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Analyzed Filtered

Am J Hum Genet 8 23

Am J Med Genet B Neuropsychiatr Genet 2 2

Ann Hum Genet 0 1

BMC Genomics 0 1

BMC Med Genet 3 3

BMC Med Genomics 0 1

Circ Cardiovasc Genet 4 12

Eur J Hum Genet 0 3

Front Genet 1 0

G3 (Bethesda) 0 1

Gene 1 1

Genes Brain Behav 0 1

Genes Immun 0 1

Genet Epidemiol 1 1

Genomics 0 1

Genomics Inform 0 1

Hum Genet 3 7

Hum Mol Genet 24 48

Immunogenetics 0 2

J Hum Genet 0 2

J Med Genet 1 5

Nat Genet 26 48

Nature 0 7

PLoS Genet 18 31

PLoS One 6 21

Pharmacogenet Genomics 0 1

Pharmacogenomics 0 1

Pharmacogenomics J 0 1

Science 2 2

Twin Res Hum Genet 0 3

Total: 100 232

Table A. Distribution of quantitative trait GWAS papers across journals, for journals
that had at least one article annotated as “attempting replication” in the NHGRI-EBI
GWAS Database as of 04 Feb 2016.
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