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Table S1. Allele-frequency divergence for Campylobacter sources based on 25 938 cgSNPs. Cells 

indicate the value of the allele-frequency divergence and blue bars give a visual representation of 

the value in the cell. 

 

 

 

Table S2. Allele-frequency divergence for Humans based on 645 microsatellite genotypes. Cells 

indicate the value of the allele-frequency divergence and blue bars give a visual representation of 

the value in the cell.
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Table S3. Allele-frequency divergence for Humans based on 2 810 SNP genotypes. Cells indicate the 

value of the allele-frequency divergence and blue bars give a visual representation of the value in 

the cell.

 

 

 

Table S4. Allele-frequency divergence for Humans based on 659 276 SNP genotypes. Cells indicate 

the value of the allele-frequency divergence and blue bars give a visual representation of the value 

in the cell. 

 

 

 

Table S5. Allele-frequency divergence for breast tumour proteotypes. Cells indicate the value of the 

allele-frequency divergence and blue bars give a visual representation of the value in the cell. 
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Table S6. Self-attribution probabilities for Campylobacter genotypes. Columns indicate the actual 

source of isolates used for self-attribution and rows give the inferred source. Numerical values give 

the probability that genotypes from a source given by a column are attributed to the sources given 

by the rows. Results are shown for MMD and STRUCTURE (columns marked as “STR”).  
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 Actual source 

Cattle Chicken Pig Sheep WB 

MMD STR MMD STR MMD STR MMD STR MMD STR 

Cattle 0.58 0.51 0.06 0.03 0.00 0.00 0.45 0.45 0.00 0.01 

Chicken 0.10 0.34 0.74 0.73 0.05 0.0 0.07 0.23 0.05 0.12 

Pig 0.00 0.09 0.03 0.03 0.95 0.76 0.00 0.18 0.00 0.09 

Sheep 0.31 0.02 0.06 0.02 0.00 0.00 0.45 0.08 0.04 0.00 

WB 0.01 0.04 0.11 0.19 0.00 0.24 0.03 0.06 0.91 0.78 

 

Table S7. Self-attribution probabilities for humans characterised by 645 microsatellite genotypes. 

Columns indicate the actual source of isolates used for self-attribution and rows give the inferred 

source. Numerical values give the probability that genotypes from a source given by a column are 

attributed to the sources given by the rows. Results are shown for MMD and STRUCTURE (columns 

marked as “STR”).  
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 Actual source 

Africa America C/S Asia East-Asia Europe Middle-East Oceania 

MMD STR MMD STR MMD STR MMD STR MMD STR MMD STR MMD STR 

Africa 0.85 0.98 0.00 0.01 0.00 0.01 0.00 0.03 0.00 0.00 0.01 0.06 0.00 0.00 

America 0.00 0.00 1.00 0.87 0.01 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 

C/S Asia 0.06 0.00 0.00 0.06 0.82 0.93 0.00 0.07 0.02 0.15 0.08 0.05 0.00 0.03 

East-Asia 0.01 0.00 0.00 0.02 0.04 0.01 0.97 0.89 0.01 0.00 0.01 0.00 0.00 0.02 

Europe 0.01 0.00 0.00 0.01 0.08 0.01 0.01 0.01 0.75 0.48 0.23 0.11 0.00 0.00 

Middle-East 0.06 0.02 0.00 0.03 0.05 0.04 0.00 0.01 0.22 0.37 0.67 0.78 0.00 0.01 

Oceania 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.0 0.94 
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Table S8. Self-attribution probabilities for humans characterised by 2 810 SNP genotypes. Columns 

indicate the actual source of isolates used for self-attribution and rows give the inferred source. 

Numerical values give the probability that genotypes from a source given by a column are attributed 

to the sources given by the rows. Results are shown for MMD and STRUCTURE (columns marked as 

“STR”). 
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 Actual source 

Africa America C/S Asia East-Asia Europe Middle-East Oceania 

MMD STR MMD STR MMD STR MMD STR MMD STR MMD STR MMD STR 

Africa 0.91 0.96 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.04 0.00 0.00 

America 0.00 0.00 1.00 1.00 0.04 0.00 0.06 0.00 0.01 0.00 0.00 0.00 0.00 0.00 

C/S Asia 0.00 0.00 0.00 0.00 0.36 0.87 0.00 0.00 0.05 0.03 0.04 0.06 0.00 0.00 

East-Asia 0.01 0.00 0.00 0.00 0.11 0.01 0.93 1.00 0.01 0.00 0.01 0.00 0.00 0.00 

Europe 0.03 0.00 0.00 0.00 0.35 0.05 0.00 0.00 0.80 0.80 0.38 0.17 0.00 0.00 

Middle-East 0.05 0.04 0.00 0.00 0.11 0.07 0.00 0.00 0.13 0.17 0.54 0.73 0.00 0.00 

Oceania 0.00 0.00 0.00 0.00 0.03 0.00 0.01 0.00 0.00 0.00 0.01 0.00 1.00 1.00 

 

Table S9. Self-attribution probabilities for humans characterised by 659 276 SNP genotypes. 

Columns indicate the actual source of isolates used for self-attribution and rows give the inferred 

source. Numerical values give the probability that genotypes from a source given by a column are 

attributed to the sources given by the rows. Results are shown for MMD and ADMIXTURE (columns 

marked as “ADM”). 
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 Actual source 

Africa America C/S Asia East-Asia Europe Middle-East Oceania 

MMD ADM MMD ADM MMD ADM MMD ADM MMD ADM MMD ADM MMD ADM 

Africa 1.00 0.97 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 

America 0.00 0.00 1.00 0.95 0.00 0.00 0.00 0.01 0.00 0.01 0.00 0.00 0.00 0.00 

C/S Asia 0.00 0.00 0.00 0.00 0.90 0.89 0.00 0.05 0.00 0.06 0.00 0.05 0.00 0.00 

East-Asia 0.00 0.00 0.00 0.02 0.10 0.02 1.00 0.91 0.00 0.01 0.00 0.00 0.00 0.07 

Europe 0.00 0.00 0.00 0.02 0.00 0.02 0.00 0.03 1.00 0.87 0.10 0.11 0.00 0.00 

Middle-East 0.00 0.03 0.00 0.01 0.00 0.04 0.00 0.00 0.00 0.05 0.90 0.81 0.00 0.00 

Oceania 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.00 0.93 

 


