Figure S2 
Locus: Moa_MS2


Probability of observed homozygote class frequency: 
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Combined probability for all classes: > 0.05 (not significant)

Total expected homozygotes: 14.847

Total observed homozygotes: 16

No evidence for scoring error due to stuttering.

No evidence for large allele dropout.

No evidence for null alleles.

Locus: Moa_MA1

Probability of observed homozygote class frequency: 
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Combined probability for all classes: > 0.05 (not significant)

Total expected homozygotes: 21.081

Total observed homozygotes: 20
No evidence for scoring error due to stuttering.

No evidence for large allele dropout.

No evidence for null alleles.

Locus: Moa_MA21


Probability of observed homozygote class frequency: 
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Combined probability for all classes: > 0.05 (not significant)

Total expected homozygotes: 22.358

Total observed homozygotes: 28

No evidence for scoring error due to stuttering.

No evidence for large allele dropout.

No evidence for null alleles.

Locus: Moa_MA38


Probability of observed homozygote class frequency: 
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Combined probability for all classes: > 0.05 (not significant)
Total expected homozygotes: 11.729

Total observed homozygotes: 15

No evidence for scoring error due to stuttering.

No evidence for large allele dropout.

No evidence for null alleles.

Locus: Moa_MA44


Probability of observed homozygote class frequency: 
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Combined probability for all classes: > 0.05 (not significant)

Total expected homozygotes: 26.554

Total observed homozygotes: 30

No evidence for scoring error due to stuttering.

No evidence for large allele dropout.

No evidence for null alleles.

Locus: Moa_MA46


More than 50% of the alleles at this locus are of one allele size class.

Binomial analysis could not be performed.

Total expected homozygotes: 28.864

Total observed homozygotes: 29

No evidence for scoring error due to stuttering.

No evidence for large allele dropout.

No evidence for null alleles.

