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Figure S1: Q-Q plot of the PCA-corrected -log10 p-values for the difference between the observed association for the tails of al-al distance and expected association based on the overall al-al distance distribution.
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Figure S2: Q-Q plot of the PCA-corrected -log10 p-values for the difference between the observed association for the tails of sn-prn distance and expected association based on the overall sn-prn distance distribution.
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Figure S3: Q-Q plot of the PCA-corrected -log10 p-values for the difference between the observed association for the tails of cephalic index and expected association based on the overall cephalic index distribution.
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Figure S4: Q-Q plot of the PCA-corrected -log10 p-values for the difference between the observed association for the tails of nasal index and expected association based on the overall nasal index distribution.
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Figure S5: Q-Q plot of the PCA-corrected -log10 p-values for the difference between the observed association for the tails of nose-face width index and expected association based on the overall nose-face width index distribution.
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Figure S6: Q-Q plot of the PCA-corrected -log10 p-values for the difference between the observed association for the tails of nasolabial angle and expected association based on the overall nasolabial angle distance distribution.
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Figure S7: Q-Q plot of the PCA-corrected -log10 p-values for the difference between the observed association for the tails of transverse nasal prominence angle and expected association based on the overall transverse nasal prominence angle distribution.
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Figure S8: Q-Q plot of the PCA-corrected -log10 p-values for the difference between the observed association for the tails of PC1 trait and expected association based on the overall PC1 trait distance distribution.
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Figure S9: Manhattan plot of the genomic associations of the al-al distance, based on the initial p-values from analysis of the PCA-corrected data. The -log10 (P value) is plotted against the physical positions of each SNP on each chromosome. The basic significance threshold is indicated by the blue line for -log10(1e-5) and the genome-wide significance threshold for -log10(5e-8) is indicated by the red line.
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Figure S10: Manhattan plot of the genomic associations of the sn-prn distance, based on the initial p-values from analysis of the PCA-corrected data. The -log10 (P value) is plotted against the physical positions of each SNP on each chromosome. The basic significance threshold is indicated by the blue line for -log10(1e-5) and the genome-wide significance threshold for -log10(5e-8) is indicated by the red line.
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Figure S11: Manhattan plot of the genomic associations of the cephalic index, based on the initial p-values from analysis of the PCA-corrected data. The -log10 (P value) is plotted against the physical positions of each SNP on each chromosome. The basic significance threshold is indicated by the blue line for -log10(1e-5) and the genome-wide significance threshold for -log10(5e-8) is indicated by the red line.
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Figure S12: Manhattan plot of the genomic associations of the nasal index, based on the initial p-values from analysis of the PCA-corrected data. The -log10 (P value) is plotted against the physical positions of each SNP on each chromosome. The basic significance threshold is indicated by the blue line for -log10(1e-5) and the genome-wide significance threshold for -log10(5e-8) is indicated by the red line.
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Figure S13: Manhattan plot of the genomic associations of the nose-face width index, based on the initial p-values from analysis of the PCA-corrected data. The -log10 (P value) is plotted against the physical positions of each SNP on each chromosome. The basic significance threshold is indicated by the blue line for -log10(1e-5) and the genome-wide significance threshold for -log10(5e-8) is indicated by the red line.
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Figure S14: Manhattan plot of the genomic associations of the nasolabial angle, based on the initial p-values from analysis of the PCA-corrected data. The −log10 (P value) is plotted against the physical positions of each SNP on each chromosome. The basic significance threshold is indicated by the blue line for -log10(1e-5) and the genome-wide significance threshold for -log10(5e-8) is indicated by the red line.
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Figure S15: Manhattan plot of the genomic associations of the transverse nasal prominence angle, based on the initial p-values from analysis of the PCA-corrected data. The -log10 (P value) is plotted against the physical positions of each SNP on each chromosome. The basic significance threshold is indicated by the blue line for -log10(1e-5) and the genome-wide significance threshold for -log10(5e-8) is indicated by the red line.
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Figure S16: Manhattan plot of the genomic associations of the PC1 trait, based on the initial p-values from analysis of the PCA-corrected data. The -log10 (P value) is plotted against the physical positions of each SNP on each chromosome. The basic significance threshold is indicated by the blue line for -log10(1e-5) and the genome-wide significance threshold for -log10(5e-8) is indicated by the red line.
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Figure S17: Pie chart, illustrating molecular function classification of human genes, harbouring genomic markers in significant association with craniofacial phenotypes.
The genes include: AGXT2, BMP4, CACNB4, COL11A1, EGFR, EYA1, EYA2, FAM49A, FOXN3, LMNA, MYO5A, PAX3, PCDH15, RTTN, SMAD1, XXYLT1 and ZEB1. 
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Figure S18: Pie chart, illustrating biological processes classification involving human genes, harbouring genomic markers in significant association with craniofacial phenotypes.
The genes include: AGXT2, BMP4, CACNB4, COL11A1, EGFR, EYA1, EYA2, FAM49A, FOXN3, LMNA, MYO5A, PAX3, PCDH15, RTTN, SMAD1, XXYLT1 and ZEB1. 
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Figure S19: Pie chart, illustrating protein product classification of the human genes, harbouring genomic markers in significant association with craniofacial phenotypes.
The genes are: AGXT2, BMP4, CACNB4, COL11A1, EGFR, EYA1, EYA2, FAM49A, FOXN3, LMNA, MYO5A, PAX3, PCDH15, RTTN, SMAD1, XXYLT1 and ZEB1. 
