP rsi7037390 1p36 1783430 a g 06558 01226  1B0E-11 ——u MTHFR MTHFR;NPPA.CLCNENPPB AGTRAP MTHFR 5272
LTA-SBP rs1173766 Sp13 32640285 1t c 05294 00917 Z52E08 ———4—— NA Chorf23 PRI Clorf23 12709
LTA-SBF rs11014171 10p12 wrszm ot [- 05679 00937  497E09 -———— CACNBZ CACNBZ CACHB2 21683
LTA-DBP rs11072512 15924 72901079t c 03183 00525 553E08 ———— NA COXAASCAMPZ RPP25 C150r1 7 MPI C15orf17 4564
LTA-DBP 157495739 15024 7272723 a q 03158 00524  TTEE-00 satiteres  MPI COXSASCAMPZ, G150 T MPLULKS MP1 3261
LTA-DBP rs7537765 1p36 11809890 a g 04718 00714 230510 wvri——sss  CLONS MTHFR NPPACLCNG NPPE CLONG a72
LTA-DBP rs7085 1524 T28E2536 t < 03468 00582  110E08 saarrrsss CSK CYP1AZ,CSK LMANIL,CPLX3 SCAMPZ ULK3 CSK 21
LTA-DBP rs188833  6p22 6222487 a g 04345 00741 191E-08 - HISTIHIT HISTIHZRD HISTIHZRC HISTIHIE HFE HISTIHIC HISTIHAC HISTIHZAC HISTIHIT 6144
LTADBP rsf485127 15024 72881543 t G 03262 00571 440808 COXSAMPLSCAMPZ RPP25,C150rH7,ULK3 G517 2163
LTA-DBP rs{1105354 12021 88550654 a ] 05235 00896  540€-13 ATPZB1 ATP2B1 2331
LTA-DBP rs1Zz46717 10921 63120189 1t ] 03693 00624  1.39E-08 Cl0ort107 C10arf107 36465
LTA-DBP rs10774625 1224 110394602 a [ 03848 00528 274E2 SH2B3 ATXNZ ATXNZ 202m
LTA-DBP rsB0U2743 20913 57133765 a ] 0.502 00843 11EDE NA C20url174 65704
LTA-DBP rs11634474 1524 72803237 g 03384 00583 451E08 CSKLMANIL,CPLX3, SCAMPZ,ULK3 LMANIL 1914
LTA-DBP rs48B6636 15q24 72083220 a g 03123 00524 1.13E-08 COXSAMPILSCAMP2 RPP25,C150r1 7 Cisarf17 3286
LTA-DBP rs3764789 15024 72860805 ¢ g 03166 00553  3.98E-08 CYP1AZ CSICLMANIL CPLXE SCAMPZ ULKS CSK 7838
LTA-DBP rs4842666 1221 88465680 1 c 05108  DO745  4BIE-11 sevrrrrrs NA ATP2ZB1,WDRS1B,GALNT4 WOR518 21772
LTA-DBP rsiT367504 1p36 11785365 a g 04588 00717 THIEAD sevr—rre MTHFR MTHFR NPPACLCHG NPPB AGTRAP MTHFR 3337
LTADBP rsi1072511 15q24  T2046488 a q 03185 00525 735608 everrerrs SCAMPZ  COXSAMPLLMAMILCPLXISCAMP2.C1S0rd17,ULKS SCAMP2 6237
LTA-DBP rsi7696736 12q24 110971201 a 9 OMM 00536 216608 ———— C120f30  ERP29,TMEM11E,C120d30 C1Z0ef30 22325
LTA-DBP rsT136258 12021 BBE0S19 1t c 03314 00526 155E09 ——+—s- NA ATPZEY ATPzZB1 31344
LTA-DBP rs2681485 12q21 GHS40T53 @ [ 03385 0053 DZZE-0  s4++—+ee+  ATPZEY ATPZE ATPZE1 24222
LTA-DBP rs1799945 Ep22 26199158 ¢ ] 04226 0074 433E08 ———— HFE HISTIHZBC HISTIHIC HISTIH3B HIST1HAC HISTIHZBE HISTTH2AC HISTIHI T HISTIHZAB HFE HISTIHIC  HFE 387
LTA-DBP rs2120702 10921 63102664 a 1 03402 00592 3AS56E08 ————— C100r107  C100r107 C10or107 343
LTA-DBP rs12256967 10p12 18767865 ¢ a 03548 00571  248E-09 +e——+se CACNBZ  CACHB2 CACNB2 38447
LTA-DBP re16816504 1021 63122062 a a 03706 00625 1.30E08 +ssri—te- C100107  C100M107 C100107 30238
LTA-DBP rsB485126 15q24 TIRE207E a ] 03253 00588  403E-08 sevei-tee  NA COXSAMPILMANIL CPLX3 SCAMPZ.C150rf17 ULK3 MFA1 7383
LTA-DBP rsT580588 2q11 BTISH6T a ] -0.314 00543 2MEO0R ———me HA FLJ10081 FER LS LMANZL FERILS B353
LTA-DBP rs12230074 12921  BBG14898 a ] 05255 00718 223E12 sevrrerrs HA ATP2B1 ATPZB1 41023
LTA-DBP rs11066188 12q24 111095097 a L] 03343 00539  276E-09 +++treees NA TRAFD1 TRAFD1 19302
LTA-DBP rs1376941 15q24 72067203 a (- D335 00551 490EDE —————— CSK CYP1AZ, CSK LMANIL, CPLX3, SCAMPZ ULK3 CSK 5436
LTA-DBP rs11085087 12924 110556807 a [ 03534 00543 452E-0 ———— MNA BRAP ATXNZ ACAD10 BRAP 9471
LTA-DBP rs9362268 15024 72856335 [+ -03413 00585 2 2BE08 ———— MNA CYP1AZ CYP1A1,CSK LMANIL CPLX3 ULK3 CSK 5432
LTA-DBP rs2166122 10g21 B3193080 [- 03932 00683 132E08 ——— C100107  C100r107 G100 107 ams
LTA-DBP rs653178  12q24 110462139 t © 03911 00524 785E-13 ———— ATHNZ ATHNZ ATHNZ 29724
LTA-DBP re1378942 15g24 72864420 a © 03128 0055 500608 - C3K CYP1AZ,CYP1AL,CSICLMANTL.CPLX3, SCAMPZ UL CSK 2653
LTADBP rs11066320 12024 111380798 a g 0303 0053 41108 ssrrreess PTPNI1  RPLEPTPNI1 PTPN11 41301
LTADBP rs28T5612 1021 B3183272 t c 03502 00583 1ATEDRB i CAl0rl107  CA0arf107 CAlaef 107 2823
LTA-DBP rsi765066 15024 72827907 a g 03368 0053  THEDS —eeeeeee SCAMP?  CPLX3SCAMPZ.C150r T MPLOSK ULKILMANIL SCAMP2 3658
LTA-DBP rs260014 20913 57192054 1t c 04584 007E2  T9ZEDE ———t-—- HNA C20orf174 C200r174 6615
LTA-DBP rs11072518 15g24 73021663 t < 03405 00552  329E-09 ++++e—+e+ NA COX5A SCAMPS RPP25.C150M1 7 MP COX5A 4238
LTADBP rsB031937 1524 72068174 a g 03284 0057  40IEDB ++++i—sesr MA COXEAMPLCPLX3 SCAMP2.C15ar1 7 ULK3 ME1 1288
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SNPID
rs1401962

Chr
12921

rs11630918 1524

12442601
1513306561

15024
1p36

rs11072513 15g24

re2EE1462
re? 168518
22393033
2004776
rs4BBEG33

1221
15024
10921
142

15024

rs11856413 1524

51133322
rs11105364

15624
12g21

512579302 1221
rs12244842 1021

rsATEEETH

12424

rs11105383 1221

raiBB2625
rs1133323
rs1376940
rs301249
rs1127786
57497393
720436
reT162232
re188846
r=B0A3381
rs260013
rs37s0r2T
rs0T07e7
rs4BEEE29
117249754

10921
1524
1524
15424
15024
15q24
1221
1524
Bp22

15024
20013
10021
10421
15424
12421

511105382 1221
35230

11066301
r=25BEEE2
s 1130741
050265
rsbl42694
rs1613353
rs120128
52415251

15424
12024
10g21
15024
1p36

15024
10p12
Bp22

1524

rs12567136 1p36

rs2681472

12921

rs1T037425 1p36

re1 1072514
re31B4504

1524
12024

rs11105368 12021

rs198651
rs11105378
5198823

6p22
12421
622

1511105328 12g21
rs11105379 12g21
511105358 12621
rs1T037380 1p36

17630235 12624

rsi3TRA38
rs1275986
10858914
rsB02ET47

15024
2p23

12921
20q13

rs11072512 15924

57495739
reTE3TTES
re1275878
510858811
rsTORS

15424
1p36
2p23
1221
15024

rs11805512 20013

5068
reB495127
11105354
512246717

1p36

15424
12q21
1021

510774625 12q24

[
rsBOB2743
rs11634474
rs11105381

20913
20013
15024
12421
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88466521
EBG19304
BBEG6273
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T2BR3496
26765583
BH555526
51179019
72001079
TeeT2T3
11808390
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BHAA0G54
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BRE3006E
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RefGenes S0kbiromSHP

ATPZE
COXSAMPILLMANTL CPLX3 SCAMP2,C150d 17, ULK3
CPLX3 CYF1A2 SCAMP2 CSK ULK3 LMANTL
MTHFRNPPACLONG NPPB AGTRAP
GOXSAMPLSCAMPZ RPP25:C150rf 17

ATP2B1

CYP1AZ, CSKLMANIL CPLXE SCAMPZ, LILK3
CADorf107

AGT.COGZ.CAPNG
COXSACPLXI SCAMPZ G150 T MPLULKS
COKXSA SCAMPZ RPPZ5.C150rf17 WP
COXSAMPLSCAMPZ RPP25 Cl5orf17

ATFZBY

ATP2B1

C10orf107

SHZB3 ATNNZ

ATP2B1

CAdorf107

COXSAMPLSCAMP2,RPP25,C150r17
CPLX3,CYPIAZ SCAMPZ,CSKULIKELMANTL
CPLX3, CYP1AZ,SCAMPZ CSKULK3, LMANTL
COXSASCAMPZ,RPP25 C150rf1 7 MPLULK3
COXSAMPLLMANTL CPLX3, SCAMP2.C150r 17,ULK3
NA

CPLX3, SCAMPZ,CSICULKE LMANIL

HISTIHZBD HISTIHZBC HISTIHIE HISTIHIC HISTIHAC HIST1HRAC HISTIHIT HFE
CPLX3,CYPIAZ SCAMPZ,CSKULKILMANIL
C20orf 174

Cidorf107

C10ort107
CPLXS,CYP1AZ CYP1A1 CSKULKS LMANTL
ATPZEY

ATP2B1

MPLCSICLMANAL, CPLX3,SCAMPZ,C150mM T, ULK3
RPLGPTPN11

C1orf107

COXSASCAMPZ RPP25,C150rf1 7 MPLULKI
MTHFR;NPPA,CLCHENPPB
COXSAMPLSCAMPZ RPP25.C150m 7

CACHB2

HIST1HZBD HIST1HZBC HISTIHIE HIST1HZBE HIST1H4C HIST1HZAC HIST1HIT HFE
COXSASCAMPS MPILRPP25,C150r17
MTHFR.NPPACLONG NPPB

ATP2E1

MTHFR:NPPACLCNE NPPB AGTRAP
COXSAMPLSCAMPZ RPP25.C150rH T
SHIBIATHNZ

ATPZE1

HIST1HZBDHISTIHZBC HISTIHIE HISTIHIC HISTIHAC HIST1H2AC, HISTIHTT HFE HISTIHIC

ATFZEY

HISTIHZBOD HIST1HZBG HISTIH1E HIST1H4C HISTIHZAC HISTIHIT HFE
ATP2B1,WDRS18,GALNT4

ATP2B1

ATP2B1

MTHFR NPPACLCNG NPPB AGTRAP
TRAFD,C1200i30

CPLY3,CYPIAZSCAMP2 CSKULKILMANIL
RCNK3.CIB4

ATPZEY

C20or174

COXSA,SCAMP2 RPP25.C150r17 MPI
COXSA SCAMPZ,C1501 7T MPLULKS
MTHFR, NPPACLCNG NPPB

KCNK3.CIB4

ATP2ZB1 WORS1BGALNT4

CYPIAZ CSKLMANIL.CPLXS SCAMPZULKS
C20orfiT4

MTHFR NPPACLCNG NFPB
COXSAMPI SCAMPZ RPP25 C150r 17 ULK3
ATPZEY

C10orf 107

SHZB3ATANZ

HA

HA
CSKLMANIL CPLX SCAMPZ ULKI
ATPZBA

COXSAMPLSCANPZ RPP25,C150rf 17
CYP1AZ CSK LMANIL, CPLX3 SCANMPZ ULK3

Cl D
ATPZE1 e
SCAMP2 9774
CSK 288
MTHFR n
COKEA 8350
ATP2B1 31262
SK 6158
CAdarf107 22508
AGT 1239
MP1 4202
C15h1? 430
COX5A 261
ATPZB1 18432
ATP2B1 659
C100rf107 16468
ATENZ 14353
ATP2B1 57462
Clorf107 5391
COXSA 3g3
CSK BrEn
CSK 320
C150i17 77
MP1 6052
ATP2B1 63225
LMANTL 2203
HISTIHIT 177
CSK 5871
C200r174 5351
C10omM107 21687
C1larf 107 25684
CSK 2158
ATPZB1 10742
ATP2B1 57428
SCAMP2 7802
PTPN11 14837
Clorf10T 11418
MPi 635
CLCNE B5TE
COoxsA 4957
CACHB2 17936
HISTIHZAC 425
RPP25 5287
CLCNS 4544
ATPZBA 27132
CLCNG 4177
COX5A BEOT
SHPB3 418
ATPZB1 24587
HISTIH4C L]
ATPZB1 40897
HISTIHZBC 781
WORS18 22613
ATPZB1 45329
ATP281 7702
MTHFR 5272
TRAFD1 m
CSK 939
KCNK3 3539
ATF2E1 16443
C20arf174 20450
Ciorf17 4564
MP1 3261
CLCNS 72
KCNK3 7850
ATP2B1 18686
CSK 21
C200ef174 12078
NPPA 199
Cl5af17 21683
ATPZB1 2331
C100107 38485
ATHNZ 20201
C200d174 G661
C200e174 BETO4
LMANIL 1814
ATP2B1 56091
G157 3286
CSK TE38
TBX3 430468
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LTA-MAF
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LTA-MAP
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LTA-MAP
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LTA-MAF
LTA-MAF
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAF
LTA-MAF
LTA-MAFP

SNPID
rsdBa2666
517367504
rs11072511

Chr
12621
1p36
15424

rs1TE06T36 12q24

57136259
rs236713
rsPGR1485
r=256R018
r=1275923
rsiz4at
rs2120702
512258967
rs16916504
rsB405126
100343
rs25BGRAG
rs23OT00
ra12230074
rs11066108
rs1378941
511065987
rsi3E226
rsBB0315
52166122
re236714
rS1BGERGE

12q21
20913
1221
10921
2p23

15q24
10g21
10p12
1021
1524
20q13
2p23

20q13
12g21
12624
1524
1224
15q24
1p36

10g21
20913
1524

rsiB8E2520 20913

rsEEMTH
rst015450
1376942

12024
20g13
15424

rs11066320 1224

rs2B75612
54842687
rs284277

rsATBE0B6
rs1275882
rs6100342
rs260014

10421
1221
1p36

15024
2p23

20013
20913

rs11072518 15024

rsBO31937
rs1401882
511630918
rs9e861
rs2070759
512442601
rs 13306561

15q24
1221
1524
20q13
12g21
15024
1p36

rs11072513 15024

rs2661492
rs2166519
rs1275977
52393833
2004776
54886633
rEE3T15

51543827
rsAf2045

12621
15424
2p23
1021
1942
1524
20013
15024
1p36

rs11856413 15024

rs11333z2
rs11105364
rsB495122

15024
1221
15424

rs12579302 1221

535441

12424

re17376328 1p36
rS12244842 10g21

rsATERGTE

12q24

r=11105383 12421

rsig02625
4548524
rs1275988
rs1133323
51378940
52301249
rs1127796
rsABBE40G
rsBO2ET04
7407393
rslZe9436
rsi 162232
rs6100340

10g21
10p12
2p23

15424
1524
15424
15q24
1524
20013
15024
12g21
15q24
20q13

Position. Bul Allele 1
GB4E5680 1

11785365 @
72946488 a
110671201 a
88605319 t
57128672 a
BB548753 a
£3185030 a
FETBEI00
T29zaTar 1t
3192664 a
18767965
B3122062 a
72062079 a
57133607 a
26785635 t
5124811 t
BBE1400R a
111085007 a
12067203 a
110556807 a
72856335
10719453 1
623193080 t
57120635 a
72831386 a
SME2115 3
110482139 t
57184512 a
72664420 a
111300798 a
B3193272 1
88400785 a
10713384 a
77827807 a
26772583
5132656 a
582654t
TIH21663 t
7260174 @
BEE13730 a
72642049 1t
57133036 t
BB541867
TIETORGES a
117688381 a
TID0E021
BBS3TZZ0 t
72867925
26776359 a
63115322 1t
226915325 1
72065260 a
57130480 1
T2BE0G2G
10723185 a
T20B6045 A
12999410 a
GHS93407 1
72012698 a
BBET4634 a
114037498 t
11790249
63108182
1103BATS4
8BE31437
3190704
18756873
ZETETEEY
72000278
72870547
72879437
TZeB005T

STIMTE40
72062510
60637201
12002948
57118007
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InRefGene
HA

MTHFR
SCAMF2
C120r30
A

M
ATPZB1
CAlar 10T
KCHK3

HA

C1lerd 107
CACHB2
Cllord 107
NA

HNA
KCNK3
HA

CSK
FTRENT
Cllod107

RefGenes S0kbiromSHP

ATPZE1 WDRS1B,GALNT4

MTHER NPPACLCHE NPPB AGTRAR
COXSAMPLLMANIL CRLXS, SCAMP2, G150r 1 7,ULK?
ERP29,TMEM116,C12030

ATP2B1

NA

ATPZB1

Clarf107

KCHK3 C2or18

CPLX3 SCAMPZ, C150m 7 MPLCSK ULKI LMANIL
Cl0orf107

CACHB2

CAlorf 107
&?X&‘;MPI;MN\L:CPMSCAMP&GMQULM

C2oMBHCNKS

NA

ATP2B1

TRAFD!

CYP1AZ CSK,LMANIL CPLX3 SCAMPZ ULK3
BRAP ATXNZ ACAD10

CYP1AZ CYP1A1 CSK LMANIL GPLX3 ULKS
CASZ1

C10orf107

NA

MPILCSK.LMANL CPLXS,SCAMPZ,C150rf17,ULK3
C20orf1T4

ATXNZ

C20orf174

CYP1AZ CYP1AT,CSK LMANIL CPLX3 SCAMPZ ULK3
RPLEPTPNIT

C10orf 107

ATPZB1.WDRS18,GALNT4

CASZY

CPLX3 SCAMPZ C1501 7 MPLCSK.ULKS LMANIL
KCNK3.CIB4

NA

C20orf174

COXSASCAMPS RPPZS.C150 17 MP|
COXSAMPLCPLIS SCAMP2,C150r17 ULK3
ATF281
COXSAMPLLMANIL GPLX3, SCAMP2,C150r117,ULKS
NA

ATPZB1
CPLXICYPIAZ SCAMPZ CSKULK3 LMAN1L
MTHFRNPPA,CLCNG NPPB AGTRAP
COXSAMPLSCAMP2,RPP25,C 15017
ATPZB1

CYP1AZ CSK LMANIL, CPLX3, SCAMPZ,ULK3
KCMKS CIB4

C10orf107

AGT,COGZ CAPNG

COXSA,CPLY3 SCAMPZ,C1501 7. MPLULK3
A

CPLXI.CYP1AZ CYPIAL.CSKLMANIL
CASZY

COXSASCAMPZ RPP25.C1Sar 17 MPI
COXSAMPLSCAMPZRPPZS.C150m17
ATP2B1

CPLX3, SCAMPZ MPI CSK ULK3 LMANIL
ATRZE

NA

MTHFR NPPACLCNENPPE

Cidorf107

SHIBIATHNZ

ATP281

C10ori 107

CACNB2

KCNK3,CI84
COXSAMELSCAME2 RPP25 G150 17
CPLX3,CYP1AZ SCAMP2 CSK ULK3 LMAN1L
CPLX3,CYP1AZ SCAMPZ CSHULKI LMAN1L
COXSASCAMPZ RPP25,C150M T MPLULKS
CYP1AZ CYP1AT.CSK.LMANIL
NA

COXSAMPILMANIL CPLXY SCAMP2,C150r1 T ULK3

A
CPLX3, SCAMPZ CSK, ULK3 LMANTL
NA

Cl D
WORS1B 2Te
MTHFR 3337
SCAMPZ 6237
C1201030 22325
ATPZB1 31344
C200rf174 T0487
ATP2B1 24222
CADarf107 1065
KCHK3 17178
SCAMPZ 502
C10orf 107 3431
CACHB2 38447
G100 107 30238
MP1 7383
C200ed174 65862
KCNK3 16413
SLMO2 73515
ATPZB1 41023
TRAFD1 15302
CSK 5436
BRAP 9471
CSK 5432
CASZI 58841
CAlorf107 ams
C200rf174 60334
SCAMFZ 10138
C200rf174 7354
ATNNZ 20724
C20om174 14957
CSK 2653
PTPN11 41301
C100ef 107 2823
ATPZBA 15173
CASZY 85810
SCAMP2 3658
KCNK3 34T
C20oe174 666813
C20af174 BB15
COoxsA 4238
MP1 1288
ATPZB1 Tz
SCAMPZ o774
C200rf174 66433
ATP2B1 32108
CSK 9198
MTHFR 3
CONSA B350
ATPZB1 Eii-rd
CSK 6158
KCNK3 23
G100 107 22588
AGT 1239
MP1 4202
C2torf174 68979
C5K 11141
CASZH 56109
C150rM17 430
COoxsa 261
ATPZB1 19432
CPLX3 1509
ATF2B1 859
TBX3 431145
CLCNG 10456
C1lorf107 16468
ATHNZ 14353
ATP2B1 57462
C10aef107 53
CACHB2 27355
KCNK3 1254
COX5A 393
CSK 8780
Csk 320
C15oMiT 677
CYP1AZ 8262
SLM02 BE244
MP1 6952
ATPZB1 63226
LMANIL 2203
SLMO2 BET11
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Trait
LTA-MAF
LTA-MAP
LTA-MAFP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAF
LTA-MAF
LTA-MAP
LTA-MAFP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAF
LTA-MAFP
LTA-MAF
LTA-MAP
LTA-MAP
LTA-MAP
LTA MAP
LTA-MAP
LTA-MAP
LTA-MAF
LTA-MAF
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAF
LTA-MAF
LTA-MAFP
LTA-MAF
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAP
LTA-MAF
LTA-MAF
LTA-MAF
LTA-MAFP
LTA-MAF
LTA-MAP
LTA-MAP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PF
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-FP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP

SNPID
rsB033361
rs260013

Chr
15q24
20q13

rs12046278 1p36

53750727
rs7362507
rs7070797

rs11854147
445953
1517249754
rsZ40B046
rsT176022
re1465537

10g21
20913
1021
20013
10921
1524
1524
1p36

12621
12q21
1524
20913

rs11105382 12421

rs1275885
reABBEA10
rsE026T48
93230
11086301
rS2588002
1535432
52113604
re8210
r=1130741

Zp2a

15024
20913
1524
12424
10621
12q24
1221
15424
1524

rs10B5A915 12021

re050265

1p36

rs11014166 10p12
rs12243859 10p12

rs4580817
rs183173

rsB042604
rs1275680
rs1813353
r=BATEI00
2415251

1021
20q13
1524
2p23

10p12
1p36

15024

rs12567136 1p36

rsZeE14T2

12g21

rs17037425 1p36

511072514
rs3184504

15424
1224

511105369 1221

54845843

1p36

rs11105378 1221
rs11105328 1221
r=11105379 1221
rs11105358 12021

rs7922049

10421

1517037390 1p36

rs236T10

20013

517630235 12g24

51376938
rs11014171
rSATATON4
r=BB54B33
F1TAT003
rs1717034
2469
rsBIBE210
rs1717007
rsTE34005
re1052501
rs7622258
rs2272007
r=BBT40TS
rsBTE3001
rEZ2A2A6
rs1716999
rsE31057

15024
10p12
3p22
3p22
3p22
3pzz
Ep21
322
apaz
3p22
3p22
3p22
3p22
ap22
Ip22
Ep21

rsOBESTR0  3p22

51716655
reBR02340
rsATATO27
rsfTRE07E
rsETR1326
rslgaz3aT
rs1624519
rsB0e930

Position. Bul Allele 1
T2B6TTI8
57194118
10722164
B3114411
57112829
63221779
57122065
63185307
T2R50611
T2i39e24
10724576
BBEB4TIT
BBEZ3468
72604633
7131415
BBE31403
26765248
T2B52607
57176210
T29315
111355755 a
BIB4ETT 1t
114039913 1
88623528
72015554

TEATERE3
8BE75ETR
118022686
16748804

18780638
B3137559
57158500
73012468
26770473
18747454

11847887

TI020208

11806318

FB533090
11792970
13008918
110368991
BBE08572
10724172
BRG14872
88466521

BRE19304

BESEEZTI
Ba132IN

11783430
57127024

111076069
72683406
18751201

41BR2308
41750581

41912004

4193007

4340730

4g6Ta2

41917203
41994569
41900402
418563565
41871140
41738304

41837236
433815682

41905045
41792955
41870806
41893710
41868033
41862824

41602824

41752032

41620165
41959804

42040009
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05174
04781

04878
04943
04746
0.355

0479

-0.4772
04729
04739
04709
0488

05183
04983
045497
04838
05028

se
00673

0.0683
00723

0.0878
00783
00718
00875
0.0671

00827

00818
0.0825
0.0623
0.0823
0.0822
0.0826
0.0825
0.0827
0082

00861
00817
0.0821
0.0623
0.0868
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InRefGene
CsK

HA
CAsZ1
C10orf107
A

A

MNA
CAbarl107
A

HA
CASZ1

ULK3
NP1

HA
CLCNE
CACNB2Z

CACNB2
C10orf107

ATPZB1
C10ord 107
MTHFR

RefGenes G0kbiromSHP

CPLX3, CYP1AZ SCAMPZ CSKULKI LMANIL
C20or 174

Cas

C10orf107

NA

C1orf107
HA

Cilarf107
CPLX3CYPIAZ.CYPIALCSK LK LMANAL
CYP1AZ CYP1ALCSK LMANIL

casit

ATFZEY

ATPZBY
ﬁFm?:C-SK;LMﬂmL:GPLﬂ;QG&MP?;ULKB

ATPZB1

KCNK3,CIB4

CYPIAZ CYPIAL,CEK LMANILGPLX3
CHorf 174

MPILCSK LMANIL.CPLX3 SCAMPZ,C150m17,ULK3
RPLEPTPNIT

C10orf 107

A

ATPZB1

MPLCSICLMANIL, CPLX 3, SCAMPZ ULK3
COXEASCAMPZ RPP26:C160rf1 7 MPLULK3
ATP2B1

MTHFR;NPPA,CLCNGNPPB

CACHB2

CACHB2

C10orf107

C20orf 174
COXSAMPLSCAMPZ RPP25. G150 17
KCNK3,CIB4

CACNBZ

MTHFRKIAAZ013 NPPAGLCNG NPPB
COXSASCAMPS MPLRPP25.C150r17
MTHFR;NPPA,CLCNENPPB

ATPZB1

MTHFR NPPACLCNG NPPB AGTRAP
COXAAMPIL SCAMPZ RPP25 C150r17
SH2B3ATANZ

ATPZB1

CASZ1

ATPZB1

ATPZB1WDRS1B,GALNT4

ATPZBA

ATPZE1

C10orf 107

MTHFR, NFPA CLONE NPPB AGTRAP
NA

TRAFD1,G 1201130
CPLX3,CYP1AZ SCAMPZ CSHULKI LMANTL
CACNBZ

ULK4

ULK4

ULK4

ULK4

TTBKY,ZNF318,CRIP3 SLCZ2AT
ULK4

ULK4

ULK4

ULK4

ULK4

LULK4

ULKA

ULK4

CRIP3,SLCZ2AT TTBK1 ZNF318
ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

NA

Cl D
CSK 5971
C20arf174 5351
CASIT 57130
G100 107 21687
2 61533
C10orf107 25684
MOZ 70768
CAdarf107 788
CSK 2156
CYP1AZ 3830
CASZ1 24718
ATP2B1 10742
ATP2BY 50483
LMANIL 2687
Cllord174 68054
ATP2B1 57478
KONK3 3873
CSK o070
C200e174 20259
SCAMPZ Taoz
PTPNT1 14837
C10urf 107 11418
TBX3 433581
ATP2E1 40553
ULK3 41
MF1 6356
ATP2B1 1703
CLCHE B5TE
CACNB2 19266
CACHB2 51120
C100f107 44835
C200rf174 30969
COX5A 4057
KCNK3 1351
CACNB2 17938
NPPB Ga0d
RPP25 5287
CLCNE 4544
ATPZB1 naz
CLCHE 4177
COXSA BaO7
SH2B3 4818
ATP2B1 24597
CASZ1 55122
ATPZB1 40897
WORS1B 22613
ATP2B1 45329
ATPZB1 froz
C100rf 107 39647
MTHFR 8272
C200ef174 72445
TRAFD1 274
CsK 939
CACHBZ 21683
LKA BH2G5
ULK4 228083
ULK4 BEEE0
ULK4 4Trar
INF318 4484
ULK4 161942
ULK4 81481
ULK4 15905
ULK4 78262
ULK4 122309
ULK4 7524
ULK4 238380
ULK4 141420
SLCzzar 329
ULK4 73819
ULK4 185709
ULK4 107858
ULK4 84054
ULK4 1096526
LKA 15740
ULKA 14180
LKA 226832
ULK4 150499
ULK4 18860
ULK4 61345

68



Trait

LTA-FPP
LTA-FP
LTA-FF
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PF
LTA-FP
LTA-FP
LTA-PF
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-FP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTAFP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-FF
LTA-FF
LTA-PF
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-FPP
LTA-PF
LTA-PF
LTA-PP
LTA-PP
LTA-FP
LTA-PP
LTA-PP
LTA-PP
LTA-FP
LTA-PP
LTA-FF
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-FP
LTA-PP
LTA-PP
LTA-PP
LTA-FPP
LTA-FP
LTA-PF
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PF
LTA-FF
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP
LTA-PP

SNPID Chr
rsGTTET24  3p22
reBT918068 3p22
030561 3p22
sITIT017  3p22
rs4615050 3p22

rE3B00604

reSBS0310  3p22
r=12705300 Ta22
reTB46144  3p22
rsgise0es  3pzz
rs1016660 3p22
1717006 3p22
rsBB031S  1p38
rsiT16075 3p22
rs17308575 Tq22
FSATIT020 3p22
rsTEZET67  3p22
284277 1p36
r=17062109 3p22
1716984 3p22
rsOBEETS0  3p22
rs1716663  3p22
2126834 3p22
rs8509168  3p22
reiT16684 3p22
rs1613233  3p22
rsOBAZI2E  3p22
12705389 722
rs11760498 Toz2
10212536 3p22
re6789260 3p22
rs10865014 3p22
rs2040837  Tp13
refR28308  3p22
rs1615243  3p22
rs12536418 Tq22
r=7372217  3p22
rsiTIBE85 3p22
rsB4T006 3p22
513087502 Ip22
rs2126738  Ep21
2625667 3p22
rs1716863  3p22
rs1716602 3p22

rs174TT177 Toz2
10948071 Ep21
reB2I254

rs4073005  3p32
rsO825741  3p22
rs9BG6002  3p22
rEBSRR1TE  3p22
rsBBETE2T  3p22
r=BR30460 3p22
rsGBB5127  3p22
rs6B03S60  3pz2
2841647 Ep21
1718657 3p22
50846634 3p22
rsTB50227 3p22
re1B4157  3p22
rBRTH107 3p22
rs 11823562 3p22
7626217 3p22
rs1T060961 3p22
794902 pE2
reE500167  3pu2
rS12636288 3pu2
51716642 3p22
rs7648578 3p22
reTE52506  3p22
rs130B8384 3p22
rsi716603 3p22
r=17063509 3p22
rsZ212006 3pz2
rs6766128 3pE2
rsB500170  3pl2

Position Bui Allele 1

41816274
41864999
42032105
41890620
41917502
41735629
41866102
108188013
41628129
41635486
416659444
41915452
10719453
41935010
106186533
41856484
42018513
10713384
417RS368
41940536
41733422
41850602
41837649
41726327
41961403
1820148
41742158
108192878
106206208
41802030
41751354
41894503

45960003
41870897
41840238
106206532
41865126
41900305
41730363
41990114
43435728
41875055
41930132
41858780
418BERSY
43377007
41951044
106199094
43386691
41860772
41906477
41736832
41870971
A1TE34088
41770845
41737539
41762452
41799484
43377158
41893460
41869053
417659941
41872486
41787317
41735335
A1B17412
41TIBT15
42000943
H1T25264
42026840
41940869
41833735
42035239
41626718
41080604
41836800
41972063
41840084
41830288
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A

2 17E-08
294E-08
243E-08
1.05E-08
3 60€-08
6 T4E-08
1 43E-08
1.00£-08
3.99E-09
320608
239E-08

1.04E-08
9 ME-08
3 MME-08
1 04E-08
S61E-14
9.06E-09
268908
1.42E-08
525609
239808
323608
4.63E-08
496E-00
1 39€-08
1.64E-08
392E-08
22408

284E-09
242608
164E-08
5 06E-08
2 59E-08
4.19E-09
547E-09
6.34E-00
4.95€.08
1.06E-08

4.03E-08
117E-08
910E.08
2 16E-08
6.77E-09
219€-08
2.70€-08
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ULK4

RefGenes G0kbiromSNP
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
NA
ULK4
ULK4
ULK4
ULK4
CASZY
ULK4
NA
ULK4
ULK4
CASZY
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULKA
ULKA
ULK4
NA
NA
ULK4
ULK4
ULK4
I3FBP3
ULK4
ULK4
NA
ULK4
ULK4
ULK4

CRIP3 SLCZ2AT ZNF318
ULK4

ULK4

ULK4

ULK4

CRIP3 5LC22AT, TTBK1 ZNF318
ULK4

NA

CRIP3 SLCZ2AT, TTBK,ZNF318
ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

CRIP3,SLCZ2AT, TTBK1,ZNF318
ULK4

ULK4

LLK4

ULK4

ULK4

ULK4

ULKA

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

ULK4

Cl D
ULK4 162390
ULK4 113885
ULK4 53441
ULK4 88044
ULK4 81162
ULK4 243035
LLK4 112562
PIKICG 85148
LiLK4 150535
ULK4 143178
ULK4 109220
ULK4 83212
CASZT £0841
ULK4 43654
PIKICG 85471
ULK4 22170
ULK4 38848
CASZ1 65810
ULK4 193298
ULK4 K]
ULK4 245242
ULK4 28062
ULK4 141015
ULK4 263337
ULK4 17261
ULK4 58516
ULKA 236508
PIK3ICG 100281
PIRICG BEIS
ULK4 176634
ULK4 227310
ULK4 84161
IGFBP2 33507
ULK4 107767
LLK4 38426
PIK3CG BBE2T
ULK4 13538
ULK4 78358
ULK4 248301
ULK4 11450
NFE 9431
ULK4 102709
ULK4 30532
ULK4 19874
ULK4 10180
SLCE2AT 3032
ULK4 27820
PIKICG 94065
CRIP3 4183
ULK4 108892
ULK4 T2187
ULK4 241832
ULK4 107693
ULK4 215168
LKA 207818
ULKA 241125
LKA 196212
ULK4 179180
SLCZ2AT 383
ULK4 85204
ULk 109611
ULk 208723
ULK4 106178
ULK4 181347
ULK4 2433728
ULKA 161245
ULK4 239949
ULK4 22279
ULK4 253400
ULK4 48178
ULK4 3TTes
ULK4 144929
ULK4 56675
ULK4 51845
ULK4 18060
LK 141984
ULK4 6601
ULK4 138580
ULK4 148378
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Trait SNPID Chr Position Bui Allede!  Allele?  Beta se P cl D
LTA-PP  rsoBazze 3pzz 47912 8 [ 04745 00621  1.83IE-08 ULK4 ULK4 180952
LTAPP  rs9B20192 3p22 41664285 a 9 04708 00827 296608 ULK4 ULK4 114379
LTARR 6703520 3p22 41840293 ¢ g 04748 00826 215608 ULK4 ULK4 138311
LTA-FP  rsQE7E060 3p22 41960816t c 04856 00823 917E09 ULK4 ULK4 17848
LTA-PP  rs1716683 3p22 41898078 a g 04760 00824 1.7HE-08 ULK4 ULK4 80588
LTA-PP  rs8500175 3p22 41761013 1 c 04965 00816 318600 ULK4 ULK4 217851
LTA-PP  r513326005 3p22 41669946 t q -04752 00825  204E-08 ULK4 ULK4 88718
LTAPP rs8B52303 3p22 41724520t c 0483 00819 949809 ULK4 ULK4 244135
LTAPP rs784889  3p22 42003726 1 c 05166 00BB1 522608 ULKA ULK4 25062
LTAPP  rs13225723 Tq22 106203703 a g 06031 00827 126612 NA PIK3CG BO456
LTAPP rsBRI5354 3p22 41887655 a 9 05025 0OBSS  1.05E-08 ULK4 ULK4 81008
LTA-PP  rs13084436 3p22 41902541 & 1 05181 00BB1  483E.00 ULK4 ULKA 13877
LTAPP  rs04964  3p2z 42026903 & [ 04921 00866  3.18E-08 ULK4 ULK4 50239
LTA-PP  rs9B57175 3pi22 41797058t g 04772 00822 1.59E-08 ULK4 ULK4 1681606
LTAPR 53934103 3p22 41952218t c 04848 00823  977E09 ULK4 ULK4 28448
LTARP 3774372 3p22 41852418t c 04718 00825 262608 ULK4 ULK4 126248

"Direction" corresponds to order of cohorts as listed in Supplementary Table 3.



Table S5: eQTL analysis results for the index SNP in each of the 39 loci identified in the analysis of LTA BP traits
and for which eQTL data was available.

IndexSNP  Traits

rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DEP/SBP/MAP
rs13306561 DBP/SBR/MAP
rs13306561 DBP/SBR/MAP

InRefGene RefGenes60kb

MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR

NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-AS1L;CLCNG;MTHFR;NPPA;AGTRAP
PPA-ASL;CLCNG;MTHFR;NPP
PPA-ASLCLCNG;MTHFR;NPP.
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-AS1L;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-AS1L;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-ASL;CLONGMTHFR;NPPA;AGTRAP
NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP
NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP
NPPE;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP

Locus# Index/LD status
1  IndexSNP
IndexSNP
IndexSNP
IndexSNP
IndexSNP
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy({CEU-1kg)
LDproxy(CEU-H3)
LDproxy({CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)
LDproxy(CEU-H3)

R R R R R RRBRRERHRRRRRERRRRERERRRRRRRKRBRRRRRKRBRRRRBRRRRKRBRRRBRKBRRRRB /R B R &&=

r"2to
index

e R R R R N R R R R R R

1
0.97
0.97
0.97
0.97
0.97
0.7
0.97
0.97
0.97
0.97
0.97
0.97
0.87
0.97

0.947
0.347
0.947
0.347
0.947
0.853
0.853
0.853
0.853
0.853
0.853
0.713

eSNPid
513306561
rs13306561
rs13306561
rs13306561
rs13306561
52050263
rs12567136
rs7537765
rs12367136
52050265
57537763
rs12567136
rs7537765
r517037429
rs7537765
512567136
rs2050265
33753584
512567136
rs7537765
57537763
rs12567136
rs2050265
rs7537763
rs12567136
52050265
rs7537765
rs7537765
rs7537763
rs12567136
rs17037390
rs17367504
rs17037390
rs17367504
rs17037390
rs17367504
rs17037330
rs17037390
rs17367504
rs17367504
rs17367504
rs17367504
rs17367504
rs17367504
rs17037452
rs17037452
rs17037452
rs17037452
rs17037452
rs17037425
rs17037425
rs17037425
rs17037425
rs17037425
rs17037425
57553194

Tissue

Whole blood (CHARGE)

LCL (MuTHER)

Whole blood (PaxGene) in Japanese
Skin (MuTHER)

Subc adipose (MuTHER)

Whole blood (CHARGE)

Whole blood (CHARGE)

Whole blood (CHARGE)

LCL (MuTHER)

LCL [MUTHER)

LCL (MUTHER)

Monocytes

Monacytes

Monocytes
PaxGeneWholeBlood{Mehta)
Whole blood (PaxGene) inJapanese
Whole blood (PaxGene) in Japanese
Whole blood (PaxGene) in Japanese
PaxGeneWholeBlood(Mehta)
Whole blood (PaxGene) in Japanese
SchadtLiver

Skin (MuTHER)

Skin (MuTHER)

Skin (MUTHER)

Subc adipose (MuTHER)

Subc adipose (MuTHER)

Subc adipose (MuTHER)
Liver(Greenawalt)

Lymph

Dendritic cells after Mycobacetrium tube

Whole blood (CHARGE)

Whole blood (CHARGE)

LCL (MUTHER)

LCL (MUTHER)

Whole blood (PaxGene) in Japanese
Whole blood (PaxGene) in Japanese
Subc adipose (MUTHER)

Skin (MuTHER)

Subc adipose (MuTHER)

skin (MuTHER)

Liver (ScanDB)

Lymph

omental

Blood(Fehrmann et al}

LCL [MUTHER)

Whole blood (PaxGene) in Japanese
Skin (MuTHER)

Subc adipose (MUTHER)

Whole blood {CHARGE)

Whole blood (CHARGE)

LCL (MUTHER)

Whole blood (PaxGene) inJapanese
Skin (MuTHER)

Subc adipose (MuTHER)
Liver{UChicago)

LCL [MUTHER)

eSNP P
value
2.19e-72
1.91E-16
1.20E-09
2.36E-06
5.98E-06
2.21E-78
2.64E-78
3.23E-78
3.77E-19
8.49E-19
2.10E-18
3.57E-14
1.14E-13
2.33E-13
8.44E-10
1.20E-09
1.20E-09
1.20E-09
1.44E-09
2.16E-09
1.37e-07
1.44E-07
1.50E-07
3.50e-07
5.39E-07
6.63E-07
8.64E-07
1.02E-06
1.67E-06
2.41E-06
7.04E-83
2.88E-79
5.45E-18
7.40E-18
1.20E-09
1.20E-09
2.66E-07
5.16E-07
6.16E-07
7.50E-07
9.54E-07
1.54E-05
7.21E-05
1.50E-27;1.9C
6.00E-24
1.20E-09
3.72E-09
1.56E-07
1.66E-07
7.97E-95
5.98E-20
1.20E-09
1.03E-08
2.22€-08
0.00017275
2.97E-24

Chr B36pos

1

1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

ArraylD
11788391 3990477
11788391 ILMN_1734830
11783391 A_23_P400081
11788391 ILMN_1734830
11788391 ILMN_1734830
11802286 3990477
11806318 3990477
11809890 3930477
11806318 ILMN_1734830
11802286 ILMN_1734830
11809890 ILMN_1734830
11806318

11809850

11736374

11809890 ILMN_1731434
11806318 A_23_P400081
11802286 A_23_P400081
11787173 A_23_P400031
11806318 ILMN_1731434
11809890 A_23_P400081
11809850

11806318 ILMN_1734830
11802286 ILMN_1734330
11809890 ILMN_1734830
11806318 ILMN_1734830
11802286 ILMN_1734830
11809890 ILMN_1734830
11809890 10023816366
11809890 GI_12025672-A
11806318

11783430 3930477
11785365 3990477
11783430 ILMN_1734830
11785365 ILMN_1734830
11783430 A_23_P400081
11785365 A_23_P400081
11783430 ILMN_1734830
11783430 ILMN_1734830
11785365 ILMN_1734830
11785365 ILMN_1734830
11785365

11785365 GI_12025672-A
11785365 10025934633

11785365 3990477;3850136 MTHFR;AL953897.6;C

11818262 ILMN_1734830
11818262 A_23_P400081
11818262 ILMN_1734330
11818262 ILMN_1741594
11818262 60437
11752570 3930477
11792970 ILMN_1734830
11732570 A_23_P400081
11792970 ILMN_1734830
11792970 ILMN_1734830
11792970 A_24 P302374
11786736 ILMN_1734330

Transcript
MTHFR,Clorf167
MTHFR

MTHFR

MTHFR

MTHFR
MTHFR,Clorf167
MTHFR,Clorf167
MTHFR,Clorf167
MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

CLCNG

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

CLCNG6

CLCNG

MTHFR
MTHFR,Clorf167
MTHFR,Clorf167
MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

MTHFR

GPR116

CLCNG6
HS500048903

MTHFR
MTHFR
MTHFR
CLCNG
PLOD1
MTHFR,Clorf167
MTHFR
MTHFR
MTHFR
MTHFR
CLCNG
MTHFR

type of eQTL
(cis or trans)
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

Probe Probe

Beta Allele Chromosome Position
1799 G 1 11769609
0.63

18.74 G 1 11769609
1873 T 1 11769609
18.72 G 1 11769609
-0.63

0.63

0.63

0.62

19.29 A 1 11769609
18.85 G 1 11769609
-0.63

0.63

0.63

-5.23 G 1 11958130
20.66 A 1 11769609
-0.63
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"2 to eSNP P type of eQTL Probe Probe
IndexSNP Traits InRefGene RefGenes60kb Locust Index/LD status  index eSNPid Tissue value Chr B36pos ArraylD Transcript (cisortrans) Beta Allele Chromosome Position
rs13306561 DBP/SBP/MAP MTHFR NPPE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797  LCL (MuTHER) 5.44E-24 1 11815237 ILMN_1734830 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538  LCL (MuTHER] 5.56E-24 1 11819189 ILMN_1734830 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3)  0.713 rs2236797  PaxGeneWholeBlood{Mehta) 1.64E-11 1 11815237 ILMN_1731434 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2073538  Whole blood (PaxGene) in Japanese 7.49E-10 1 11819183 A_23 P400081 MTHFR cis 0.64
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797 Whole blood (PaxGene) in Japanese 1.20E-09 1 11815237 A_23_P400081 MTHFR cis -0.63
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs7553194  Whole blood (PaxGene) in Japanese 1.20E-09 1 11786736 A_23_P400081 MTHFR cis -0.63
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs7553194  skin (MuTHER) 2.04E-09 1 11786736 ILMN_1734830 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538 RNAseq(HapMapLCL)+DeepSage(blood) 3.4BE-09 1 11896602 ENST0000037659 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538  Skin (MuTHER) 3.56E-09 1 11819189 ILMN_1734830 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797  Skin (MuTHER) 3.63E-09 1 11815237 ILMN_1734830 MTHFR cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538 Whole blood (CHARGE) 1.32E-07 1 11819189 60437 PLOD1 cis -5.28 C 1 11958130
rs13306561 DBP/SBP/MAP MTHFR NPPBE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1  LDproxy(CEU-H3) 0.713 rs7553194 Whole blood (CHARGE) 1.46E-07 1 11786736 60437 PLODL cis -5.26 A 1 11958120
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797  Subcadipose (MuTHER) 1.65E-07 1 11815237 ILMN_1741594 CLCN6 cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538  Subcadipose (MUTHER) 1.75E-07 1 11819189 ILMN_1741594 CLCN6 cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797 Whole blood (CHARGE) 3.42E-07 1 11815237 60437 PLOD1 cis 510 T 1 11958130
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs7553194  Subcadipose (MuTHER) 4.13e-07 1 11786736 ILMN_1741594 CLCN6 cis
rs13306561 DEP/SBP/MAP MTHFR NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1  LDproxy(CEU-H3) 0.713 rs7553194 Lung 2.34E-06 1 11786736 100146210_TGI_: Unknown cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs7553194  Monocytes (CD14+) 1.45E-05 1 11786736 TiKVCul2UleSz47 CLCNG cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AS1;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2236797 Monocytes (CD14+) 5.10E-05 1 11815237 TiKVCul2UleS247 CLCNG cis
rs13306561 DBP/SBP/MAP MTHFR NPPBE;NPPA-ASL;CLCNG;MTHFR;NPPA;AGTRAP 1  LDproxy(CEU-H3) 0.713 rs2236797 Lymph 0.00104498 1 11815237 GI_12025672-A CLCNG6 cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3) 0.713 rs2075538 Monocytes 143E-34,1.20 1 11819189 MTHFR;CLCNG cis
rs13306561 DBP/SBP/MAP MTHFR NPPB;NPPA-AST;CLCNG;MTHFR;NPPA;AGTRAP 1 LDproxy(CEU-H3)  0.713 rs2236797  Blood({Fehrmann et al) 4.70E-45;2.3( 1 11815237 3930477;Human_MTHFR;AL953897.6;M cis
52004776 DBP/MAP AGT COGZ;AGT;CAPN3 2 IndexsNP rs2004776  Cerebellum (ScanDB) 2.19E-09 1 228913325 AGT cis
rs2004776 DBP/MAP AGT COGZ2;AGT;CAPNS 2 LDproxy(CEU-H3) 0.754 rs1326888  Cerebellum (ScanDB) 5.13E-10 1 228929783 AGT cis
rs7599598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 IndexSNP rs7399598  Lung 2.17E-09 2 96715567 100134941 TGI_ct CNNM4 cis
rs7599598 DBP FER1LS LMANZL;KIAAL310;FERILS 3 IndexSNP rs7599598  Whole blood {CHARGE) 5.38E-08 2 96715567 1190673 LMANZL cis -5.44 A 2 96735621
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 IndexSNP rs7599598  Blood(Fehrmann et al) 1.70E-04 2 96715567 1190673 LMANZL cis
rs7599598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 IndexSNP rs7593598  Bceells (CD19+) 0.0008951 2 96713567 fQbX2EuVI1IEh.|z ARIDSA cis
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 IndexSNP rs7599598  Lymph 0.00281896 2 96715567 GI_13540593-5 LMANZL cis
rs7539598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.806 rs7582249 Whole blood (CHARGE) 2.20E-09 2 96827256 1130673 LMANZL cis 5.98 A 2 96735621
rs7599598 DBP FER1LD LMANZL;KIAALZ10;FERILS 3 LDproxy(CEU-H3) 0.806 rs7582249  skin (MuTHER) 5.64E-06 2 96827256 ILMN_1755221 LMAN2L cis
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.791 rs6727384  Whole blood (Battle) 4.91E-46 2 97400324 CNNM4 cis
rs75399598 DBP FER1L5 LMAN2L;KIAA1310;FERILS 3 LDproxy(CEU-H3)  0.791 rs363470 Whole blood (CHARGE) 2.52E-09 2 96787353 1130673 LMAN2L cis 5.96 C 2 96735621
rs7599598 DBP FER1LS LMANZL;KIAAL310;FERILS 3 LDproxy(CEU-H3) 0.791 rs7608661 Whole blood (CHARGE) 3.01E-09 2 96823647 1130673 LMANZL cis 393 G 2 96733621
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.791 rs6727384  Whole blood (CHARGE) 3.03E-09 2 96764051 1190673 LMANZL cis 593 G 2 96735621
rs7599598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-H3) 0.791 rs7608661 Blood(Fehrmann et al) 5.10E-06 2 96823647 1190673 LMAN2L cis
rs7599598 DBP FER1LS LMANZL;KIAAL310;FERILS 3 LDproxy(CEU-H3) 0.791 rs7608661  Skin (MuTHER) 5.41E-06 2 96823647 ILMN_1755221 LMAN2L cis
rs7539598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.791 rs6727384  Skin (MUTHER) 5.63E-06 2 96764051 ILMN_1755221 LMAN2L cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-H3} 0.791 rs368470 Skin (MuTHER) 35.79e-06 2 96787353 ILMN_1755221 LMAN2L cis
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.791 rs7608661  Cerebellum (all samples) 1.79E-05 2 96823647 10025902983 LMANZL cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-H3} 0.791 rs368470 Lymph 0.00232082 2 96787353 GI_13540593-5 LMAN2L cis
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-H3) 0.791 rs968470 Prefrontal cortex (all samples) 3.50E-02 2 96787353 10025902983 LMANZL cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-H3) 0.791 rs7608661 omental 7.82E-09;2.2]1 2 96823647 10023820566;100 CNNM4;LMAN2LAN cis
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-1kg) 0.771 rs994430 Whale blood {CHARGE) 2.78E-09 2 96802728 1190673 LMANZL cis 5594 T 2 96735621
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-1kg) 0.771 rs354430 Skin (MuTHER) 5.66E-06 2 96802728 ILMN_1755221 LMAN2L cis
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs6730773  Lung 1.74E-09 2 96805370 100141976_TGI_c LMANZL cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs1318597 Whole blood (CHARGE) 2.40E-09 2 96826822 1190673 LMAN2L cis 597 C 2 96735621
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs6730773  Whole blood (CHARGE) 3.04E-09 2 96805370 1190673 LMANZL cis 593 G 2 96735621
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs7586317 Whole blood (CHARGE) 3.21E-09 2 96811558 1190673 LMAN2L cis 5.92 A 2 96735621
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs1318597  Skin (MuTHER} 5.64E-06 2 96826822 ILMN_1755221 LMAN2L cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs7586317  Skin (MuTHER) 5.66E-06 2 96811558 ILMN_1755221 LMAN2L cis
rs7599598 DBP FER1L5 LMANZ2L;KIAA1310;FERILS 3 LDproxy(CEU-Rel2: 0.757 rs6730773  Skin (MuTHER} 5.67E-06 2 96805370 ILMN_1755221 LMAN2L cis
rs7399598 DEP FER1LS LMAN2L;KIAAL310;FERILS 3 LDproxy(CEU-1kg) 0.735 rs6576984 Whole blood (CHARGE) 1.39-08 2 96818432 1190673 LMAN2L cis 568 T 2 96735621
rs7599598 DBP FER1LS LMAN2L;KIAA1310;FERILS 3 LDproxy(CEU-1kg) 0.735 rs6576984  Skin (MuTHER] 6.41E-06 2 96818432 ILMN_1755221  LMAN2L cis
rs7650227 PP ULK4 ULK4 4 IndexSNP rs7650227  Intestine (normal ileum) 2.98E-05 3 41794337 ULK4 cis
rs7650227 PP ULk ULK4 4 LDproxy(CEU-1kg) 1 rs1615243  Whole blood (Battle) 2.92E-150 3 41965234 ULKa cis
rs7650227 PP ULK4 ULK4 4  LDproxy(CEU-1kg) 1 rs1052501 omental 4.79e-21 3 41900402 10025919071 CTNNB1 cis
rs7650227 PP ULK4 ULKa 4 |Dproxy(CEU-1kg) 1 rs3934103  Prefrontal cortex (all samples) 1.05E-19 3 41952218 10023809218 ULK4 cis
rs7650227 PP ULK4 ULK4 4  LDproxy(CEU-1kg) 1 rs3934103 Parietal lobe (ScanDB) 5.85E-17 3 41952218 ULK4 cis
rs7650227 PP ULk ULK4 4 LDproxy(CEU-1kg) 1 rs1716642  Parietal lobe (ScanDB) 6.48E-17 3 41940869 ULKa cis
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Parietal lobe (ScanDB)
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Beta Allele Chromosome Position
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Tissue

Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Peripheral artery plaque
Lung

Visual cortex (all samples)
Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)

Liver (ScanDB)
Peripheral artery plague
Liver (ScanDB)
Liver(Greenawalt)

Hippocampus (CA1, n=61; Kim et al.}

Liver (ScanDB)
Liver (ScanDB)
ER+ breast tumor cells

eSNP P
value
5.61E-15
5.61E-15
5.61E-15
9.06E-14
9.75E-14
4.326-13
5.57E-13
6.22E-13
7.34E-13
9.19E-13
9.88E-13
1.47E-12
3.08E-12
3.08E-12
3.91E-12
4.02E-12
7.81E-12
1.06E-11
1.24E-11
1.25E-11
1.31E-11

Normal dendritic cells (before Mycobacte 1.77E-11

ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells

RNAseq(HapMapLCL)+DeepSage(blood)

ER+ breast tumor cells

Liver (ScanDB)
BeellsTransformed_HapMapCEU
ER+ breast tumor cells

Liver (ScanDB)

ER+ breast tumor cells

ER+ breast tumor cells

Liver (ScanDB)

ER+ breast tumor cells

ER+ breast tumor cells

ER+ breast tumor cells

ER+ breast tumor cells

Liver (ScanDB)

Liver (ScanDB)

prefrontal cortex (Alzheimer's)
LCL

LcL

Liver (ScanDB)

LCL

Cerebellum (Huntington's)
Cerebellum (normal samples)
Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)
Prefrontal cortex (Huntington's)
Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)

1.95E-11
2.66E-11
2.66E-11
2.66E-11
2.66E-11
2.66E-11
2.87E-11
4.77E-11
5.17E-11
5.62E-11
5.99E-11
9.91E-11
1.02E-10
1.09E-10
1.15E-10
3.48E-10
3.93E-10
7.4A4E-10
7.44E-10
7.A4E-10
9.63E-10
6.65E-09
7.60E-09
2.70E-08
3.90E-08
4.07E-08
7.90E-08
9.936-07
1.1088E-05
2.98E-05
2.98E-05
2.98E-05
3.61E-05
3.85E-05
4.60E-05
4.60E-05
4.60E-05

3

Chr Bi6pos ArraylD Transcript
41959892 ULK4
41971140 ULk
419383854 ULKa

W W W N W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W

41833735 100160459 TG|_& ULK4
41799560 100149945_TG|_& ULK4
41352218 10023809218 ULK4

41971140 ULK4
41975330 ULK4
41724529 ULK4
41761013 ULK4
41952218 ULK4
41925010 ULK4
41830620 ULK4
41826722 ULK4
41736832 100149945_TGI_: ULK4
41830288 ULK4
41900402 10023809218 ULK4
41981450 232206_at ULK4
41739304 ULK4
41799560 ULK4
41928854 ULK4
41925010 ULK4
41852418 uLk4
41900305 ULK4
41915452 ULK4
41956454 ULK4
41971140 uLka
41833735 ULK4
41959892 ULK4
41851718 ENST0000030183 ULK4
41889946 ULK4
41835486 ULK4
41956454 2670619 in 26704 ULK4
41837649 ULK4
41802030 ULK4
41785368 ULK4
41770845 ULK4
41905223 ULK4
41797712 ULK4
41761013 ULK4
41763496 ULK4
41736832 ULK4
41770845 ULK4
41859754 ULK4

41802030 10023809218 ULk
41971140 231149 s at ULK4
41300402 231149_s_at ULka

41872436 ULK4
41935010 231149_s_at ULKa

41802030 10025919071 CTNNBL
41734529 10025919071 CTNNB1
41760835 ULK4
41786009 ULk
41764300 ULk
41853161 ULK4
41300402 10023809218 ULka
41925398 ULK4
41930219 ULKa
41855284 ULK4

type of eQTL
(cis or trans)
cis
cis
cis
cis
trans
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

Probe

Probe

Beta Allele Chromosome Position
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IndexSNP
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227
rs7650227

Traits

InRefGene RefGenes60kb

ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULK4
ULk
ULka
ULk4
ULk
ULK4
ULK4
ULKa
ULk4
ULk
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULk4
ULk
ULK4
ULk
ULK4
ULk
ULka
ULK4
ULk
ULk4
ULk
ULK4

ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4
ULK4

rm2to

Locus# Index/LD status  index

4

BB R R R R R R R R R B R R ER R R BERRRRBEBRRBRRBEBRRREREBRRBRERBEBRRBRRBEBERBRREERBRR B R R BB

LDproxy(CEU-1kg) 1
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-Rel2:
LDproxy(CEU-1kg)
LDproxy(CEU-1kg)
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2:
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.861
LDproxy(CEU-Rel2: 0.86:
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.857
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812
LDproxy(CEU-1kg) 0.812

=

eSNPid
rs6796210
rs9857175
rs1994157
rs9852303
rs1615243
rs1716984
rs2272007
rs2128835
rs1716975
rs9847006
rs10212536
rs6599167
rs10510731
rs4299460
rs17214945
rs17214987
rs17218264
rs17283929
rs17218103
rs17218264
rs17215183
rs17214945
rs17215589
rs17218103
rs17214945
rs17283677
rs17215183
rs17215589
rs17218103
rs17218264
rs10510731
rs794854
rs7634985
rs13087502
rs794854
rs7634985
rs13087502
rs13087502
rs809330
rs7652506
rs939561
rs7629767
rs10510732
rs939561
rs7629767
rs809930
rs7652506
rs7652506
rs10510732
rs17284313
rs17284472
rs17284313
rs10510732
rs17284472
rs809930
rs10510732
rs17284313
rs10510732
rs17284472

Tissue

Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)
Visual cortex (all samples)
Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)
Intestine (normal ileum)

Prefrontal cortex (normal samples)

Lung

omental

Visual cortex (Alzheimer's)
Lung

Lung

ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
Liver (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Cerebellum (ScanDB)
ER+ breast tumor cells
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Liver (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
ER+ breast tumor cells
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
SubCutAdipose(Greenawalt)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
ER+ breast tumor cells
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
Parietal lobe (ScanDB)
ER+ breast tumor cells
Liver (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)
Cerebellum (ScanDB)

eSNP P
value
4.60E-05
4.60E-05
5.68E-05
5.95E-05
6.89E-05
6.89E-05
6.89E-05
7.22E-05
1.83E-03
<2E-16
6.93E-17;4.7¢
3.11E-08
1.40E-14
1.47E-14
2.69E-11
2.69E-11
2.69E-11
2.69E-11
5.14E-11
7.13E-11
1.21E-10
1.24E-10
1.27E-10
1.36E-10
3.47E-10
3.55E-10
4.01E-10
4.05E-10
4.20E-10
4.54E-10
4.74E-10
1.63E-16
1.73E-16
1.78E-16
1.45E-13
1.56E-13
1.61E-13
1.55E-10
5.10E-15
6.85E-15
7.69E-15
7.83E-15
1.06E-14
5.72E-12
6.08E-12
6.19E-12
7.19E-12
1.07E-11
2.69E-11
2.69E-11
2.69E-11
7.62E-11
7.64E-11
7.64E-11
9.77E-11
1.11E-10
4.41E-10
4.42E-10
4.42E-10

Chr Bi6pos ArraylD

3

W W W N W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W W

41851718
41822054
41897482
41734529 10023829862
41965234
41365532
41996136
41862873
41935010 10023809218

Transcript
ULK4
ULk
ULKa
AK022066
ULka
ULK4
ULk
ULKa
ULK4

41730363 100125684_TGI_: Unknown

41802030 10023809218;100 ULK4;AK022066

41725264 10023809218

ULk

41828314 100160459_TG|_: ULK4
41927449 100311250 TGI_& ULK4

41783664
41783485
41950851
41916502
41918728
41950851
41787338
41783664
41806207
41918728
41783664
41301152
41787338
41806207
41918728
41950851
41828314
42007487
41994569
41990114
42007487
41394569
41990114
41390114
42040009
42035239
42032105
42018513
41382343 10023809218
42032105
42018513
42040009
42035239
42035239
41982343
41361791
41971308
41361791
41982343
41971308
42040009
41982343
41961791
41982343
41371308

ULKa
ULK4
ULk
ULk
ULK4
ULKa
ULK4
ULk
ULk
ULK4
ULKa
ULK4
ULk
ULk
ULK4
ULKa
ULK4
ULk
ULk
ULK4
ULKa
ULK4
ULK4
ULka
ULK4
ULKa
ULK4
ULk
ULK4
ULk
ULk
ULK4
ULka
ULK4
ULKa
ULK4
ULk
ULK4
ULk
ULk
ULK4
ULka
ULK4
ULKa
ULK4

type of eQTL
(cis or trans)
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

Probe Probe
Beta Allele Chromosome Position
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"2 to eSNP P type of eQTL Probe Probe
IndexSNP  Traits InRefGene RefGenes60kb Locust Index/LD status  index eSNPid Tissue value Chr Bi6pos ArraylD Transcript (cisortrans) Beta Allele Chromosome Position
rs7650227 PP ULK4 ULK4 4 LDproxy(CEU-1kg) 0.812 rs10510732 Stomach 8.32E-10 3 41982343 100311250 ULK4 cis
rs7650227 PP ULk ULK4 4 LDproxy(CEU-1kg) 0.812 rs10510732 Cerebellum (Alzheimer's) 5.26E-02 3 41982343 10023829862 AK022066 cis
rs7650227 PP ULka ULK4 4 LDproxy(CEU-1kg) 0.762 rs794899 LcL 1.30E-07 3 42003726 231149_s_at ULKa cis
rs7650227 PP ULK4 ULK4 4 LDproxy(CEU-1kg) 0.761 rs12635286 Parietal lobe (ScanDB) 7.75E-15 3 42026840 ULK4 cis
rs7650227 PP ULk ULK4 4 LDproxy(CEU-1kg) 0.761 rs12635286 Cerebellum {(ScanDB) 6.72E-12 3 42026840 ULka cis
rs7650227 PP ULK4 ULK4 4 LDproxy(CEU-1kg) 0.761 rs12635286 Liver(ScanDB) 1.85E-08 3 42026840 ULK4 cis
rs7650227 PP ULk ULK4 4 LDproxy(CEU-1kg) 0.761 rs12635286 Liver{Greenawalt) 1.76E-07 3 42026840 10025919071 CTNNB1 cis
rs7650227 PP ULK4 ULK4 4 LDproxy(CEU-1kg) 0.761 rs12635286 Cerebellum (Alzheimer's) 2.92E-05 3 42026840 10025919071 CTNNB1 cis
rs7733331 SBP NA NPR3 5 LDproxy(CEU-Rel2: 0.967 rs12656497 Lung 1.67E-07 5 32867696 100142475 TGI_c¢ NPR3 cis
rs7733331 SBP NA NPR3 5 LDproxy(CEU-Rel2: 0.84 rs1173766 Lung 7.02E-08 5 32840285 100303563_TGI_t NPR3 cis
rs7733331 SBP NA NPR3 5  LDproxy(CEU-H3) 0.784 rs1173756 Lung 1.91E-08 E 32825609 100145622 TGI_:¢NPR3 cis
rs7733331 SBP NA NPR3 5 LDproxy(CEU-1kg) 0.781 rs1173743  Primary PHA-stimulated T cells (GenCord 5.68E-07 5 32775047 ENSG00000056097.1C cis 0.36
rs198823 DBP NA HIST1H1E;HISTIHIT;HISTIH2BD;HIST1H2BC;HFE;H 6 IndexSNP rs198823 Cerebellum 5.54E-21 6 26230912 ILMN_2075334 HIST1H4C cis
rs198823 DBP NA HIST1H1E;HISTIHIT;HISTIH2BD;HISTIH2BC;HFE;H 6 IndexSNP rs198823 Whole blood {CHARGE) 1.30E-15 6 26230912 2970019 HIST1H4AH cis -7.99 G 6 26393396
rs198823 DBP NA HIST1H1E;HISTIHIT;HISTIH2BD;HISTIH2BC;HFE;H 6 IndexSNP rs198823 Temporal cortex 2.59E-13 6 26230912 ILMN_2075334 HIST1HAC cis
rs198823 DEP NA HISTIH1E;HISTIHIT;HISTIH2BD;HISTIH2BC,HFE(H 6 IndexSNP rs198823 Liver{UChicagao) 0.02226068 6 26230912 A 23 P395374 HISTIH4D cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 IndexSNP rs10948071 Whaole blood {CHARGE) 6.44E-09 6 43388691 7050040 ZNF318 cis -5.81 C 6 43412137
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 IndexSNP rs10948071  LCL (MUTHER) 1.82E-06 6 43388691 ILMN_1694711 MAD2L1BP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 IndexSNP rs10948071 Skin (MuTHER) 2.36E-05 6 43388691 ILMN_1634711 MAD2L1EP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416 Whole blood (Battle) 4.88E-53 6 43273604 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7 LDproxy(CEU-1kg) 1 rs1574430 Whole blood (CHARGE) 2.71E-16 6 43377007 50192 ZNF318 cis -8.19 A 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416  Whole blood (CHARGE) 2.83E-16 6 43381582 50193 ZNF318 cis -8.18 A 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2469 Whole blood (CHARGE) 4.13E-16 6 43407301 50193 ZNF318 cis -8.13 C 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy(CEU-1kg) 1 rs1574430 Intestine (normalileum) 5.70E-14 6 43269023 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 1 rs2841648 Intestine (normalileum) 5.70E-14 6 43269179 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416 Intestine (normalileum) 1.37E-13 6 43273604 CRIP2 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416  Blood(Fehrmann et al) 5.90E-06 6 43381582 50193 ZNF318 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2469 Blood(Fehrmann et al} 5.30E-06 6 43407301 50193 ZNF318 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy(CEU-1kg) 1 rs2463 Skin (MuTHER) 1.11E-05 6 43407301 ILMN_1694711 MAD2L1EP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2841648  Skin (MuTHER) 1.46E-05 6 43377157 ILMN_1694711 MAD2L1BP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7 LDproxy(CEU-1kg) 1 rs1574430  Skin (MuTHER) 1.46E-05 6 43377007 ILMN_1694711 MAD2L1EP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416  Skin (MuTHER) 1.97E-05 6 43381582 ILMN_1694711 MAD2L1BP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2841648  LCL (MUTHER) 2.12E-05 6 43377157 ILMN_1683279  PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 1 rs1574430  LCL (MUTHER) 2.13E-05 6 43377007 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416  LCL (MuTHER) 2.27E-05 6 43381582 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7 LDproxy(CEU-1kg) 1 rs2463 LCL (MUTHER) 2.74E-05 6 43407301 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 1 rs2469 Lymph 0.00015064 & 43407301 GI_37552195-5 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 1 rs2242416  Liver{UChicago) 0.00071416 6 43381582 A_23_P156562 CRIP3 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 1 rs24639 Liver(Greenawalt) 1.75E-06;2.27 & 43407301 10025306643;100 SLC22A7;SLC22A7 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2125738  Whole blood (CHARGE) 1.78E-18 6 43435728 50193 ZNF318 cis -8.77 A 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs2125737 Whole blood (CHARGE) 1.53E-16 6 43435514 50192 ZNF318 cis -8.25 C 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs4714677 Whole blood (CHARGE) 1.53E-16 6 43435017 50193 ZNF318 cis -8.25 G 6 43411954
rs10948071 PP NA TTBKLCRIP3;SLC22AT;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs9363407 Whole blood (CHARGE) 1.53E-16 6 43435353 50192 ZNF318 cis -8.25 A 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs9381237 Whole blood (CHARGE) 1.53E-16 6 43428388 50193 ZNF318 cis -8.25 T 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2841642 Whole blood (CHARGE) 1.66E-16 6 43410263 50193 ZNF318 cis -8.24 G 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2254303  Intestine (normal ileum) 5.70E-14 6 43276350 CRIP3 cis
rs10943071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2125738 Monocytes 4.97E-12 6 43435728 ZNF318 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs3381237  Blood(Fehrmann et al) 2.50E-06 6 43428338 50193 ZNF318 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2254303  Skin (MuTHER} 1.29E-05 6 43384368 ILMN_1694711 MAD2L1BP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs2125737  LCL (MuTHER] 1.59E-05 6 43435514 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs9369407  LCL (MuTHER) 1.59E-05 6 43435353 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBKLCRIP3;SLC22AT;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs4714677  LCL (MUTHER) 1.59E-05 6 43435017 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2841642  LCL (MuTHER] 1.63E-05 6 43410263 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs9381237  LCL (MUTHER) 1.63E-05 6 43428388 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2125738  LCL (MuTHER] 1.97E-05 6 43435728 ILMN_1683279 PEX6 cis
rs10943071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2254303  LCL (MuTHER) 2.39E-05 6 43384368 ILMN_1683279 PEX6 cis
rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs3369407  skin (MUTHER) 2.98E-05 6 43435353 ILMN_1694711 MAD2L1EP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2125737  Skin (MuTHER} 2.98E-05 6 43435514 ILMN_1694711 MAD2L1BP cis
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs4714677  Skin (MuTHER) 2.98E-05 6 43435017 ILMN_1694711 MAD2L1EP cis
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rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 0.965 rs2841642  Skin (MuTHER) 3.15E-05 6 43410263 ILMN_1694711 MAD2L1EP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs9381237  Skin (MuTHER) 3.15E-05 6 43428388 ILMN_1694711 MAD2L1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2125738  Skin (MUTHER) 3.27E-05 6 43435728 ILMN_1634711 MAD2L1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-1kg) 0.965 rs2254303  Lymph 0.00025613 & 43384368 GI_37552195-5 CRIP3 cis

rs10943071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.931 rs3369408 Whole blood (CHARGE) 1.72E-16 6 43440164 50193 ZNF318 cis -8.24 C 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-1kg) 0.931 rs3363408  Skin (MuTHER) 6.63E-06 6 43440164 ILMN_1694711 MAD2L1EP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-1kg) 0.931 rs9369408  LCL (MuTHER] 1.72E-05 6 43440164 ILMN_1683279 PEX6 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: 0.832 rs2396002  LCL (MUTHER) 5.60E-07 6 43367990 ILMN_1634711 MAD2L1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-Rel rs2396002  Whole blood {CHARGE) 5.68E-07 6 43367930 7050040 ZNF318 cis -5.00 C 6 43412137
rs10943071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Re rs2396002  Skin (MuTHER) 8.40E-06 6 43367990 ILMN_1694711 MAD2L1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-Rel2: 0.828 rs2841647 Whole blood (CHARGE) 3.05E-16 6 43377157 50192 ZNF318 cis -8.17 C 6 43411954
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: 0.828 rs2841647  Skin (MuTHER) 1.15E-05 6 43377158 ILMN_1694711 MAD2L1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs2841647  LCL (MUTHER) 2.68E-05 6 43377158 ILMN_1683279 PEX6 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy({CEU-Rel2: rs4398731  Liver(Greenawalt) 1.26E-28 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs6901866  Monocytes 1.18E-26 6 43368638 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-RelZ: rs4398731  Visual cortex (all samples) 2.69E-25 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs4398731  omental 4.72E-23 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs4398731  SubCutAdipose|{Greenawalt) 6.30E-19 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy(CEU-Rel2: rs6901866  Whole blood {CHARGE) 5.81E-18 6 43368038 7050040 ZNF318 cis -8.64 C 6 43412137
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs16896398 Whole blood (CHARGE) 8.93E-18 6 43370682 7050040 ZNF318 cis -8.59 T 6 43412137
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-Rel2: rs4398731  Whole blood {CHARGE) 1.55E-17 6 43387699 7050040 ZNF318 cis -8.52 A 6 43412137
rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-Rel2: rs4398731  Prefrontal cortex (normal samples) 8.53E-17 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs4398731  Whole blood (PAX) in breast cancer survi' 6.97E-11 6 43387699 6200307 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy(CEU-Rel2: rs4398731  Intestine (normal ileum) 5.10E-10 6 43279721 CRIP3 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs4398731  Cerebellum (Huntington's) 8.76E-10 6 43387699 10025905145 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-RelZ: rs4398731  Liver(Schroder) 1.82E-09 6 43387699 ZNF318 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs4398731  Lymph 3.44E-08 6 43387699 GI_37552195-5 CRIP3 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs6901866  LCL (MUTHER) 1.72E-05 6 43368638 ILMN_1634711 MAD2L1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy(CEU-Rel2: rs4398731  Teells 1.83E-05 6 43387699 PTK7 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs6901866  Skin (MuTHER) 2.15E-05 6 43368638 ILMN_1694711 MAD2L1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-Rel2: rs4398731  LCL (MUTHER) 2.20E-05 6 43387699 ILMN_1694711 MAD2L1EP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs4398731  Skin (MuTHER) 2.97E-05 6 43387699 ILMN_1694711 MAD2L1BP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy(CEU-Rel2: rs4398731  Blood(Fehrmann et al) 5.10E-20;1.0( & 43387699 50193;7210484 7ZNF318;RP3-330M21 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7;ZNF318 7 LDproxy(CEU-Rel2; rs2279087  Whole blood (CHARGE) 1.73E-17 6 43407036 7050040 ZNF318 cis -8.31 G 6 43412137
rs10948071 PP NA TTBK1;CRIP3;SLC22AT;ZNF318 7 LDproxy({CEU-Rel2: rs2279087  Intestine (normal ileum) 4.60E-10 6 43299058 CRIP3 cis

rs10948071 PP NA TTBK1;CRIP3;SLC22AT7;ZNF318 7  LDproxy(CEU-RelZ: rs2273087  LCL (MUTHER) 1.75E-05 6 43407036 ILMN_1694711 MAD2L1EP cis

rs10948071 PP NA TTBK1;CRIP3;SLC22A7,ZNF318 7 LDproxy({CEU-Rel2; rs2279087  skin (MuTHER) 2.70E-05 6 43407036 ILMN_1694711 MADIL1EP cis

rs12244342 DBP C100rf107 C100rf107 9 LDproxy(CEU-1kg) 1 rs2393833  Liver(ScanDB) 8.10E-07 10 63115322 SGTA cis

rs12244342 DBP C100rf107 Cl0orf107 El LDproxy(CEU-1kg) 1 rs12246717 Liver(ScanDB) 9.34E-07 10 63129183 SERPIND1 cis

rs12244342 DBP C100rf107 C100rf107 9 LDproxy(CEU-1kg) 1 rs2393833  Blood 0.0000286 10 63115322 H5G00268758 LOC219790 cis

rs7070797 SBP NA C100rf107 9  LDproxy(CEU-Rel2; 0.786 rs10509158 Adipose 0.0000037 10 63177675 HSGD0269025  NM_1735354 cis

rs2166122 MAP C100rf107 C100rf107 9 LDproxy(CEU-Rel2: 0.778 rs2588918  EndometrialTumor 0.00379818 10 63195030 C10orf107 cis

rs2166122 MAP C100rf107 C100rf107 9  LDproxy(CEU-Rel2: 0.734 rs373237 Liver (ScanDB) 5.92e-07 10 63195307 FUCAL cis

rs2166122 MAP C100rf107 C100rf107 9  LDproxy(CEU-Rel2: 0.734 rs973237 Prefrontal cortex (Alzheimer's) 9.15E-05 10 63195307 10025902662 C100rf107 cis

rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10  IndexSNP rs2681472  Whole blood (CHARGE) 1.83E-15 12 88533090 7320717 WDR51B cis 795 G 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 IndexSNP rs2681472  Liver (ScanDB) 3.74E-07 12 88533090 LOC100131662 cis

rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 IndexSNP rs2681472  Blood(Fehrmann et al) 2.20E-08;2.2( 12 88533090 6650035;7320717 ;WDR51B;ATP2B1 cis

rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10  LDproxy(CEU-1kg) 1 rs11105368 Whole blood (CHARGE) 3.36E-15 12 88538572 7320717 WDR51B cis 787 C 12 884396046
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10  LDproxy(CEU-1kg) 1 rs11105364 Whole blood (CHARGE) 3.80E-15 12 88593407 7320717 WDR51B cis 7.86 G 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-1kg) 1 rs11105354 Whole blood (CHARGE) 3.82E-15 12 88550654 7320717 WDR51E cis 786 G 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10  LDproxy(CEU-1kg) 1 rs17249754 Whole blood (CHARGE) 4.81E-15 12 88584717 7320717 WDR51B cis 7.83 A 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-1kg) 1 rs12579302 Whole blood (CHARGE) 5.09E-15 12 88574634 7320717 WDR51E cis 782 G 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-Rel2: 1 rs12230074 Whole blood (CHARGE) 5.11E-15 12 88614998 7320717 WDR51B cis 782 G 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-Rel2: 1 rs11105378 Whole blood ([CHARGE) 7.12E-15 12 88614872 7320717 WDR51B cis 778 T 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-Rel2: 0.92 rs2681492 Whole blood (CHARGE) 7.76E-13 12 88537220 7320717 WDR51B cis 717 C 12 88439646
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-Rel2: 0.92 rs2681492  Liver (ScanDB) 3.15E-07 12 88537220 LOC100131662 cis

rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-Rel2 0.92 rs2681432 Blood({Fehrmann et al) 2.10E-08;5.9( 12 88537220 6650033;7320717 ;WDR51B;ATP2B1 cis

rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-1kg) 0.915 rs4842666 Whole blood (CHARGE) 3.74E-07 12 88465680 7160609 WDR51B cis -5.08 C 12 88337954
rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10 LDproxy(CEU-1kg) 0.915 rs4842666 Monocytes (CD14+) 4.35E-05 12 38465680 SN1yRYIGR8p).5v GALNT4 cis
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rs2681472 DBP/SBP/MAP ATP2B1 ATP2B1 10  LDproxy(CEU-H3) 0.805 rs11105328 Moanocytes (CD14+) 5.41E-05 12 88466521 SN1yRYIGR8p).5v GALNT4 cis

rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs3184504  Liver(Greenawalt) 4.63E-26 12 110368991 10023848139 ALD49919 cis

rsd766578 SBP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs4766578  Whole blood (CHARGE) 5.62E-20 12 110388754 6560301 SH2B3 cis 815 T 12 110373489
rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs3184504  Whole blood {CHARGE) 5.02E-19 12 110368991 6560301 SH2B3 cis 891 T 12 110373489
rs3184504 DBP/MAP 5H2B3 ATXNZ;5H2B3 11  IndexSNP rs3184504  Visual cortex (Huntington's) 1.75E-12 12 110368991 10023848133 ALD43319 cis

rs3184504 DBP/MAP SH2B3 ATXN2;5H2B3 11  IndexSNP rs3184504  Prefrontal cortex (normal samples) 7.00E-11 12 110368991 10023848139 AL049919 cis

rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs3184504  Whaole blood {CHARGE) 2.00E-07 12 110368991 7570673 UPP1 trans 520 T 7 48114477
rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs3184504  Blood({Fehrmann et al) 3.50E-07 12 110368391 6560301 SH2B3;ATXN2 cis

rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11  IndexSNP rs3184504  Blood 0.0002037 12 110368991 HSG00276844 FU21127 cis

rs4766578 SBP 5H2B3 ATXNZ;5H2B3 11 LDproxy(CEU-Rel2: 1 rs10774625 Whole blood (CHARGE) 8.15E-20 12 110394602 6560301 5H2B3 cis 911 A 12 110373489
rs3184504 DBP/MAP SH2B3 ATXNZ;5H2B3 11 LDproxy(CEU-Rel2: 1 rs653178 Whole blood {CHARGE) 1.68E-19 12 110492139 6560301 SH2B3 cis 9.03 C 12 110373489
rs4766578 SBP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-Rel2: 1 rs10774625 Whole blood (CHARGE) 3.56E-08 12 110394602 2070170 UBE2L6 trans 551 A 1 57075756
rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-Rel2: 1 rs653178 Cerebellum (all samples) 9.56E-08 12 110492139 10023848133 AL043319 cis

rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-Rel2: 1 rs653178 Whole blood {CHARGE) 4.37e-07 12 110492139 7570673 UPP1 trans 5.05 C 7 48114477
rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-Rel2. 1 rs653178 Blood(Fehrmann et al} 2.20E-07;9.8( 12 110492139 6560301;840253 SH2B3;ATXNZ;ALDHZ cis

rs4766578 SBP SH2B3 ATXNZ;5H2B3 11 LDproxy(CEU-1kg) 0.967 rs3184504  Liver{Greenawalt) 4.63E-26 12 110368991 10023848139 AL049919 cis

rs3184504 DBP/MAP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-1kg) 0.967 rs4766578 Whole blood (CHARGE) 5.62E-20 12 110388754 6560301 SH2B3 cis 915 T 12 110373489
rs4766578 SBP SH2B3 ATXNZ;SH2B3 11  LDproxy(CEU-1kg) 0.967 rs3184504 Whole blood (CHARGE) 5.02E-19 12 110368991 6560301 SH2B3 cis 891 T 12 110373489
rs4766578 SBP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-1kg) 0.967 rs3184504  Visual cortex (Huntington's) 1.75E-12 12 110368991 10023848133 ALD43319 cis

rs4766578 SBP SH2B3 ATXNZ;SH2B3 11  LDproxy(CEU-1kg) 0.967 rs3184504  Prefrontal cortex (normal samples) 7.00E-11 12 110368991 10023848139 ALD49919 cis

rs4766578 SBP SH2B3 ATXNZ;5H2B3 11 LDproxy(CEU-1kg) 0.967 rs3184504 Whole blood (CHARGE) 2.00E-07 12 110368991 7570673 UPP1 trans 520 T 7 48114477
rs4766578 SBP SH2B3 ATXNZ;SH2B3 11 LDproxy(CEU-1kg) 0.967 rs3184504  Blood{Fehrmann et al} 3.50E-07 12 110368991 6560301 SH2B3;ATXN2 cis

rs4766578 SBP SH2B3 ATXNZ2;SH2B3 11  LDproxy(CEU-1kg) 0.967 rs3184504 Blood 0.0002037 12 110368391 HSG00276844 FU21127 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;,MPI 12 IndexSNP rs11072518 Whole blood {CHARGE) 1.57E-34 15 73021663 4480132 ULK3 cis 1226 T 13 72315933
rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 omental 1.11E-13 15 73021663 10023814330 MPI cis

rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 Subcadipose (MUTHER) 8.68E-09 15 73021662 ILMN_1679495 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 Lymph 8.12E-08 15 73021663 GI_4505234-5 MPI cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12 IndexSNP rs11072518  LCL (MUTHER) 5.27E-07 15 73021663 ILMN_1761262 MPI cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;,MPI 12 IndexSNP rs11072518 Skin (MuTHER) 7.69E-07 15 73021663 ILMMN_1673435 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 Bceells (CD19+) 3.32E-06 15 73021663 ubt12tlW7_Z_FOCSK cis

rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 Prefrontal cortex {Alzheimer's) 3.32E-04 15 73021662 10023814330 MPI cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 IndexSNP rs11072518 Monocytes (CD14+) 0.000374 15 73021663 r_tdN3VF1vV3g\ ULK3 cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12 IndexSNP rs11072518 Blood({Fehrmann et al) 1.90E-27;7.9C 15 73021663 3170239;4480132 CSK;ULK3;COX5A;5C/ cis

r511072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12  LDproxy(CEU-Rel2: 0.861 rs3765066 Whole blood (CHARGE) 5.35E-45 15 72927307 4480132 ULK3 cis 14.07 G 13 72915933
rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.861 rs3765066  LCL in asthmatics (Liang 1kg) 1.06E-23 15 72927307 202472_at MPI cis

rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.861 rs3765066 Subcadipose (MuTHER) 1.16E-09 15 72927907 ILMN_1679495 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12  LDproxy(CEU-Rel2: 0.861 rs3765066  Skin (MuTHER) 1.15E-08 15 72927907 ILMN_1679495 ULK3 cis

511072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12 LDproxy(CEU-Rel2: 0.861 rs3765066 Lung 1.32E-07 15 72927307 100151075_TGI_& ULK3 cis

r511072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12  LDproxy(CEU-Rel2: 0.861 rs3765066  Bcells (CD13+) 4.65E-07 15 72927907 ubtl12tlW7 Z FOCSK cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.861 rs3765066  LCL (MuTHER) 4.26E-06 15 72927907 ILMN_1761262 MPI cis

rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.77 rs8042634 Whole blood (CHARGE) 2.10E-47 15 73012468 4480132 ULK3 cis 1446 G 15 72915933
rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.77 rsB042694  Subcadipose (MuTHER) 3.46E-12 15 73012468 ILMN_1679495 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.77 rs8042694  LCL (MuTHER] 4.95e-08 15 73012468 ILMN_1761262 MPI cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.77 rs8042694  Skin (MuTHER) 6.16E-07 15 73012468 ILMN_1679435 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12 LDproxy(CEU-H3) 0.77 rs8042694  Lymph 1.02E-05 15 73012468 GI_4505234-5 MP1 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.77 rs8042694 Cerebellum (all samples) 9.88E-05 15 73012468 10025904895 Ci50rf17 cis

rs11072518 SBP/MAP NA SCAMP5;COX5A;RPP25;C150rf17;MP1 12 LDproxy(CEU-H3) 0.754 rs6435126 Monocytes 4.69E-54 15 72962079 ULK3 cis

r511072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12  LDproxy(CEU-H3) 0.754 rs8031937 Whole blood (CHARGE) 4.20E-48 15 72968174 4480132 ULK3 cis 14.57 A 13 72915933
rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495126 Whole blood (CHARGE) 4.69E-48 15 72962079 4480132 ULK3 cis 14.57 A 15 72915933
rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495127 Whole blood (CHARGE) 5.76E-48 15 72981542 4480132 ULK3 cis 1455 C 15 72915933
rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs8031937  LCLin asthmatics (Liang 1kg) 4.58E-23 15 72968174 202472_at MPI cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495126  LCLin asthmatics (Liang 1kg) 5.33E-23 15 72962079 202472 at MPI cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs7497201  LCLin asthmatics (Liang 1kg) 2.74E-22 15 72977743 202472_at MPI cis

rs11072518 SBP/MAP NA SCAMPS5;COX5A;RPP25;C150rf17;MP1 12 LDproxy(CEU-H3) 0.754 rs8031937 Subcadipose (MUTHER) 2.11E-12 15 72968174 ILMN_1679435 ULK3 cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495126 Subcadipose (MUTHER) 2.18E-12 15 72962079 ILMN_1679495 ULK3 cis

rs11072518 SBP/MAP NA SCAMP5;COX5A;RPP25;C150rf17;MP1 12 LDproxy(CEU-H3) 0.754 rs6495127 Subcadipose (MuTHER) 2.66E-12 15 72981543 ILMN_1679435 ULK3 cis

r511072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495127 Whole blood (Battle) 3.91E-11 15 75134430 COX3A cis

rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495126 Cerebellum (all samples) 3.89E-10 15 72962079 10023814330 MPI cis

rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 LDproxy(CEU-H3) 0.754 rs6495126  Visual cortex (normal samples) 2.40E-08 15 72962079 10025927424 ULK3 cis
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IndexSNP  Traits

rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
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rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
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rs11072518 SBP/MAP
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rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SEP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SEP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP
rs11072518 SBP/MAP

InRefGene RefGenes60kb

SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25:C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI

NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA

SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COXSA;RPP
SCAMPS;COX5A;RPP
SCAMPS;COXSA;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COXSA;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
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SCAMPS;COX5A;RPP25;C150rF17;MPI
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SCAMPS;COXSA;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COXSA;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COXSA;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17:MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COXSA;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17:MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COXSA;RPP25;C150rf17;MPI
SCAMPS;COX5A;RPP25;C150rF17;MPI
SCAMPS;COX5A;RPP25;C150rf17;MPI

Locus# Index/LD status
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy{CEU-1kg)
12 LDproxy(CEU-1kg)
12 LDproxy(CEU-1kg)
12 LDproxy(CEU-1kg)
12 LDproxy(CEU-1kg)
12 LDproxy{CEU-1kg)
12 LDproxy(CEU-Rel2:
12 LDproxy(CEU-Rel2:
12 LDproxy(CEU-H3)
12 LDproxy(CEU-Rel2:
12 LDproxy{CEU-Rel2:
12 LDproxy(CEU-Rel2:
12 LDproxy(CEU-Rel2:
12 LDproxy(CEU-H3)
12 LDproxy(CEU-Rel2:
12 LDproxy{CEU-Rel2:

12 LDproxy(CEU-Rel2:

12 LDproxy(CEU-Rel2:
12 LDproxy{CEU-Rel2:
12 LDproxy(CEU-H3)

rm2to
index
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.754
0.751
0.751
0.75
0.75
0.75
0.75
0.75
0.75
- 0.735
" 0.735
0.733
" 0.733
° 0.733
- 0.733
" 0.733
0.733
- 0.733
° 0.733
733
" 0.733
- 0.732
0.733

12 LDproxy{CEU-Rel2: 0.733
12 LDproxy(CEU-Rel2: 0.733
12 LDproxy{CEU-Rel2: 0.733

12 LDproxy(CEU-Rel2:

12 LDproxy(CEU-H3)

. 733
0.733

12 LDproxy(CEU-Rel2: 0.733
12 LDproxy(CEU-Rel2: 0.733

12 LDproxy(CEU-Rel2:

.733

12 LDproxy(CEU-Rel2: 0.733
12 LDproxy{CEU-Rel2: 0.733
12 LDproxy(CEU-Rel2: 0.733

12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-H3)
12 LDproxy(CEU-1kg)

0.733
0.733
0.733
0.719

12 LDproxy(CEU-Rel2: 0.701
12 LDproxy{CEU-Rel2: 0.701

eSNPid
rs6495127
rs8031937
rs6495126
rsb495126
rs6495127
rs8031937
rs6495126
rs7497201
rse495127
rs6495126
rs8031937
rs6495126
rs6495126
rsb495126
rs6495127
rs8031937
rs7497201
rs6495126
rsb495126
rs6495126
rs11636952
rs11636952
rs1133323
rs1133323
rs1133323
rs1133323
rs1133323
rs1133323
rs4386633
rs4886633
rs1378942
rs1378940
rs3784739
rs1378341
rs4886410
rs1378942
rs1378940
rs1378940
rs1378340
rs3784789
rs1378941
rs1378942
rs4886410
rs3784789
rs1378941
rs1378940
rs1378942
rs43g6410
rs3784789
rs4886410
rs1378940
rs1378941
rs3784789
rs1378942
rs1378942
rs1378942
rs12591513
rs4886606
rs4886606

Tissue

LCL (MUTHER)

LCL (MUTHER)

LCL {MUTHER)
Lymph

Skin (MuTHER)
Skin (MUTHER)
Skin (MuTHER)
Beells (CD19+)
Beells (CD19+)
Blood

Beells (CD19+)
SchadtLiver

Beells (CD19+)
Monocytes (CD14+
Monocytes (CD14+]
Monocytes (CD14+)
Monocytes (CD14+]
Adipose

)
)
)
)

Induced sputum (COPD cases)

Blood(Fehrmann et al}

LCL in asthmatics (Liang 1kg)

Beells (CD19+)
Monacytes

whole blood (CHARGE)
LCL (MUTHER)

Skin (MUTHER)

Subc adipose (MuTHER)
Beells (CD19+)

whole blood (CHARGE)

LCL in asthmatics (Liang 1kg)

Monacytes

Whole blood (CHARGE)
Whole blood (CHARGE)
whaole blood (CHARGE)
Whale blood {CHARGE)
Whaole blood (CHARGE)
Whole blood (Battle)
Beells (CD19+)

skin (MUTHER)

skin (MuTHER)
Skin (MUTHER)
skin (MuTHER)
Skin (MUTHER)

Subc adipose (MuTHER)
Subc adipose (MuTHER)
Subc adipose (MuTHER)
Subc adipose (MuTHER)
Subc adipose (MUTHER)

Whaole blood (DeepSAGESeq)

LCL (MUTHER)
LCL (MUTHER)
LCL (MUTHER)
LCL (MuTHER)
LCL [MUTHER)
Lung

Blood(Fehrmann et al}

LCL in asthmatics (Liang 1kg)

Whale blood {CHARGE)
Skin (MUTHER)

eSNP P
value
1.36E-07
2.10E-07
3.69E-07
7.22E-07
1.01E-06
1.52E-06
3.23E-06
3.92E-06
4.00E-06
0.00000646
6.61E-06
8.60E-06
8.77E-06
7.18E-05
7.50E-05
0.000101
0.000152
0.0001963
0.00037621
2.00E-28;3.0C
2.98E-23
1.06E-08
8.25E-26
5.97E-21
3.18E-08
1.30E-05
2.40E-05
3.86E-05
3.99E-48
5.73E-23
3.21E-35
6.15E-35
3.65E-34
4.77E-34
6.23E-34
5.71E-33
1.79e-27
1.33E-08
1.37E-08
1.75E-08
2.59E-08
3.12E-08
3.16E-08
4.43E-08
4.62E-08
4.72E-08
6.30E-08
7.48E-08
1.48E-06
3.79E-06
4.06E-06
4.16E-06
4.43E-06
4.43E-06
3.02E-05
2.00E-45;3.2(
1.92E-22
6.50E-29
7.34E-08

Chr Bi6pos

irlivii vl vl el el el ol el el vl ol el el ol el r i el el el rl el el el el el el el el el el el el el vl el el el el el el el el el el el el el el el el el e el el e

ArraylD Transcript
72981543 ILMN_1761262 MPI
72968174 ILMN_1761262 MPI
72962079 ILMN_1761262 MPI
72962079 G1_4505234-S MPI
72981543 ILMN_1679495 ULK3
72968174 ILMN_1679435 ULK3
72962079 ILMN_1679495 ULK3
72977743 ubt1#IW7_Z_FOCSK
72981543 ubt12tlW7_Z FOCSK
72962079 H5G00291325 MPI
72968174 ubt12tIW7 Z FOCSK
72962079 ULK3
72962079 ubt12tIW7_Z_FOCSK
72962079 Wul7hRSKTiKhB C150RF17
72981543 Wul7hRSKTIKhB C150RF17
72968174 Wul7hRSKTiKhB C150RF17
72977743 Wul7hRSKTiKhB C150RF17
72962079 H5G00291325 MP1
72962073 224805_s_at Cisorf17

72962079 3170239;4480132 CSK;ULK3;C150rf17;C

72901375 202472 at MPI
72901375 ubt12tlW7_Z FOCSK
72999278 ULK3
72999278 4480132 ULK3

72999278 ILMN_1761262 MPI
72999278 ILMN_1673435 ULK3
72999278 ILMN_2364535 SNUPN
72999278 ubt12tIW7_Z_FQ CSK

72965260 4480132 ULK3
72965260 202472_at MPI

72864420 ULK3
72870547 4480132 ULK3
72869605 4430132 ULK3
72867203 4480132 ULK3
72852697 4480132 ULK3
72864420 4430132 ULK3
75083494 CSK

72870547 ubt12tIW7_Z_FQ CSK

72870547 ILMIN_16739495 ULK3
72869605 ILMN_1679495 ULK3
72867203 ILMN_1673435 ULK3
72864420 ILMN_1679495 ULK3
72852697 ILMN_1673435 ULK3
72869605 ILMN_1679495 ULK3
72867203 ILMN_1679495 ULK3
72870547 ILMN_1679495 ULK3
72864420 ILMN_1679495 ULK3
72852697 ILMIN_1679495 ULK3
75082552 15_75095325
72852697 ILMN_1761262 MPI
72870547 ILMN_1761262 MPI
72867203 ILMN_1761262
72869605 ILMN_1761262 MPI
72864420 ILMN_1761262 MPI
72864420 100132373 TGIl_e CSK

H
T3

72864420 3170239;4480132 CSK;ULK3;COX5A

72889767 202472 at MPI
72844800 4480132 ULK3
72844800 ILMN_1673435 ULK3

None:15_75095325

type of eQTL
(cis or trans)
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis
cis

Probe Probe
Beta Allele Chromosome Position

933 T 13 72315933
14.58 G 13 72315933
12.33 C 15 72915933
1219 C 15 72915933
1217 C 13 72915933
1214 G 15 72915933
1186 C 15 72915933
11.16 A 15 72915933
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"2 to eSNP P type of eQTL Probe Probe
IndexSNP  Traits InRefGene RefGenes60kb Locust Index/LD status  index eSNPid Tissue value Chr Bi6pos ArraylD Transcript (cisortrans) Beta Allele Chromosome Position
rs11072518 SBP/MAP NA SCAMPS;COX5A;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.701 rs4886606  Subcadipose (MUTHER) 8.91E-08 15 72844800 ILMN_1679495 ULK3 cis
rs11072518 SBP/MAP NA SCAMPS;COXSA;RPP25;C150rf17;MPI 12 LDproxy(CEU-Rel2: 0.701 rs4886606  LCL (MuTHER] 6.38E-06 15 72844800 ILMN_1761262 MPI cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI 13 IndexSNP rs1133323  Monacytes 8.25E-26 15 72999278 ULK3 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 IndexSNP rs1133323  Whole blood {CHARGE) 5.97E-21 15 72999278 4480132 ULK3 cis 939 T 15 72915933
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 IndexSNP rs1133323  LCL (MuTHER) 3.18E-08 15 72999278 ILMN_1761262 MPI cis
rs1133323 DEP NA 13 IndexSNP rs1133323  Skin (MUTHER) 1.30E-05 15 72999278 ILMN_1679495 ULK3 cis
rs1133323 DBP NA 13 IndexSNP rs1133323  Subcadipose (MuTHER) 2.40E-05 15 72999278 ILMN_2364535 SNUPN cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI 13 IndexSNP rs1133323  Beells (CD19+) 3.86E-05 15 72999278 ubt12tIW7_Z_FOCSK cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11638130 Whole blood (Battle) 7.31E-79 15 75183935 SCAMP2 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-Rel2: 1 rs1133322 Monocytes 8.85E-27 15 72993410 ULK3 cis
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 1 rs11857695 LCLin asthmatics (Liang 1kg) 3.41E-21 15 72952804 218143 s at SCAMP2 cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1  rs12911254 LCLin asthmatics (Liang 1kg) 3.41E-21 15 72953388 218143 _s_at SCAMP2 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI 13 LDproxy{CEU-1kg) 1 rs11638130 LCL in asthmatics (Liang 1kg) 5.92E-21 15 72970988 218143 _s_at SCAMP2 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11633472 LCLin asthmatics (Liang 1kg) 5.99E-21 15 72971137 218143 s at SCAMP2 cis
rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 1 rs1133322 Whole blood (CHARGE) 6.01E-21 15 72999410 4480132 ULK3 cis -9.39 G 15 72915933
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 1 rs11072513 Whole blood (CHARGE) 6.51E-21 15 73008021 4480132 ULK3 cis 938 T 15 72915933
rs1133323 DBP NA COX5A;SCAMPZ;RPP: 13 LDproxy(CEU-1kg) 1 rs11072514 Whole blood (CHARGE) 7.20E-21 15 73008918 4480132 ULK3 cis -9.37 A 15 72915933
rs1133323 DBP NA COX5A;SCANMP2;RPP: 13 LDproxy(CEU-H3) 1 rs12909335 LCL in asthmatics (Liang 1kg) 2.70E-20 15 73001842 218143 _s_at SCAMP2 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13 LDproxy(CEU-Rel2: 1 rs11072513 LCLin asthmatics (Liang 1kg) 4.20E-20 15 73008021 218143 s at SCAMPZ cis
rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 1 rs12912839 LCL in asthmatics (Liang 1kg) 1.09E-19 15 73008298 218143_s_at SCAMP2 cis
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 1 rs11072514 LCLin asthmatics (Liang 1kg) 1.10E-19 15 73008918 218143 : SCAMP2 cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs62029167 LCLin asthmatics (Liang 1kg) 2.14E-19 15 73015403 218143 _s_at SCAMP2 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy{CEU-1kg) 1 rs12901190 LCL in asthmatics (Liang 1kg) 4.25E-19 15 73018505 218143_s_at SCAMP2 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13 LDproxy(CEU-Rel2: 1 rs1133322 Hippocampus (CAL n=61; Kimetal.} 5.88E-11 15 75212357 229426 _at COX3A cis 0.00
rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 1 rs1133322  LCL (MuTHER) 3.12E-09 15 72999410 ILMN_1761262 MPI cis
rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 1 rs11072513 LCL (MuTHER] 2.97E-08 15 73008021 ILMN_1761262 MPI cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11072514 LCL (MuTHER) 3.03E-08 15 73008918 ILMN_1761262 MPI cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy{CEU-1kg) 1 rs11072514 Skin (MuTHER) 1.37E-05 15 73008918 ILMN_1679435 ULK3 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13 LDproxy(CEU-Rel2: 1 rs11072513 skin (MuTHER) 1.39E-05 15 73008021 ILMMN_1673435 ULK3 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 1 rs11072513 Subcadipose (MuTHER) 1.98E-05 15 73008021 ILMN_2364535 SNUPN cis
rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 1 rs11072514 Subcadipose (MUTHER) 2.04E-05 15 73008918 ILMN_2364535 SNUPN cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 1 rs1133322 Subcadipose (MuTHER) 2.19E-05 15 72999410 ILMN_1679435 ULK3 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 1 rs1133322  Skin (MuTHER) 3.02E-05 15 72999410 ILMN_1679435 ULK3 cis
rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 1 rs1133322 Bcells (CD13+) 3.21E-05 15 72999410 ubtl12tlW7 Z FOCSK cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 1 rs11633472 Bceells (CD19+) 3.86E-05 15 72971137 ubt12tlW7_Z_FOCSK cis
rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 1 rs11638130 Bcells (CD13+) 3.86E-05 15 72370988 ubtl12tIW7 Z FOCSK cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 1 rs1133322 Monocytes (CD14+) 0.0001945 15 72999410 r_tdN3VF1vV3g\ ULK3 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.982 rs11856413 LCL in asthmatics (Liang 1kg) 1.02E-20 15 72986945 218143_s_at SCAMP2 cis
rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-H3) 0.982 rs11856413 Whole blood (CHARGE) 3.32E-20 15 72986945 4480132 ULK3 cis -9.21 G 13 72915933
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 Liver{Greenawalt) 1.34E-18 15 72986945 10023814330 MPI cis
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 LCL (MuTHER] 3.91E-08 15 72986945 ILMN_1761262 MPI cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 Lymph 4.27E-06 15 72986945 GI_4505234-5 MPI cis
rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.982 rs11856413 Skin (MuTHER) 1.33E-05 15 72986945 ILMN_1679495 ULK3 cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 Prefrontal cortex (all samples) 1.3997e-05 15 72986945 10026392220 SCAMP2 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.982 rs11856413 Subcadipose (MUTHER) 3.12E-05 15 72986945 ILMN_2364535 SNUPN cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.982 rs11856413 Bcells (CD19+) 3.86E-05 15 72986945 ubt12tlW7 Z FOCSK cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-H3) 0.982 rs11856413 Induced sputum (COPD cases) 0.00015722 15 72986945 224805_s_at C150rf17 cis
rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-H3) 0.982 rs11856413 Blood({Fehrmann etal) 2.20E-21;2.2( 15 72986945 3170239;50341;4 CSK;SCANMP2;ULK3;C cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs1130741  Whole blood (Battle) 4.09E-124 15 75189930 MPI cis
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs7435739  Monocytes 3.25E-29 15 72972723 ULK3 cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs7495739  LCLin asthmatics (Liang 1kg) 5.96E-29 15 72972723 202472_at MPI cis
rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.967 rs1130741  LCLin asthmatics (Liang 1kg) 1.45E-28 15 72976983 202472 at MPI cis
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs11072512 LCL in asthmatics (Liang 1kg) 3.40E-28 15 72991079 202472_at MPI cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy{CEU-Rel2: 0.967 rs4886636  LCL in asthmatics (Liang 1kg) 3.40E-28 15 72983229 202472_at MP1 cis
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs1127796 Monocytes 6.08E-27 15 72980057 ULK3 cis
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-Rel2: 0.967 rs4886636 Whole blood (CHARGE) 1.49E-22 15 72983229 4480132 ULK3 cis -9.77 A 15 72915933
rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: rs1130741  Whole blood (CHARGE) 5.14E-22 15 72976983 4480132 ULK3 cis -9.65 G 13 72915933
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: rs7495739  Whaole blood {CHARGE) 5.40E-22 15 72972723 4480132 ULK3 cis -9.64 G 15 72915933
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: rs7437393  Whole blood {CHARGE) 5.71E-22 15 72962510 4480132 ULK3 cis -9.63 C 15 72915933

80



"2 to eSNP P type of eQTL Probe Probe

IndexSNP  Traits InRefGene RefGenes60kb Locust Index/LD status  index eSNPid Tissue value Chr Bi6pos ArraylD Transcript (cisortrans) Beta Allele Chromosome Position
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs1127796  Whole blood (CHARGE) 1.00E-21 15 72980057 4480132 ULK3 cis -9.58 C 15 72915933
rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs11072511 Whole blood (CHARGE) 1.61E-21 15 72946486 4480132 ULK3 cis -9.53 G 15 72915933
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI 13 LDproxy{CEU-Rel2: 0.967 rs7497393  LCL in asthmatics (Liang 1kg) 3.92E-21 15 72999278 218143 _s_at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs11072512 Whole blood (CHARGE) 7.79E-21 15 72991079 4480132 ULK3 cis -9.36 T 15 72915933
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-Rel2: 0.967 rs11072511 LCL in asthmatics (Liang 1kg) 5.64E-20 15 72946486 218143_s_at SCAMP2 cis

rs1133323 DEP NA 13 LDproxy(CEU-Rel2: 0.967 rs4886636 SubCutAdipose(Greenawalt) 7.68E-11 15 72983229 10023814330 MPI cis

rs1133323 DBP NA 13  LDproxy(CEU-Rel2: 0.967 rs4886636  LCL (MuTHER) 3.00E-09 15 72983229 ILMN_1761262 MPI cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI 13 LDproxy{CEU-Rel2: 0.967 rs11072512 LCL (MUTHER) 3.10E-09 15 72991079 ILMN_1761262 MPI cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: rs1127796  LCL (MuTHER) 4.61E-09 15 72980057 ILMN_1761262 MPI cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-Rel2: rs1130741  LCL (MuTHER) 4.89E-09 15 72976983 ILMN_1761262 MPI cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs7495739  LCL (MUTHER] 5.34E-09 15 72972723 ILMN_1761262 MPI cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs11072511 LCL (MuTHER] 6.47E-09 15 72946486 ILMN_1761262 MPI cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs7497393  LCL (MUTHER) 8.74E-08 15 72962510 ILMN_1761262 MPI cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs7495739 RNAseq{HapMapLCL)+DeepSage(blood) 2.76E-07 15 75185670 ENSTO000037369 MPI cis

rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.967 rs7497393  Subcadipose (MuTHER) 1.49E-05 15 72962510 ILMN_2364535 SNUPN cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs11072511 Subcadipose (MuTHER) 1.53E-05 15 72946486 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COX5A;SCAMPZ;RPP: 13  LDproxy(CEU-Rel2: 0.967 rs4886636 Subcadipose (MuTHER) 1.94E-05 15 72983229 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COX5A;SCANMP2;RPP: 13 LDproxy(CEU-Rel2: 0.967 rs7495739  Subcadipose (MUTHER) 2.20E-05 15 72972723 ILMN_1679435 ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13  LDproxy(CEU-Rel2: 0.967 rs1130741  Subcadipose (MuTHER) 2.25E-05 15 72976983 ILMN_1673435 ULK3 cis

rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.967 rs7497393  Skin (MuTHER) 2.44E-05 15 72962510 ILMN_1679435 ULK3 cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs1127796  Subcadipose (MuTHER) 2.49E-05 15 72980057 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.967 rs4886636 Induced sputum (COPD cases) 2.56E-05 15 72983229 224805 s_at C150rf17 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.967 rs11072512 Subcadipose (MUTHER) 2.61E-05 15 72991079 ILMN_1679435 ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13  LDproxy(CEU-Rel2: 0.967 rs11072512 skin (MuTHER) 3.01E-05 15 72991073 ILMN_1673435 ULK3 cis

rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.967 rs11072512 Bcells (CD19+) 3.21E-05 15 72991079 ubt12tIW7_Z_FOCSK cis

rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs1127796  Bcells (CD13+) 3.21E-05 15 72380057 ubtl12tIW7 Z FOCSK cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs4886636  Beells (CD19+) 3.35E-05 15 72983229 ubt12tlW7 _Z FOCSK cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.967 rs1130741  Bcells (CD19+) 4.67E-05 15 729769383 ubtl12tIW7_Z_FOCSK cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13  LDproxy(CEU-Rel2: 0.967 rs4886636 Monocytes (CD14+) 0.000135 15 72983229 r_tdN3VF1vV3g\ ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs11072511 Bcells (CD19+) 0.0001942 15 72946486 ubt12tlW7_Z_FOCSK cis

rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs11072512 Monocytes (CD14+) 0.0001945 15 72991079 r_tdN3VF1vV3g\ ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs1127796 Monocytes (CD14+) 0.0001945 15 72980057 r_tdN3VF1vV3g\ ULK3 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.967 rs4886636  Visual cortex (all samples) 2.30E-04 15 72983229 10023814330 MP1 cis

rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs1130741  Monocytes (CD14+) 0.0003045 15 72976983 r_tdN3VF1vV3g\ ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.967 rs4886636 Liver{UChicago) 0.000119825; 15 72983229 A_23_P60579;A_ MPI;SCAMP2 cis

rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.967 rs4886636 Blood{Fehrmann et al} 1.60E-19;1.1C 15 72983229 3170239;50341;4 CSK;SCAMP2;ULK3;C cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 0.966 rs12902515 LCLin asthmatics (Liang 1kg) 4.40E-20 15 72948051 218143 s at SCAMP2 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 0.966 rs2415251 Whole blood (CHARGE) 1.49E-19 15 73029208 4430132 ULK3 cis -9.05 C 15 72915933
rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 0.966 rs4886641  LCLin asthmatics (Liang 1kg) 2.23E-19 15 73015708 218143 s at SCAMPZ cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.966 rs11639413 LCLin asthmatics (Liang 1kg) 2.55E-19 15 73030347 218143_s_at SCAMP2 cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.966 rs2415251  LCLin asthmatics (Liang 1kg) 2.58E-19 15 73029208 218143 s at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 0.966 rs2415251 omental 3.08E-19 15 73029208 10025911367 RPP25 cis

rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 0.966 rs2415249  LCLin asthmatics (Liang 1kg) 4.75E-19 15 73029092 218143 s_at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 0.966 rs2415251  LCL (MuTHER] 4.19E-08 15 73029208 ILMN_1761262 MPI cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 0.966 rs2415251  Subcadipose (MUTHER) 2.09E-05 15 73029208 ILMN_2364535 SNUPN cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.966 rs2415251  Skin (MuTHER} 2.46E-05 15 73029208 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-1kg) 0.966 rs2415251 Bcells (CD19+) 3.17E-05 15 73029208 ubtl12tIW7_Z_FOCSK cis

rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.965 rs11854704 LCLin asthmatics (Liang 1kg) 4.96E-28 15 73008068 202472 at MPI cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.965 rs11630918 Whole blood (CHARGE) 1.26E-22 15 72942949 4480132 ULK3 cis -9.79 T 15 72915933
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.965 rs11630918 LCL in asthmatics (Liang 1kg) 1.94E-20 15 72942949 218143 s at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.965 rs11630918 LCL (MuTHER) 6.46E-08 15 72942949 ILMN_1761262 MPI cis

rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.965 rs11630918 Lung 2.86E-06 15 72942949 100161886_TGI_: SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.965 rs11630918 Skin (MuTHER} 4.23E-06 15 72942949 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.965 rs11630918 Subcadipose (MUTHER) 3.77E-05 15 72942949 ILMN_1679435 ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.965 rs11630918 Bcells (CD19+) 5.10E-05 15 72942949 ubt12tlW7 Z FOCSK cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI1 13 LDproxy(CEU-1kg) 0.932 rs12913293 LCL in asthmatics (Liang 1kg) 5.44E-29 15 72971511 202472_at MPI cis

rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.932 rs8025447  LCLin asthmatics (Liang 1kg) 1.59E-28 15 72979275 202472 at MPI cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.932 rs12907898 LCL in asthmatics (Liang 1kg) 3.26E-28 15 72994925 202472_at MPI cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.932 rs12904897 LCLin asthmatics (Liang 1kg) 3.85E-28 15 73004739 202472 at MPI cis
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rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.932 rs59945415 LCLin asthmatics (Liang 1kg) 8.04E-28 15 73015480 202472 at MPI cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.931 rs12487 Monocytes 5.36E-26 15 72923747 ULK3 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.931 rs12487 Whole blood (CHARGE) 3.69E-24 15 72923747 4430132 ULK3 cis -10.14 C 15 72915933
rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.931 rs12437 LCL in asthmatics (Liang 1kg) 9.19E-21 15 72923747 218143 s at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.931 rs12487 LCL (MUTHER) 2.37E-07 15 72923747 ILMN_1761262 MPI cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.931 rs12487 Skin (MuTHER) 3.95E-06 15 72923747 ILMN_1679435 ULK3 cis

rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.931 rs12487 Subc adipose (MUTHER) 4.58E-05 15 72923747 ILMIN_1695271 RPP23 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 0.9 rs4480762 LCLin asthmatics (Liang 1kg) 9.19E-21 15 72926479 218143_s_at SCAMP2 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MPI 13 LDproxy{CEU-Rel2: 0.873 rs6495122 Whole blood (CHARGE) 3.44E-23 15 72912698 4430132 ULK3 cis -9.92 C 15 72915933
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.873 rs6495122  LCLin asthmatics (Liang 1kg) 4.34E-20 15 72912698 218143 s at SCAMP2 cis

rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.873 rs6495122  Cerebellum (Alzheimer's) 7.49E-10 15 72912698 10025927424 ULK3 cis

rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.873 rs6495122  Bcells (CD13+) 3.92E-07 15 72912698 ubt12tIW7 Z FOCSK cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.873 rs6495122 Lymph 4.47e-07 15 72912698 GI_39930360-5 ULK3 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.873 rs6495122  LCL (MuTHER) 6.72E-07 15 72912698 ILMN_1761262 MPI cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.873 rs6495122  Skin (MuTHER) 5.30E-06 15 72912698 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.873 rs6495122  Subcadipose (MuTHER) 3.13E-05 15 72912698 ILMN_1695271 RPP25 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy{CEU-Rel2: 0.873 rs6495122  Monocytes (CD14+) 9.64E-05 15 72912698 r_tdN3VF1vV3g\ ULK3 cis

rs1133323 DBP NA COX3SA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.873 rs6495122 Blood 0.0002728 15 72912698 HSG00230183 ARID3B cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.873 rs6495122  Lung <2E-16 15 72912698 100312245_TGI_: RPP25 cis

rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.873 rs6495122  Blood(Fehrmann et al} 1.00E-25;1.5( 15 72912698 3170239;4480132 CSK;ULK3;SCAMP2;C cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 0.832 rs34063670 LCLin asthmatics (Liang 1kg) 1.28E-18 15 73034209 218143 s at SCAMP2 cis

rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 0.832 rs11636892 LCL in asthmatics (Liang 1kg) 2.81E-18 15 73053102 218143_s_at SCAMP2 cis

rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.808 rs12917376 LCLin asthmatics (Liang 1kg) 1.61E-22 15 72903220 202472 at MPI cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.801 rs56338926 LCLin asthmatics (Liang 1kg) 1.23E-18 15 73046388 218143 s at SCAMP2 cis

rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 0.801 rs35556055 LCL in asthmatics (Liang 1kg) 2.88E-18 15 73040467 218143_s_at SCAMP2 cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.801 rs35556055 Bcells (CD13+) 0.0001316 15 73040467 ubt12tIW7 Z FOCSK cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.799 rs2290573  Whole blood (CHARGE) 3.19E-20 15 72916647 4480132 ULK3 cis -9.21 A 15 72915933
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-H3) 0.799 rs2290573  LCL in asthmatics (Liang 1kg) 3.77E-20 15 72916647 218143 _s_at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13  LDproxy(CEU-H3) 0.799 rs2290573  LCL (MuTHER] 3.37E-07 15 72916647 ILMN_1761262 MPI cis

rs1133323 DBP NA COXSA;SCAMPZRPP25;C150rf17;MPI 13 LDproxy(CEU-H3) 0.799 rs2290573  Skin (MuTHER} 8.85E-06 15 72916647 ILMN_1679435 ULK3 cis

rs1133323 DEP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 0.798 rs11630087 LCLin asthmatics (Liang 1kg) 1.82E-18 15 73048726 218143 s_at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.798 rs62029217 LCLin asthmatics (Liang 1kg) 3.24E-18 15 73048952 218143 s at SCAMP2 cis

rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 0.771 rs12912343 LCL in asthmatics (Liang 1kg) 1.30E-18 15 73038094 218143_s_at SCAMP2 cis

rs1133323 DEP NA COX5A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.767 rs4886413  LCLin asthmatics (Liang 1kg) 3.29E-18 15 73049362 218143 s at SCAMP2 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-1kg) 0.75 rs11072518 Whole blood (CHARGE) 1.57E-34 15 73021663 4480132 ULK3 cis 1226 T 15 72915933
rs1133323 DBP NA COX5A;5CAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-1kg) 0.75 rs11072518 omental 1.11E-13 15 73021663 10023814330 MPI cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 Subcadipose (MUTHER]) 8.68E-09 15 73021662 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 Lymph 8.12E-08 15 73021663 GI_4505234-5 MPI cis

rs1133323 DEP NA 13 LDproxy(CEU-1kg) 0.75 rs11072518 LCL (MUuTHER] 5.27e-07 15 73021662 ILMN_1761262 MPI cis

rs1133323 DBP NA 13  LDproxy(CEU-1kg) 0.75 rs11072518 Skin (MuTHER} 7.69E-07 15 73021663 ILMN_1679435 ULK3 cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 Bcells (CD13+) 3.32E-06 15 73021663 ubt12tIW7 Z FOCSK cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 Prefrontal cortex (Alzheimer's) 3.326-04 15 73021663 10023814330 MPI cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 Monocytes (CD14+) 0.000374 15 73021663 r_tdN3VF1vV3g\ ULK3 cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-1kg) 0.75 rs11072518 Blood{Fehrmann et al} 1.90E-27;7.90 15 73021663 3170239;4480132 CSK;ULK3;COX5A;5C cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.708 rs2290572 Whole blood (CHARGE) 2.42E-29 15 72917626 4480132 ULK3 cis 1125 A 15 72915933
rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;MPI 13  LDproxy(CEU-Rel2: 0.708 rs2290572  LCL (MuTHER) 1.67E-07 15 72917626 ILMN_1761262 MPI cis

rs1133323 DEP NA COX35A;SCAMPZ;RPP25;C150rf17;MPI 13 LDproxy(CEU-Rel2: 0.708 rs2290572  Subcadipose (MuTHER) 1.58E-06 15 72917626 ILMN_1679495 ULK3 cis

rs1133323 DBP NA COX5A;SCAMP2;RPP25;C150rf17;MP1 13 LDproxy(CEU-Rel2: 0.708 rs2290572  Bcells (CD19+) 5.64E-06 15 72917626 ubt12tIW7_Z_FOCSK cis

rs1133323 DBP NA COXSA;SCAMPZ;RPP25;C150rf17;,MPI 13 LDproxy(CEU-Rel2: 0.708 rs2290572  skin (MuTHER) 1.83E-05 15 72917626 ILMN_1673435 ULK3 cis

rs6092743 DBP/SBR/MAP NA NA 14  LDproxy(CEU-1kg) 1 rs6026704 Whole blood (CHARGE) 1.59E-08 20 57117540 4220259 CT5Z cis 5.65 C 20 57003893
rs6092743 DBP/SBP/MAP NA NA 14  LDproxy(CEU-1kg) 1 rs7362597 Whole blood (CHARGE) 1.60E-08 20 57112829 4220253 CcTsZ cis 3.65 A 20 57003893
rs6092743 DBP/SBR/MAP NA NA 14  LDproxy(CEU-1kg) 1 rs6100342 Whole blood (CHARGE) 2.28E-08 20 57132656 4220259 CTsZ cis 559 C 20 57003893
rs6092743 DBP/SBP/MAP NA NA 14  LDproxy(CEU-1kg) 1 rs882384 whole blood (CHARGE) 2.28E-08 20 57132808 4220253 CcTsZ cis 359 T 20 57003893
rs6092743 DBP/SBR/MAP NA NA 14  LDproxy(CEU-1kg) 1 rs998381 Whole blood (CHARGE) 2.44E-08 20 57133036 4220259 CTsZ cis 558 T 20 57003893
rs6092743 DBP/SBP/MAP NA NA 14  LDproxy(CEU-1kg) 1 rs6100343  Whole blood (CHARGE) 2.70E-08 20 57133607 4220253 CcTsz cis 3.96 A 20 57003893
rs6092743 DBP/SBR/MAP NA NA 14  LDproxy(CEU-1kg) 0.915 rs1465537 Whole blood ([CHARGE) 2.37E-08 20 57131415 4220259 (o7 cis 558 T 20 57003893
rs6092743 DBP/SBP/MAP NA NA 14 LDproxy(CEU-1kg) 0.85 rs6100340 Whole blood (CHARGE) 2.53E-08 20 57118007 4220253 CTsZ cis 3.57 G 20 57003893
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Table S6: PUUMA cohort characteristics.

SBP, mmHg, DBP, mmHg,
Anti- adjusted for adjusted for
Age, BMI, SBP, mmHg DBP, hypertensive antihypertensive antihypertensive
N years (sd) kg/m2 (sd) (sd) mmHg (sd) therapy (%) therapy (sd) therapy (sd)
5605  57.35(9.02)  26.07 (3.38) 133.92 (16.61) 74.92 (9.95) 33.52% 138.95 (19.88) 78.27 (11.42)
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Table S7: LTA discovery analysis summary for loci with SNP association(s) P value < 5x10-7, and association
results in GBPG Visit 1 BP analyses.A1

CHARGE DISCOVERY

GBPG V1 Association Result

Trait SNPID Chr Pos2 Allele1 Allele2 InRefGen RefGenesClosestR¢ Direction Beta s.e. P Trait SNPID Beta s.e. P

CHARGE_LTA-DBP rs1204627 1 10722164 t c CASZ1 CASZ1 CASZ1 ——— ? -0.3223  0.0697 229E-07|GBPGV1-DBP rs1204627 -0.2799 0.0834 0.002726
CHARGE_LTA-DBP rs1330656 1 11788391 a g MTHFR MTHFR;NMTHFR  ++++—+++ 0.4789 0.0723 2.08E-10|GBPG V1-DBP rs1330656 0.4529 0.1083 0.00002905
CHARGE_LTA-DBP rs2004776 1 228915325 t c AGT AGT,COGAGT +++++++++  0.3545 0.0615 3.20E-08|GBPG V1-DBP rs2004776 0.1014 0.091 0.2656
CHARGE_LTA-DBP rs1275888 2 26767868 t C KCNK3,CIIKCNK3 ~ ———— +—+ -0.2814 0.0534 4.25E-07|GBPGV1-DBP rs1275988 -0.1123 0.0775 0.1473
CHARGE_LTA-DBP rs7599598 2 96715567 a g FLJ10081;FER1LS ———"F—— -0.314  0.0543 2.91E-08|GBPG V1-DBP rs7599598 -0.0403 0.0799 0.6139
CHARGE_LTA-DBP rs1528293 3 170637205 a t MDS1 MDS1 MDS1 e 02738 0.0522 4.96E-07|GBPGV1-DBP rs1528293 0.2427 0.0769 0.001861
CHARGE_LTA-DBP rs1952650 5 157746045 a t EBF1 b 0.2862 0.0523 1.58E-07|GBPGV1-DBP rs1952650 0.2084 0.0765 0.00009565
CHARGE_LTA-DBP rs198823 6 26230912 t g HISTIH2EHISTIH2E ———+——— -0.3346 0.0553 6.57E-09|GBPG V1-DBP rs198823 -0.1705 0.0801 0.03331
CHARGE_LTA-DBP rs1225896 10 18767965 c g CACNB2 CACNB2 CACNB2 ++++—+++ 0.3548 0.0571 2.48E-09|GBPG V1-DBP rs1225896 0.2836 0.0834 0.0006716
CHARGE_LTA-DBP rs1224484 10 63109192 t g C100rf107C100rf107 C100rf107 ————+——+ -0.3784 0.0627 7.05E-09|GBPG V1-DBP rs1224484 -0.432 0.0801 0.000001618
CHARGE_LTA-DBP rs1084142 12 20046661 a t PDE3A  +++++++++ 0.3604 0.0651 1.09E-07|GBPGV1-DBP rs1084142 0.3446 0.0041 0.0002492
CHARGE_LTA-DBP rs2681472 12 88533090 a g ATP2B1 ATP2B1 ATP2B1 ++++—++++ 05231 0.0691 4.01E-13|GBPG V1-DBP rs2681472 0.336 0.1065 0.001608
CHARGE_LTA-DBP rs3184504 12 110368991t c SH2B3 SH2B3;ATSH2B3  +++++++++ 03936 0.0524 6.08E-13|GBPG V1-DBP rs3184504 0.4265 0.0789 6.361E-08
CHARGE_LTA-DBP rs1133323 15 72999278 t c COX5A;MICOX5A ————— -0.3262 0.0526 2.66E-09|GBPG V1-DBP rs1133323 -0.2747 0.0763 0.000321
CHARGE_LTA-DBP rs167479 19 11387765t g RGL3 EPORELARGL3 —————— 77 -0.3913 00729 267E-07|GBPGV1-DBP rs167479 -0.942 0.597 0.1146
CHARGE_LTA-DBP rs6092743 20 57133765 a g C200rf174 +++++—+++ 0.502 0.0843 1.11E-08|GBPG V1-DBP rs6092743 0.3393 0.1436 0.01814
CHARGE_LTA - SBP rs880315 1 10719453 t c CASZ1 CASZ1 CASZ1 ——————7 -0.7125 0.1005 7.98E-12|GBPG V1-SBP rs880315 -0.2245 0.1504 0.1355
CHARGE_LTA - SBP rs1330656 1 11788391 a g MTHFR MTHFR;NMTHFR  +4+++++++ 0.8795 01235 6.38E-12|GBPG V1-SBP rs1330656 0.7349 0.1646 0.000007978
CHARGE_LTA-SBP  rs2004776 1 228915325t c AGT AGT;COGAGT B 05488 0.1049 445E-07|GBPGV1-SBP rs2004776 0.1419 0.1395 0.3091
CHARGE_LTA-SBP rs1275988 2 26767868 t c NA KCNK3;CIKCNK3 ——+—+ -0.6004 0.0917 2.61E-10|GBPG V1-SBP rs1275988 -0.2554 0.1175 0.02977
CHARGE_LTA-SBP rs6712094 2 164751706 a g NA NA GRB14  ++++—++++ 0.598 0.1007 9.89E-09|GBPG V1-SBP rs6712094 0.4239 0.1298 0.001095
CHARGE_LTA-SBP rs9823197 3 11478133 a t ATGT ATGT ATGT —————t—t— -0.4884 00915 2.58E-O7|GBPGV1-SBP rs9823197 -0.2888 0.1168 0.01344
CHARGE_LTA-SBP rs7733331 & 32864603 t c NA Cborf23;NCSorf23 ———+——— -0.5505 0.0911 ©5.38E-09|GBPG V1-SBP rs7733331 -0.4965 0.118 0.00002564
CHARGE_LTA-SBP rs1253434 7 27242452 a q NA HOXAT13HEVXKT —— +—7 -1.5903 0.292 148E-0T|GBFGW1-SBP rs1253434 -0.6512 0.3214 0.04273
CHARGE_LTA-SBP rs127053% 7 106198013 a g NA NA PIK3CG ++++—++—  0.6307 0.11 3.17E-08|GBPG V1-SBP rs1270539 0.4007 0.1371 0.003466
CHARGE_LTA-SBP rs1267714 8 11488146 c a NA BLK BLK = ————— -05272 00988 260E-O07T|GBPGV1-SBP rs1267714  -0.1581 01218 0194
CHARGE_LTA - SBP rs1225896 10 18767965 c g CACNB2 CACNB2 CACNB2 +4++++++++ 0.6307 0.0976 4.53E-10/GBPG V1-SBP rs1225896 0.3876 0.1268 0.002244
CHARGE_LTA - SBP rs7070797 10 63221779 a g NA C100rf107C100rf107 —+——+—— -0.7415 0.1306 4.30E-08|GBPG V1-SBP rs7070797 -0.6611 0174 0.0001443
CHARGE_LTA-SBP rs1926032 10 104819450 t c CNNM2  NT5C2;CNCNNM2  ————— +—— -0.9087 01715 3.15E-07|GBPGV1-SBP rs1926032  -1.0971 0.2137 2 826E-07
CHARGE_LTA - SBP rs2681472 12 88533090 a g ATP2B1 ATP2B1 ATP2B1 ++++—++++  0.9457 0.118 1.04E-14|GBPG V1-SBP rs2681472 0.6305 0.1646 0.0001282
CHARGE_LTA - SBEP rs4766578 12 110388754 a t ATXN2 SH2B3;ATATXN2 ———+— -0.5599 0.0909 2.82E-09|GBPG V1-SBP rs4766578 -0.4787 0.1201 0.00006713
CHARGE_LTA - SBP rsi5444 12 114036820 a g NA +++++-+-4 TBX3 ittt 0.5452 0.0929 1.47E-08|GBPG V1-SBP rs35444 0.1568 0.1226 0.2009
CHARGE_LTA-SBP rs1107251 15 73021663 t c NA COX5A;S(COX5A  +++++—+++ 0.5692 0.0947 6.54E-09|GBPG V1-SBP rs1107251 0.3548 0.12 0.003102
CHARGE_LTA - SBP rs6092743 20 57133765 a g NA NA C200rf174 +++++++++ 0.8396 0.1449 2.25E-08|GBPG V1-SBP rs6092743 0.8599 0.2202  0.00009393
CHARGE_LTA - MAP rs880315 1 10719453 t c CASZ1 CASZ1 CASZ1 ——7 -0.4597 0.067 5.49E-11|GBPG V1-MAP rs880315 -0.244967 0.108505 0.023966954
CHARGE_LTA - MAP rs1330656 1 11788391 a g MTHFR MTHFR;NMTHFR  +4++—++++ 0.6133 0.0832 1.83E-12|GBPG V1-MAP rs1330656 0.5469 0.11748 3.23559E-06
CHARGE_LTA - MAP rs2004776 1 228915325 t c AGT AGT,COGAGT +++++++++  0.4226 0.0708 1.1BE-08|GBPG V1-MAP rs2004776 0.1149 0.099071 0.246143016
CHARGE_LTA-MAP rs1275988 2 26767868 t c NA KCNK3;CIKCNK3 ——+—+ -0.3894 0.0616 1.51E-09|GBPG V1-MAP rs1275988 -0.16 0.083983 0.056759651
CHARGE_LTA - MAP  rs6712094 2 164751706 a g NA NA GRB14  ++++—t+++ 0.385 0.0677 5.42E-08|GBPG V1-MAP rs6712094 02713 0092326 0.003297944
CHARGE_LTA - MAP  rs1528293 3 170637205 a t MDS1 MDS1 MDS1 ettt 03361 0.0602 9.29E-08|GBPGV1-MAP rs1528293 0279367 0.083395 0.000808377
CHARGE_LTA - MAP rs7728845 & 122933582 a g CSNK1G3 CSNK1G3 CSNK1G3 +++++++++  0.3766 00712 4.34E-07|GBPG V1-MAP rs7728845 03521 0.099069 0.000379275
CHARGE_LTA - MAP  rs198846 6 26215442 a g NA HISTTHZB HISTIHIT +++++++++ 0.4829 0.085 5.6G9E-08|GBPG V1-MAP rs198846 05286 0120456  1.1423E-05
CHARGE_LTA - MAP  rs7794193 7 27261226 a g NA HOXA13;EEVX1 —————t—t— -0.914 01724 4.03E-07|GBPG V1-MAP rs7794193 -0.296533 0.205208 0.148447395
CHARGE_LTA - MAP rs1225896 10 18767965 c g CACNB2 CACNB2 CACNB2 +++++—+++ 0.452 0.0657 4.98E-11|GBPG V1-MAP rs1225896 0.318267 0.090482 0.000435732
CHARGE_LTA - MAP rs2166122 10 63193080 t c C100rf107C100rf107 C100rf107 —+———+——  -0.4812 0.0766 1.88E-09|GBPG V1-MAP rs2166122 -0.439133 0.101765 1.584BE-05
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CHARGE DISCOVERY

GBPG V1 Association Results

Trait SNPID Chr Pos2 Allele1 Allele2 InRefGen RefGenetClosestR¢Direction Beta s.e. P Trait SNPID Beta s.e. P

CHARGE_LTA-MAP rs1084142 12 20046661 a t MNA NA PDE3A  +++++tt+— 04081 00749 1.91E-07|GBPGV1-MAP rs1084142 0.3641 0.102461 0.000380063
CHARGE_LTA - MAP rs2681472 12 88533090 a g ATP2B1 ATP2B1 ATP2B1 ++++—++++ 06861 0.0796 1.77E-16/GBPG V1-MAP rs2681472 0.434167 0.116348 0.000190261
CHARGE_LTA-MAP rs3184504 12 110368991 t c SH2B3 SH2B3:ATSH2B3  +++++-+++ 0.4469 0.0605 1.68E-12|GBPG V1-MAP rs3184504 0.4366 0.085613 3.40191E-07
CHARGE_LTA - MAP rs35444 12 114036820 a g NA NA TBX3 4+ttt 0.3621 0.0626 3.20E-08|/GBPG V1-MAP rs35444 0.1762 0.087588 0.0442516
CHARGE_LTA - MAP rs1107251 15 73021663 t c NA COX5A;S(COX5A +++++—+++ 04315 0.0636 B8.95E-11|GBPG V1-MAP rs1107251 0.308667 0.085802 0.000321354
CHARGE_LTA - MAP  rs167479 19 11387765 t ] RGL3 EPOREL/RGLZ  —— +—77 -0.4521  0.0839 260E-O7|GBPGV1-MAP rs167479 0848267 0716338 0.236345161
CHARGE_LTA - MAP rs6092743 20 57133765 a g NA NA C20orf174 +++++++++ 0.6372 0.0971 3.60E-10|/GBPG V1-MAP rs6092743 0.512833 0.156357 0.001038468
CHARGE_LTA-PP  rs880315 1 10719453 t c CASZ1 CASZ1 CASZ1 ——— ? -0.421 0.0703 5.45E-09|GBPG V1-PP rs880315 0.0307 0.106922 0.7740173
CHARGE_LTA-PP  rs7650227 3 41769941 t g ULK4 ULK4 ULK4 +++++++++ 05006 0.0821 2.84E-09|GBPG Vi-PP rs7650227 0.1716 0.103931 0.098717837
CHARGE_LTA - PP rs7733331 5 32864603 t c MNA Chorf23:NIC5orf23 — -03328 00629 25TEO7|GBPGV1-PP  rs7733331  -02292 0083972 0006343693
CHARGE_LTA-PP  rs1094807 & 43388691 t c NA CRIP3;SLICRIP3 ~ ———————— -0.3846 0.0652 9.06E-09|GBPG V1-PP rs1094807 -0.2368 0.087317 0.00668842
CHARGE_LTA-PP  rs2949837 7 45960903 a t NA IGFBP3 IGFBP3 ++44++4++ 0.402 0.0706 2.94E-08|/GBPG V1-PP rs2949837 0.1539 0.09346 0.099622491
CHARGE_LTA-PP  rs1270539 7 106198013 a g NA NA PIK3CG +++++—+++ 05865 00759 5.40E-14|/GBPG V1-PP rs1270539 0.3968 0.097497 4.70E-05|
CHARGE_LTA - PP rs1226637 10 114798892 t ] TCF7L2 TCFTL2 TCFTL2  +++ttttt+t 03527 00676 3.TIE-OT|GBPGV1-PP rs1225537 0.0856 0.093633 0.360610278
CHARGE_LTA - PP rs2681485 12 88549753 a ] ATP2B1  ATP2B1  ATP2B1  ++++—t+++ 03373 00627 161E-0T|GBPGV1-PP rs2681485 01402 0.08435 0.096489798
CHARGE_LTA - PP rs1077479 12 114036981 t c MNA MNA TBX3  ——— +—— -0.3362 0.0649 461E-07|GBPGV1-PP  rs1077479 0.0242 0.085378 0.776834436
CHARGE_LTA - PP rs672154 20 10421266 a ] C200rf94 MKKS;C2(C200rf94 ——— +—— -0.3288 0.0629 3.54E-07|GBPGV1-PP  rs672154 -0.1229 0.084282 0.144783527
CHARGE LTA-PP rs6077869 20 10598510 a g JAGT JAG1;C20¢JAGH S B 03803 00732 415E-07|GBPGV1-PP__ rs6077869 011 0.098691 0265026095

Rows in bold show LTA analysis P values < 5x10°®.
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Table S8: Summary of number of SNPs and loci identified by LTA

Number of significant SNPs

Number of significant Loci

P value < 5x10° P value < 5x10°
#LTA SNPs #V1 SNPs #LTA loci #V1 loci
SBP | 117 122 SBP |13 8
DBP |96 126 DBP |10 9
MAP | 155 153 MAP | 11 9
PP 120 1 PP 5 1
Total 488 402 Total 39 27
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Table S9: Distribution of LTA P values as compared to the corresponding V1 BP trait analysis P values

SBP (delta distribution)

Extreme values* (right tail+left tail)

Mon-Extreme values (central)

Total SNP distributed as normal

40013

2480814

LTA SNP (pGC=5e-8)

101

16

DBP (delta distribution)

Extreme values* (right tail+left tail)

Mon-Extreme values (central)

Total SNP distributed as normal

29775

2491052

LTA SNP (pGC<5¢-8)

64

32

MAP (delta distribution)

Extreme values® (right tail+left tail)

Mon-Extreme values (central)

Total SNP distributed as normal

32885

2487942

LTA SNP (pGC<5¢-8)

123

32

PP (delta distribution)

Extreme values® (right tail+left tail)

Mon-Extreme values (central)

Total SNP distributed as normal

36139

2484688

LTA SNP (pGC=5e-8)

120

]

*Extreme values are defined as values that are larger than 'mean+23*sd' or smaller than 'mean-3*sd'

Chisquare test P value = 2 2e-16

Chisquare test P value < 2. 2e-16

Chisquare test P value < 2. 2e-16

Chisquare test P value < 2. 2e-16
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Table S10: Power simulations for the application of LTA to SBP.

a: Correlation between the 4 visits for SBP residual adjusted for BMI, age, and age*age and gender in ARIC.

SBP SBP SBP SBP

Al V2 V3 V4
SBP V1 1.00 0.73 0.65 0.60
SBP V2 0.73 1.00 0.72 0.64
SBP V3 0.65 0.72 1.00 0.70
SBP V4 0.60 0.64 0.70 1.00

b1: Power Estimates. Sample size N = 1000 and testing at alpha=0.05. The true effect size is 0.1. Monte Carlo size 10,000.

q 0.05 0.10 0.20 0.30 0.40
Visit 1 0.16 0.27 0.43 0.52 0.59
LTA 0.19 0.33 0.52 0.63 0.70

GEE (4 visits) 0.20 0.34 0.52 0.64 0.70

b2: Power Estimates, Null Hypothesis. Sample size N = 1000 and testing at alpha=0.05.
The true effect size is 0. Monte Carlo size 10,000.

q 0.05 0.10 0.20 0.30 0.40
Visit 1 0.050 0.048 0.048 0.050 0.047
LTA 0.053  0.051 0.052 0.048 0.048

GEE (4 visits)  0.059  0.052 0.051 0.051 0.050

c: Sample size N = 10000 and testing at alpha = 5x10-8. The true effect size is 0.05. Monte Carlo size 5,000.

0.05 0.1 0.2 0.3 0.4
Visit 1 0 0.001 0.005 0.011 0.023
LTA 0 0.002 0.015 0.039 0.070
GEE (4 visits) 0 0.002 0.015 0.039 0.071
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Table S11: Enrichment analysis results

Stronger Pvalue of Pvalue of 10000 times
‘r::r:::: {;;LTA Summary of lead SNPs and LTA and V1 results Tested Region Etzltrigggzr\?i’t;irggggv ?gr?nts;r?epdptlggihe
analysis permutation statistics from the
trait [SNPID Allele1 |Chr  |Position |InRefGene |RefGenes.60kbfron/ClosestRefGene |LTA P value |V1 P value |Position Start |Position End |# SNPs|D-.Pvalue [D+.PvalugD-.Pvalue |D+.Pvalue
LTA SBP |rs13306561 a 1p36 11788391 |MTHFR MTHFR;NPPA;CLCNMTHFR 6.38E-12 1.11E-07]11775103 11847887 102 0.4522 1.00E-04 |0.3983 <0.0001
LTA SBP |rs1275988 t 2p23 |26T67868 [NA KCNK3:CIB4 KCNK3 261E-10 1.38E-05|26765249 26786300 10 1 <0.0001 |1 <0.0001
LTA SBP |rs6712094 a  |2q24 |164751706 [NA NA GRB14 9.89E-09 5.22E-07)164722539 164839114 175 0.6859 2.00E-04 |0.7081 <0.0001
LTA SBP |rs7733331 t 5p13 32864603 [NA Chorf23;NPR3 Chorf23 5.38E-09| 0.000141351]32810804 32867696 43 1 0.0016 1 4.00E-04
LTA SBP |rs12705390 a  |7g22 |106198013 [NA NA PIK3CG 317E-08 2.63E-05|106192878 106199094 |20 0.956 4.00E-04 [0.9823 1.00E-04
LTA SBP |rs7070797 a 10021 |63221779 |NA C100rf107 C100rf107 4 30E-08 1.17E-06|63190704 63221779 48 07187 0.0024 0.7434 1.00E-04
LTA DBP |rs13306561 a 1p36 11788391 |MTHFR MTHFER;NPPA,CLCNMTHFR 2.08E-10 1.28E-07]11783430 11828561 83 0.7217 <0.0001  |0.7821 <0.0001
LTA DBP |rs1952650 a  |5g33 |157746045 [NA NA EBF1 1.58E-07 2.16E-05|157746045 157746045 |82 0.3685 <0.0001  ]0.3102 <0.0001
LTA DBP |rs198823 t  |Bp22 26230912 |NA HIST1H2BD; HIST1HIHIST1H2BC 6.57E-09 4.52E-06|26150218 26233321 155 0.8544 <0.0001  |0.8949 <0.0001
LTA DBP |rs3184504 t 12024 (110368991 |SH2B3 SH2B3;ATXN2 SH2B3 6.08E-13 1.26E-08[110368991 111390798 277 0.9517 <0.0001  |0.9721 <0.0001
LTA MAP |rs880315 t 1p36 |10719453 |CASZ1 CASZA CASZA 549E-11 1,4?E-DT|1[}?13384 10724576 9 0.856 0.0081 0.9464 0.0042
LTA MAP |rs13306561 a 1p36 11788391 |MTHFR MTHER,NPPA,CLCNMTHFR 1.83E-12 1.48E-08[11775103 11847887 104 0.7774 1.00E-04 |0.8154 <0.0001
LTA MAP |rs1275988 t 2p23 |26767868 [NA KCNK3;CIB4 KCNK3 1.51E-09 7.06E-06|26765249 26786300 10 1 3.00E-04 |1 <0.0001
LTA MAP |rs2681472 a 12021 |88533090 |ATP2B1 ATP2B1 ATP2B1 1.77E-16 1.70E-12[88465680 88637201 132 0.3985 <0.0001  |0.3285 <0.0001
LTA PP |rs10948071 t [Bp21 43388691 |NA CRIP3;SLC22AT.TTHCRIP3 9.06E-09| 0.000111242|43367990 43440164 49 09211 <0.0001  |0.9491 <0.0001
LTA PP |rs2949837 a  |[7p13 |45960903 [NA IGFBP3 IGFBP3 2.94E-08 6.88E-06[45929639 45960903 49 1 <0.0001 |1 <0.0001
LTA PP |rs12705390 a |7g22 [106198013 [NA NA PIK3CG 5.40E-14 1.20E-06[106192878 106206532 |24 0.612 §.00E-04 |0.7028 <0.0001
V1 SBP |rs2004776 t 1942 228915325 |AGT AGT;COG2,CAPN9 |AGT 4.45E-07 4.63E-08|228803667 228916422 |76 0.0061 0.9914 4.00E-04 |1
Vi SBP |rs4766578 a 12024 (110388754 |ATXN2 SH2B3;ATXN2 ATXN2 2.82E-09 1.18E-09]110368991 110556807  |201 <0.0001  |0.7427 <0.0001  |0.7695
Vi SBP |rs11072518 t 15024 |73021663 |NA COX5A;SCAMPS:RP|COX5A 6.54E-09 2 93E-11|72820453 73029208 30 <0.0001  |0.7609 <0.0001  |0.8024
Vi SBP |rs6092743 a  |20g13|57133765 [NA NA C200rf174 2.25E-08 2.18E-09|57112829 57194118 67 1.00E-04 |0.9868 <0.0001  |0.9975
V1 DBP |rs2004776 t 1942 228915325 |AGT AGT,COG2,CAPN9 |AGT 3.20E-08 1.53E-08]228915325 228915982 |50 0.0057 0.9252 0.001 0.9622
Vi DBP |rs12258967 c 10p12 18767965 |CACNB2 |CACNB2 CACNB2 2 48E-09 3.71E-09]|18747454 18780638 51 0.0195 0.7355 0.0048 07591
Vi DBP |rs1133323 t 156924 |72999278 |NA COX5AMPI,SCAMPCOX5A 2.66E-09 4.89E-10|72808502 73029208 109 <0.0001  |0.3275 <0.0001  |0.2717
V1 DBP |rs6092743 a  |20g13|57133765 [NA NA C200rf174 1.11E-08 3.37E-11]57108080 57194118 71 <0.0001  [0.7041 <0.0001  |0.7368
Vi MAP |rs2004776 t 1942 228915325 |AGT AGT,;COG2,CAPN9 |AGT 1.18E-08 2.45E-09)|228882807 228929783  |105 0.0336 0.9726 0.0078 0.9898
V1 MAP |rs12258967 c 10p12|18767965 |CACNBZ2 |CACNB2 CACNB2 4.98E-11 5.57E-10|18726458 18780638 el 0.0842 0.4946 0.0355 0.4722
V1 MAP |rs11072518 t 15924 |73021663 |NA COX5A; SCAMPE;RP|COX5A 8.95E-11 1.86E-12|72806502 73029208 95 <0.0001 |0.5105 <0.0001 |0.4795
Mixed effect DBP |rs12244842 t 10921 (63109192 |C100rf107 |C100rf107 C100rf107 7.05E-09 6.15E-08[63109192 63221779 158 0.0348 <0.0001  |0.0101 <0.0001
Mixed effect MAP |rs2166122 t 10921 [63193080 |C100rf107 |C100rf107 C100rf107 1.88E-09 4.76E-08|63109192 63221779 142 0.0565 <0.0001 |0.0184 <0.0001
Mixed effect MAP |rs3184504 t 12924 [110368991 |SH2B3 SH2B3;ATXN2 SH2B3 1.68E-12 3.71E-10|110368991 111390798  |316 <0.0001  |0.06 <0.0001  |0.0192
Mixed effect MAP |rs6092743 a  |20g13|57133765 [NA NA C200rf174 3.60E-10 1.12E-11[57108080 57194118 73 <0.0001  |0.0924 <0.0001 |0.0439
Wixed effect PP |rs7650227 t 3p22 41769941 |ULK4 ULK4 ULK4 2.84E-09 4.38E-06|41725264 42040009 201 0.0042 <0.0001 |8.00E-04 |<0.0001
Mo difference SBP |rs880315 t 1p36 [10719453 |CASZ1 CASZ1 CASZ1 7.98E-12 7.20E-09|10713384 10724576 9 0.8669 0.2722 0.9464 0.3158
Mo difference SBP |rs12258967 c 10p12 18767965 |CACNBZ2 |CACNB2 CACNB2 4.53E-10 1.53E-08]18726458 18780638 91 0.9551 0.2148 0.9822 0.1264
No difference SBP |rs2681472 a 12021 |88533090 |ATP2B1 ATP2B1 ATP2B1 1.04E-14 1.69E-11[88465680 88637201 132 0.1781 0.2263 0.1116 0.1561
No difference SBP |rs35444 a 12924 114036820 |[NA NA TBX3 1.47E-08 2.63E-06|114036820 114039913 |14 0.7564 0.3222 0.7963 0.2573
No difference DBP |rs7599598 a_ |2ql1 |96715567 [NA FLJ10081;FER1L5,LIFERILS 2.91E-08 6 54E-08[96715567 rs7599598 1 1 0.4993 1 05046
No difference DBP |rs1801253 c 10925 |115795046 |ADRB1 ADRB1 ADRB1 7.22E-06 2.58E-08|115782052 115795046 |9 0.1765 0.8999 0.112 0.9477
No difference DBP |rs2681472 a 1292188533090 |ATP2B1 ATP2B1 ATP2B1 4.01E-13 8.68E-11|88465680 88637201 132 0.1105 0.3348 0.0576 0.2681
No difference MAP |rs1801253 c 10925 |115795046 |ADRB1 ADRB1 ADRB1 7.32E-07 7.10E-09]| 115779365 115795046 |9 0.1665 0.8955 0.1032 0.9494
Mo difference MAP |rs35444 a 12924 114036820 |NA NA TBX3 3.20E-08 8.38E-07]114036820 114039913 |14 0.7605 0.3228 0.7945 0.2617
Mo difference PP_ |rsB80315 t 1p36 (10719453 |CASZ1 CASZ1 CASZ1 5.45E-09 3.31E-06|10713384 10722164 6 0.8323 0.1492 0.8929 0.1943
Mo difference PP |rs12631867 a__ |3p24 (30437485 [NA NA TGFBR2 0.023903474 9.25E-10|30437485 rs12631867 |1 0.5002 1 0.5043 1
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SUPPLEMENTAL COHORT DESCRIPTIONS

Cohort Descriptions

Discovery cohorts

The CHARGE Consortium® includes cohort studies that completed genome-wide genotyping
and had extensive data on multiple phenotypes including blood pressure. Each study adopted
collaboration guidelines and established a consensus on phenotype harmonization, covariate
selection and an analytical plan for within-study genome-wide association and prospective
meta-analysis of results across studies. Each study received institutional review board approval
of its consent procedures, examination and surveillance components, data security measures,
and DNA collection and its use for genetic research. All participants provided written informed
consent.

In the current analysis, most of the participating cohorts were general population samples
(AGES, ARIC, CHS, FHS, RS, MESA, CARDIA). Demographic information, blood pressure,
height, and weight were directly measured in all participants, except for the Women’s Genome
Health Study as described. All studies with GWAS data used hidden Markov model
approaches®* and HapMap reference panels® to impute genotypes at unmeasured SNPs and
excluded SNPs, so that a common set of ~2.5M HapMap SNPs were available across the
discovery samples*®. All studies with GWAS data used hidden Markov model approaches1-3
and HapMap reference panels4 to impute genotypes at unmeasured SNPs and excluded SNPs,
so that a common set of ~2.5M HapMap SNPs were available across the discovery samples*®.

AGES Reykjavik

The Age Gene/Environment Susceptibility-Reykjavik (AGES- Reykjavik) Study cohort originally
comprised a random sample of 30,795 men and women born in 1907-1935 and living in
Reykjavik in 1967. A total of 19,381 people attended, resulting in 71% recruitment rate. The
study sample was divided into six groups by birth year and birth date within month. One group
was designated for longitudinal follow up and was examined in all stages. One group was
designated a control group and was not included in examinations until 1991. Other groups were
invited to participate in specific stages of the study. Between 2002 and 2006, the AGES-
Reykjavik study re-examined 5764 survivors of the original cohort who had participated before
in the Reykjavik Study.” The midlife data blood pressure measurement was taken from stage 3
of the Reykjavik Study (1974-1979), if available. Half of the cohort attended during this period.
Otherwise an observation was selected closest in time to the stage 3 visit. Participants came in
a fasting state to the clinic. The supine blood pressure was measured twice by a nurse using a
mercury sphygmomanometer after a 5-min rest. Blood pressure was measured according to
World Health Organization recommendations. Individuals with previous Ml were excluded from
the analyses (n=12). Successful genotyping was available for 3219 AGES participants who
were eligible for this study. The AGES Reykjavik Study GWAS was approved by the National
Bioethics Committee and the Data Protection Authority.

ARIC
The Atherosclerosis Risk In Communities Study (ARIC) study is a population-based prospective
cohort study of cardiovascular disease sponsored by National Heart, Lung, and Blood Institute

(NHLBI). ARIC included 15,792 individuals aged 45-64 years at baseline (1987-89), chosen by
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probability sampling from four US communities® Cohort members completed four clinic
examinations, conducted three years apart between 1987 and 1998. The data used in this study
are from all four visits. A detailed study protocol is available on the ARIC study website
(http://www.cscc.unc.edu/aric). Clinic examinations included assessment of cardiovascular
disease risk factors, a detailed medical and psychosocial history, and measurement of various
clinical and laboratory variables. The physical examination included measurements of weight
and height from which the body mass index (BMI) was calculated. Blood pressure was
measured using a standardized Hawskley random-zero mercury column sphygmomanometer
with participants in sitting position after a resting period of 5 minutes. The size of the cuff was
chosen according to the arm circumference. For the first three visits, three sequential recordings
for systolic and diastolic blood pressure were obtained and the mean of the last two
measurements used in this analysis. At the fourth visit, two blood pressure measurements were
taken and averaged. Blood pressure lowering medication use was recorded from the medication
history. Outliers (>4SD from the mean) with respect to the systolic or diastolic blood pressure
distribution were excluded from the analysis. For this investigation we limited the sample to
individuals of European descent by self-report and in whom GWAS was carried out.

CARDIA

The Coronary Artery Risk Development in Young Adults (CARDIA) is a prospective multicenter
study with 5115 adults Caucasian and African American participants of the age group 18-30
years, recruited from four centers at the baseline examination in 1985-1986. The recruitment
was done from the total community in Birmingham, AL, from selected census tracts in Chicago,
IL and Minneapolis, MN; and from the Kaiser Permanente health plan membership in Oakland,
CA. The details of the study design for the CARDIA study have been previously published."
Eight examinations have been completed since initiation of the study, respectively in the years
0, 2,5,7,10, 15, 20 and 25. Written informed consent was obtained from participants at each
examination and all study protocols were approved by the institutional review boards of the
participating institutions. At each examination, systolic and diastolic blood pressure was
measured in triplicate on the right arm using a random-zero sphygmomanometer with the
participant seated and following a 5-min. rest. The average of the second and third
measurements was taken as the blood pressure value. Blood pressure medication use was
obtained by questionnaire. Blood pressure data measured at year 7 through year 20 were used
in this study. In addition, the sample was restricted to individuals of European descent by self-
report and principal component analysis using genome-wide genotypes.

CHS

The CHS is a population-based cohort study of risk factors for cardiovascular disease in adults
65 years of age or older conducted across four field centers. The original predominantly white
cohort of 5201 persons was recruited in 1989-1990 from random samples of the Medicare
eligibility lists and an additional 687 African-Americans were enrolled in 1992-93 for a total
sample of 5888. Details of the study design are summarized elsewhere®. A total of 1908
persons were excluded from the study sample due to prevalent coronary heart disease
(n=1195), congestive heart failure (n=86), peripheral vascular disease (n=93), valvular heart
disease (n=20), stroke (n=166) or transient ischemic attack (n=56). Participants with missing
BMI (n=10) or BP measurements (n=8) were excluded. CHS participants completed
standardized clinical examinations and questionnaires at study baseline and at nine annual
follow-up visits. Research staff who received central training in blood pressure measurement
assessed repeat right-arm seated systolic and diastolic blood pressure levels at baseline with a
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Hawksley random-zero sphygmomanometer. Means of the repeated blood pressure
measurements from the baseline examination were used for GWAS analyses. Because the
other cohorts were predominantly white, African American participants were excluded from this
analysis. 3,159 CHS subijects contributed to this analysis.

FHS

The Framingham Heart Study (FHS) began in 1948 with the recruitment of an original cohort of
5,209 men and women who were 28 to 62 years of age (mean age 44 years; 55 percent
women) at entry. In 1971 enroliment of a second generation of study participants took place;
this cohort consisted of 5,124 children and spouses of children of the original cohort. The mean
age of the offspring cohort was 37 years; 52 percent were women. A third generation cohort The
FHS began in 1948 with the recruitment of an original cohort of 5,209 men and women who
were 28 to 62 years of age (mean age 44 years; 55 percent women) at entry. In 1971
enroliment of a second generation of study participants took place; this cohort consisted of
5,124 children and spouses of children of the original cohort. The mean age of the offspring
cohort was 37 years; 52 percent were women.'®"? At each clinic visit, a medical history was
obtained with a focus on cardiovascular content, and participants underwent a physical
examination including measurement of height and weight from which BMI was calculated.
Systolic and diastolic blood pressures were measured twice by a physician on the left arm of the
resting and seated participant using a mercury column sphygmomanometer. Pressures were
recorded to the nearest even number. The means of two separate systolic and diastolic blood
pressure readings at the first clinic examination of each cohort were used for GWAS analyses.
For a subset of offspring cohort participants only one measurement was obtained. Individuals
under 20 years of age, those who had a myocardial infarction, or congestive heart failure were
excluded from the analyses because those conditions may affect blood pressure levels.

MESA

The Multi-Ethnic Study of Atherosclerosis investigation is a population-based study of 6,814
men and women age 45 to 85 years, without clinical cardiovascular disease, recruited from six
United States communities (Baltimore, MD; Chicago, IL; Forsyth County, NC; Los Angeles
County, CA; northern Manhattan, NY; and St. Paul, MN). The main objective of MESA is to
determine the characteristics of subclinical cardiovascular disease and its progression.
Sampling and recruitment procedures have been previously described in detail.’ Adults with
symptoms or history of medical or surgical treatment for cardiovascular disease were excluded.
During the recruitment process, potential participants were asked about their race/ethnicity.
Self-reported ethnicity was used to classify participants into groups.'® After a 5-minute rest BP
was measured three times at 1 minute intervals using a Dinamap PRO 100 automated
oscillometric device (Critikon, Tampa, FL) with the subject in seated, and the average of the
second and third BP measurements was recorded for each visit. Data from white participants,
collected at MESA exams 1 through 4, was used in this analysis.

Rotterdam Study - RS1, RS2

The RS is a prospective population-based cohort study comprising 7,983 subjects aged 55
years or older. Participants completed an interview at home and at the research center, where
participants were subsequently examined. Baseline data were collected between 1990 and
1993. In 1999, inhabitants who turned 55 years of age or moved into the study district since the
start of the study were invited to participate in an extension of the RS (RES) of whom 3011
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participated (67% response rate). The rationale and design of the RS have been described in
detail elsewhere.® At the research center, we obtained two seated blood pressure
measurements in the right brachial artery with a random zero sphygmomanometer. The mean of
two consecutive measurements was used in association analyses. We excluded participants
who were older than 85 years of age and those who had a history myocardial infarction or
congestive heart failure, because of the impact of these conditions on blood pressure levels.

WGHS

The Women’s Genome Health Study (WGHS)™ is a prospective cohort of female North
American health care professionals representing participants in the Women’s Health Study
(WHS) trial who provided a blood sample at baseline and consent for blood-based analyses.
Participants in the WHS were 45 years or older at enrolment and free of cardiovascular disease,
cancer or other major chronic illness. For the primary WHS endpoints of cardiovascular disease,
full medical records were obtained for reported endpoints and reviewed by an endpoints
committee of physicians unaware of assignment. The current data are derived from 23,294
WGHS participants for whom whole genome genotype information was available at the time of
analysis and for whom self-reported European ancestry could be confirmed by multidimensional
scaling analysis of 1,443 ancestry informative markers in PLINK v. 1.06. Baseline BP in the
WGHS was ascertained by a self-reported questionnaire, an approach which has been
validated in the WGHS demographic, namely female health care professionals. Questionnaires
recorded systolic blood pressure in 9 categories (<110, 110-119, 120-129, 130- 139, 140-149,
150-159, 160-169, 170-179, 2180 mmHg), and diastolic blood pressure in 7 categories (<65,
65-74, 75-84, 85-89, 90-94, 95-104, 2105 mmHg). The midpoint of each category was used for
analysis. Hypertension was defined as a history of physician-diagnosed HTN and ongoing HTN
treatment, or SBP = 140 or DBP = 90 mmHg. To account for treatment effects, 10 and 5 mmHg
were added to the measured systolic and diastolic blood pressures respectively, if a participant
was taking antihypertensive medication.

Replication Cohorts

The replication cohorts in this analysis were used to test the reproducibility of novel discovered
loci which were identified by the use of the LTA method. The replication cohorts all provided
single-visit BP traits. All participants provided written informed consent and studies were
approved by their local Institutional Review Boards or Research Ethics Committees.

Global BP Gen (GBPG)

Single-visit BP traits were previously analyzed in 17 cohorts, and the results of the meta-
analysis have been previously reported.'® Adjustment was performed for the use of anti-
hypertensive medications using similar methods as we used in the discovery analysis. The
same covariates were included in the individual cohort analyses, including age, age-squared,
body mass index, and gender, as in the LTA discovery analyses.

Peking University — University of Michigan Study of Atherosclerosis (PUUMA) Beijing
Shijensheng Cohort

The Peking University — University of Michigan Study of Atherosclerosis (PUUMA) is based
upon the enrollment of individuals at two hospitals in the Peking University Health Science
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system: PKU First Hospital and PKU Third Hospital. There were several sources of samples,
including the cardiac catheterization laboratories of the hospitals and a community-based
enrollment in Beijing Shijengsheng district. The single-visit BP analyses reported in this study
were based upon the community based enroliment of 5,065 unrelated individuals (confirmed by
exome wide genotypes) which represents a population sample of Han Chinese from Beijing.
Blood pressure was recorded using the Omron 7100 machine three times at 2-minute interval in
a seated position. The average of three readings was used for the analysis. Genotyping was
performed using the Illumina Exome Plus chip with additional custom content based upon
sequencing of additional individuals of Asian ancestry and candidate SNPs identified in prior BP
association studies. QC was performed as described elsewhere (manuscript in preparation).
Association analyses were implemented in PLINK, and genomic control was applied to the final
association statistics.
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