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Links to additional Supplementary Data and Figures 

The following Supplementary Data and Figures are too large for submission to the journal are accessible 

as indicated below. 

 Full summary statistics of the QBB GWAS will be deposited with the GWAS catalogue. 

These data are also available without password protection at 

https://wcmq.box.com/s/vkhhqz4z1ijdew5p2xfvi3ta0rww5n30. 

 A complete set of Manhattan and QQ-plots are available on FigShare at this link: 

https://doi.org/10.6084/m9.figshare.20518926  

These plots are also available without password protection at 

https://wcmq.box.com/s/oc0pmycvmwckv18x5iphdt25bj5zy2lq  

 A complete set of regional association plots are available on FigShare at this link: 

https://doi.org/10.6084/m9.figshare.20518926 

These plots are also available without password protection at 

https://wcmq.box.com/s/1awbxb6gvjevyd5mmf526al7962pk3o9  

 A complete set of colocalization plots is available on FigShare at this link: 

https://doi.org/10.6084/m9.figshare.20518926 

These plots are also available without password protection at 

https://wcmq.box.com/s/bpugp0pkcu7xpq98glrzo94e1h3vi3we 
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SUPPLEMENTARY FIGURES 

 

Supplementary Figure 1: Two-dimensional Manhattan plot. Chromosomal positions of cis-pQTLs (red) 

and trans-pQTLs (blue); plot data is in Supplementary Table 1. 
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(a) (b) 

Supplementary Figure 2: Scatterplot of effect estimates (beta). between QBB and KORA (a) and 

between QBB and INTERVAL (b); replicated pQTLs are colored in red; limited to pQTLs that were 

replicated on the same variant, directionality matched for effect allele, plot data is in Supplementary 

Tables 2&3. 
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Supplementary Figure 3: Regional association plots. Plots for all 2,678 pQTLs are provided in PDF 

format, an example is shown here; the full summary statistics of this GWAS that were used to generate 

these plots are deposited in the GWAS catalogue; pQTLs are numbered and labelled as in Supplementary 

Table 1. 
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(c) (d) 

 

Supplementary Figure 4: Regional cross-ethnic colocalization plots. Example plots for the Fc receptor-

like protein 3 (FCRL3) (a&c) and the Dickkopf-related protein 3 (DKK3) (b&d) regions; PIP values for 

SuSiE credible sets (a,b); regional association plots (c&d, top two rows) and a scatterplot of -log10(p-

value), (c&d, bottom row), circle colors reflect LD with the respective lead variant of the credible set, inner 

circle fill is for Interval, outer circle color is for QBB; similar plots for all regions are provided in PDF 

format, summary data for all 771 regions are in Supplementary Table 4. 

 

  



 

9 
 

Members of The Qatar Genome Program Research Consortium 
 
Contact: Hamdi Mbarek, e-mail: hmbarek@qf.org.qa  
 
Qatar Genome Project Management: Said I. Ismail6, Wadha Al-Muftah6, Radja Badji6, Hamdi Mbarek6, 
Dima Darwish6, Tasnim Fadl6, Heba Yasin6, Maryem Ennaifar6, Rania Abdellatif6, Fatima Alkuwari6, 
Muhammad Alvi6, Yasser Al-Sarraj2,6, Chadi Saad6 & Asmaa Althani6,7 
Biobank and Sample Preparation: Eleni Fethnou7, Fatima Qafoud7, Eiman Alkhayat7 & Nahla Afifi7 
Sequencing and Genotyping group: Sara Tomei8, Wei Liu8 & Stephan Lorenz8 
Applied Bioinformatics Core: Najeeb Syed9, Hakeem Almabrazi9, Fazulur Rehaman Vempalli9 & Ramzi 
Temanni9 
Data Management and Computing Infrastructure group: Tariq Abu Saqri10, Mohammedhusen 
Khatib10, Mehshad Hamza10, Tariq Abu Zaid10, Ahmed El Khouly10, Tushar Pathare10, Shafeeq Poolat10 & 
Rashid Al-Ali10 
Consortium Lead Principal Investigators (in alphabetical order): Omar Albagha5,19, Souhaila Al-
Khodor11, Mashael Alshafai12, Ramin Badii13, Lotfi Chouchane14, Xavier Estivill15, Khalid Fakhro1,4,5,16, 
Hamdi Mbarek6, Younes Mokrab1,4,5,17, Jithesh V. Puthen5, Karsten Suhre20,21 & Zohreh Tatari18 

 
Affiliations:  
1 Department of Human Genetics, Sidra Medicine, Doha, Qatar 
4 Weill Cornell Medicine-Qatar, Doha, Qatar 
5 College of Health and Life Sciences, Hamad Bin Khalifa University, Doha, Qatar 
6 Qatar Genome Program, Qatar Foundation Research Development and Innovation, Qatar Foundation, 
Doha, Qatar. 
7 Qatar Biobank for Medical Research, Qatar Foundation, Doha, Qatar. 
8 Integrated Genomics Services, Sidra Medicine, Doha, Qatar. 
9 Applied Bioinformatics Core, Sidra Medicine, Doha, Qatar.  
10 Biomedical Informatics, Sidra Medicine, Doha, Qatar. 
11 Microbiome and Biomarkers Discovery lab, Sidra Medicine, Doha, Qatar. 
12 College of Health Sciences, Qatar University, Doha, Qatar. 
13 Molecular Genetics Lab, Hamad Medical Corporation, Doha, Qatar. 
14 Department of Genetic Medicine, Microbiology and Immunology, Weill Cornell Medicine-Qatar, Doha, 
Qatar. 
15 Research Branch, Sidra Medicine, Doha, Qatar. 
16 Genomic Medicine Lab, Sidra Medicine, Doha, Qatar. 
17 Medical and Population Genomics Lab, Sidra Medicine, Doha, Qatar. 
18 Clinical Research Centre, Sidra Medicine, Doha, Qatar. 
19 Centre for Genomic and Experimental Medicine, Institute of Genetics and Molecular Medicine, 
University of Edinburgh, Edinburgh, UK 
20 Bioinformatics Core, Weill Cornell Medicine-Qatar, Education City, Doha, Qatar 
21 Department of Biophysics and Physiology, Weill Cornell Medicine, New York, NY, USA 


