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Supplemental Note

1. Datasets examined in expression quantitative trait loci (eQTL) analyses

We queried PLT and MPV loci in over 100 separate expression quantitative trait loci (eQTL)
datasets in a wide range of tissues. Datasets were collected through publications, publically
available sources, or private collaboration. A general overview of a subset of >50 eQTL studies
has been published (PMID: 24973796), with specific citations for >100 datasets included in the
current query following here. As our investigation focused primarily on a blood cell and
secondarily and overlap of genetic associations with lipids, we only present eQTLs in blood and

adipose related tissues.

Blood cell related eQTL studies included fresh lymphocytes (17873875), fresh leukocytes
(19966804), leukocyte samples in individuals with Celiac disease (19128478), whole blood
samples (18344981, 21829388, 22692066, 23818875, 23359819, 23880221, 24013639,
23157493, 23715323, 24092820, 24314549, 24956270, 24592274, 24728292, 24740359,
25609184, 22563384, 25474530, 25816334, 25578447), lymphoblastoid cell lines (LCL) derived
from asthmatic children (17873877, 23345460), HapMap LCL from 3 populations (17873874), a
separate study on HapMap CEU LCL (18193047), additional LCL population samples
(19644074, 22286170, 22941192, 23755361, 23995691, 25010687, 25951796), neutrophils
(26151758, 26259071), CD19+ B cells (22446964), primary PHA-stimulated T cells (19644074,
23755361), CD4+ T cells (20833654), peripheral blood monocytes (19222302, 20502693,
22446964, 23300628, 25951796, 26019233), long non-coding RNAs in monocytes (25025429)
and CD14+ monocytes before and after stimulation with LPS or interferon-gamma (24604202).

Micro-RNA QTLs (21691150, 26020509), DNase-1 QTLs (22307276), histone acetylation QTLs



(25799442), and ribosomal occupancy QTLs (25657249) were also queried for LCL. Splicing

QTLs (25685889) and micro-RNA QTLs (25791433) were queried in whole blood.

Non-blood cell tissue eQTLs searched included omental and subcutaneous adipose (18344981,
21602305, 22941192, 23715323, 25578447), visceral fat (25578447) stomach (21602305),
arterial wall (25578447) and heart tissue from left ventricles (23715323, 24846176) and left and
right atria (24177373). Micro-RNA QTLs were also queried for gluteal and abdominal adipose

(22102887).

Additional eQTL data was integrated from online sources including the Broad Institute GTEX
Portal, and the Pritchard Lab (egtl.uchicago.edu). Results for GTEx Analysis V4 for 13 tissues
were downloaded from the GTEXx Portal and then additionally filtered as described below

[www.gtexportal.org: aortic artery, tibial artery, skeletal muscle, heart (left ventricle), stomach,

whole blood, and subcutaneous adipose (23715323)]. Splicing QTL (sQTL) results generated
with sQTLseeker with false discovery rate P<0.05 were retained. For all gene-level eQTLs, if at
least 1 SNP passed the tissue-specific empirical threshold in GTEX, the best SNP for that eQTL
was always retained. All gene-level eQTL SNPs with P<1.67E-11 were also retained, reflecting a

global threshold correction of P=0.05/(30,000 genes X 1,000,000 tests).



Figure S1: Q-Q plots for discovery meta-analysis of PLT in African (AA), European (EA), and combined all (All) ancestry groups
and inflation metrics as measured by lambda.
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Figure S2: Q-Q plots for discovery meta-analysis of MPV in African (AA), European (EA), and combined all (All) ancestry groups
and inflation metrics as measured by lambda.
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Figure S3: LocusZoom plot of IQGAP2 locus for PLT in European ancestry (EA). Only rs34592828 showed significant independent
association with PLT.
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Figure S4: LocusZoom plot of IQGAP2 locus for MPV in European ancestry (EA). rs34592828, rs34968964, and rs34950321 all
showed significant independent association with MPV.
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Figure S5: LocusZoom plot of ARFGAP3/PACSIN2 locus for PLT in European ancestry (EA). rs1018448 showed association with
PLT. However, rs1018448 is a reported eQTL for both ARFGAP3 and PACSIN2 gene expression.
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Figure S6: LocusZoom plot of ARFGAP3/PACSIN2 locus for PLT in European ancestry (EA). rs1018448 showed association with
MPV. However, rs1018448 is a reported eQTL for both ARFGAP3 and PACSIN2 gene expression.
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