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34273149, PMCID:PMC8967089.

13. Häppölä P, Gormley P, Nuottamo ME, Artto V, Sumelahti ML, Nissilä M, Keski-Säntti P, Ilmavirta
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K, Okada Y, Pirinen M, Palotie A, Ganna A, Martin AR, Ripatti S. Genome-wide risk prediction
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K, Widén E, Ripatti S. Lipidome- and Genome-Wide Study to Understand Sex Differences in Cir-
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OC, Oldham JM, Guillen-Guio B, Cox NJ, Hirbo JB, Schwartz DA, Fingerlin TE, Flores C, Noth
I, Yaspan BL, Jenkins RG, Wain LV, Ripatti S, Pirinen M; International IPF Genetics Consortium;
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MJ, Koskela JT. Leveraging global multi-ancestry meta-analysis in the study of idiopathic pulmonary
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PMCID: none.
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expanded analysis framework for multivariate GWAS connects inflammatory biomarkers to functional
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PMID:33110245, PMCID:PMC7868371.

27. Alabi RO, Mäkitie AA, Pirinen M, Elmusrati M, Leivo I, Almangush A. Comparison of nomogram
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none.

28. Hassan S, Surakka I, Taskinen MR, Salomaa V, Palotie A, Wessman M, Tukiainen T, Pirinen M, Palta
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33661898, PMCID:PMC7932171.
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PMCID:PMC8132880.

31. Almangush A, Alabi RO, Troiano G, Coletta RD, Salo T, Pirinen M, Mäkitie AA, Leivo I. Clin-
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PMCID:PMC8086072.

32. Alabi RO, Youssef O, Pirinen M, Elmusrati M, Mäkitie AA, Leivo I, Almangush A. Machine learning in
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review. Artif Intell Med. 2021 May;115:102060. DOI:10.1016/j.artmed.2021.102060, PMID:34001326,
PMCID: none.
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annrheumdis-2021-220698, PMID:34344703, PMCID:PMC8600604.
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variant association studies. Am J Hum Genet. 2021 Dec 2;108(12):2354-2367. DOI:10.1016/j.ajhg.
2021.11.005, PMID:34822764, PMCID:PMC8715195.
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Precis Med. 2020 Apr;13(2):e002725. DOI:10.1161/CIRCGEN.119.002725, PMID:32154731, PM-
CID:PMC7176338.

36. Lin J, Tabassum R, Ripatti S, Pirinen M. MetaPhat: Detecting and Decomposing Multivariate As-
sociations From Univariate Genome-Wide Association Statistics. Front Genet. 2020 May 15;11:431.
DOI:10.3389/fgene.2020.00431, PMID:32499813, PMCID:PMC7242752.

37. Gilchrist JJ, Uyoga S, Pirinen M, Rautanen A, Mwarumba S, Njuguna P, Mturi N; Kenyan Bacteraemia
Study Group; Hill AVS, Scott JAG, Williams TN. Risk of pneumococcal bacteremia in Kenyan children
with glucose-6-phosphate dehydrogenase deficiency. BMC Med. 2020 Jun 15;18(1):148. DOI:10.1186/
s12916-020-01604-y, PMID:32536341, PMCID:PMC7294654.

38. Almangush A, Pirinen M, Youssef O, Mäkitie AA, Leivo I. Risk stratification in oral squamous cell
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meta-analysis. Head Neck. 2020 Oct;42(10):3002-3017. DOI:10.1002/hed.26344, PMID:32548858,
PMCID: none.

39. Weissbrod O, Hormozdiari F, Benner C, Cui R, Ulirsch J, Gazal S, Schoech AP, van de Geijn B,
Reshef Y, Márquez-Luna C, O’Connor L, Pirinen M, Finucane HK, Price AL. Functionally informed
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1363. DOI:10.1038/s41588-020-00735-5, PMID:33199916, PMCID:PMC7710571.
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in breast cancer over the course of life. Nat Commun. 2020 Dec 14;11(1):6383. DOI:10.1038/s41467-
020-19966-5, PMID:33318493, PMCID:PMC7736877.
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