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Table 1: Theoretical results for a hypothetical subjects
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Conclusion

1 0 0.25 < 1 100 25 100 0.25 Likely carrier

1 1 0.50 < 1 100 50 200 0.25 Likely carrier
2 0 0.50 5� 6 200 100 200 0.50 Unlikely carrier

1 2 0.75 1� 2 100 75 300 0.25 Likely carrier
2 1 0.75 30� 40 200 150 300 0.50 Unlikely carrier

1 3 1.00 < 1 100 100 400 0.25 Likely carrier
2 2 1.00 45� 50 200 200 400 0.50 Unlikely carrier
3 1 1.00 5 300 300 400 0.75 Unlikely carrier
4 0 1.00 < 1 400 400 400 1.00 Unlikely carrier

1 4 1.00 < 1 100 100 500 0.20 Likely carrier
2 3 1.00 1� 3 200 200 500 0.40 Likely/unlikely carrier
3 2 1.00 1� 2 300 300 500 0.60 Unlikely carrier
4 1 1.00 < 1 400 400 500 0.80 Unlikely carrier
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Population frequencies determined from [1] and [2]

2
If a subject has a lot reads (with a clear 2:3 ratio), then s/he will not be a carrier. If, on the other

hand, a subject has very few reads, then s/he will be called a carrier. These samples will be the hardest to

call. Because we are being conservative, we will often call people carriers who are not.
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