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This repository contains supplementary data for the study entitled, “Human pancreatic islet
microRNAs implicated in diabetes and related traits by large-scale genetic analysis”. Further
details are described in the Methods section of the study. All genomic coordinates are from the
GRCh37 (hg19) assembly. As described in the Methods section, we performed all false
discovery rate calculations using Storey’s method. For variant associations, we report the single
nucleotide polymorphism (SNP) rsid from dbSNP151. For SNPs without an rsid, we report them

as "<chr>:<position>".

1. mirna_eqtl _nominal.tsv.gz: tab-delimited file of nominal miIRNA-eQTL results. This file
contains results for all SNP-miRNA pairs tested.

Column
var_id
var_chr
var_pos
effect_allele
other_allele
effect_allele_freq
pheno_id
pheno_chr
pheno_start
pheno_end
beta
std_error
pvalue

Description

SNP identifier

SNP chromosome
SNP position

Effect allele
Non-effect allele
Effect allele frequency
miRNA identifier
miRNA chromosome
mMiRNA start position
mMiRNA end position
Beta

Standard error
Nominal P-value

2. mirna_eaqtl__lead.tsv.gz: tab-delimited file of lead miRNA-eQTL results. This file contains the
lead SNP-miRNA pair for each miRNA (i.e., smallest SNP-miRNA association P-value).

Column
pheno_id
pheno_chr
pheno_start
pheno_end
n_snps
var_id
var_chr
var_pos
effect_allele
other_allele

Description

miRNA identifier
mMiRNA chromosome
miRNA start position
mMiRNA end position
Number of proximal SNPs tested
SNP identifier

SNP chromosome
SNP position

Effect allele
Non-effect allele



effect_allele_freq
beta

std_error

pvalue
empirical_pvalue
empirical_qvalue

a. For age, sex, BMI, and T2D status, we meta-analyze results across library preparation 1

Effect allele frequency

Beta

Standard error
Nominal P-value
Empirical P-value
Empirical g-value

3. Differential expression results. We provide tab-delimited files containing summary statistics of
the differential expression results for the following traits: age, sex, BMI, T2D status, and
polygenic scores for fasting blood glucose, fasting insulin, blood glucose, HbA1c, and T2D. We
provide a file for each trait. log,(Fold change) is denoted by LFC. In each file, missing data is
denoted using NA (e.g., when an miRNA is tested in one dataset but not the other).

(LP1), library preparation 2 (LP2), and Kameswaran et al. (1). The columns are:

Column

miRNA

trait
taylor_Ip1__wald_stat
taylor_Ip1__Ifc

taylor_Ip1__std_error
taylor_Ip1__ pvalue
taylor_Ip2__wald_stat
taylor_Ip2__Ifc
taylor_Ip2__std_error
taylor_lp2__pvalue
kameswaran__wald_stat
kameswaran__ Ifc
kameswaran__ std_error
kameswaran__ pvalue
meta__Ifc
meta__std_error
meta__pvalue
meta__qvalue

b. For the fasting blood glucose, fasting insulin, blood glucose, HbA1c, and T2D polygenic
scores, we meta-analyze results across African, European, and Hispanic ancestries. The

columns are:

Description

miRNA identifier

Trait tested

LP1 analysis wald statistic

LP1 analysis LFC

LP1 analysis standard error

LP1 analysis P-value

LP2 analysis wald statistic

LP2 analysis LFC

LP2 analysis standard error

LP2 analysis P-value

Kameswaran analysis wald statistic
Kameswaran analysis LFC
Kameswaran analysis standard error
Kameswaran analysis P-value
Meta-analysis LFC

Meta-analysis standard error
Meta-analysis P-value
Meta-analysis g-value
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Column

miRNA

trait
african__wald_stat
african__Ifc

african__std_error
african__ pvalue
european__wald_stat
european__Ifc
european__std_error
european__ pvalue
hispanic__wald_stat
hispanic__Ifc
hispanic__std_error
hispanic__pvalue
meta__Ifc
meta__std_error
meta__ pvalue
meta__qvalue

Description

miRNA identifier

Trait tested

African analysis wald statistic
African analysis LFC

African analysis standard error
African analysis P-value
European analysis wald statistic
European analysis LFC
European analysis standard error
European analysis P-value
Hispanic analysis wald statistic
Hispanic analysis LFC

Hispanic analysis standard error
Hispanic analysis P-value
Meta-analysis LFC
Meta-analysis standard error
Meta-analysis P-value
Meta-analysis g-value
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