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Figure 1

Correlation allele frequencies from individuals results
with results from pool.
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Figure 2

Correction function

Allele frequency from individuals
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Figure 3

Relation between allele frequency from individual typings
and in pool after final correction step.
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Figure 4.

PREDICTED

DIFFERENCE BETWEEN EXPECTED AND PREDICTED
ALLELE FREQUENCY FOR POOL 1 (3.25% OUT OF RANGE)

0.3750
0.3125
0.2500
0.1875
0.1250
0.0625
0.0000
-0.0625
-0.1250
-0.1875
-0.2500
-0.3125
-0.3750
-0.4375
-0.5000
-0.5625
-0.6250
-0.6875
-0.7500 : '
0.000 0.125 0.250 0.375 0.500 0.625 0.750 0.875 1.000

EXPECTED

Figure 5.

Observed

Correlation between expected and observed allele
frequencies
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Figure 6.

diff(obs-exp)
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Figure 7.
Diploid organism
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Label

Analyte = DNA, DNA probe or label

Categorical variable = Genotype (diploid organism)

Variant = Allele A or Allele B

Repeat = 2 (chromosome x and chromosome X')

Analyte parameter = fluorescence

Categorical value = fluorescence level indicative for presence of
Allele A or absence of Allele A

Classes = BB (fluorescence level 0); AB (fluorescence level Y);

AA (fluorescence level Y+Y}




