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Supporting Information - Table S1

Table S1. Data and parameters of the inference model implemented in Wilson and Rannala's [1] Bayesian
assignment test.

Variable Set Description
notation

Observed variables (data)

Source populations S {Sn} Sh is the population from which individual
h was sampled

Genotypes X {Xn;} Xpj is the genotype of individual h at locus j

Unobserved variables (parameters)

Migration rates m {miqg} myq is fraction of individuals in population
q that migrated from population [

Migrant ancestry M {Mn} My is the source of migrant ancestry of
individual h

Time of migration t {tn} tn is the generation at which a migrant
ancestor of individual h arrived

Population allele P {pijt} pii is the frequency of allele i at locus j in

frequencies population /

Inbreeding F {F1} Fis the inbreeding coefficient for

coefficient population /
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