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Appendix B from J. E. Brommer et al., “Passerine Extrapair Mating
Dynamics: A Bayesian Modeling Approach Comparing Four Species”
(Am. Nat., vol. 176, no. 2, p. 178)

Details on Method of Assigning Extrapair Young in Unpublished Studies
Population 2, blue tit (Forêt d’Orient). Methods were as described in Dreiss et al. (2006): extrapair young were
determined through manual comparison of genotypes and detection of mismatches with parents. Exclusionary
power was 0.996 and 0.999 for first and second parent, respectively (calculated with Cervus 2.0).

Population 12, great tit (Wytham Wood). Chicks were sampled by tibial venipuncture 1–3 days after hatching,
and adults were sampled by brachial venipuncture when chicks were 7–12 days old. Blood samples were
collected in 99% ethanol and stored at room temperature until later genetic analysis. Eggs were opened if they
remained unhatched at least 3 days after the latest-hatching egg and checked for development. If an embryo was
clearly visible, it was also collected and stored in 99% ethanol for later genetic analysis. DNA was extracted
with a standard Chelex extraction protocol (Walsh et al. 1991). Eight microsatellites were used to identify
extrapair young. PCR products were run on an ABI3100 Genetic Analyzer with an internal Liz-500 size
standard. Fragment lengths were determined with the GeneMapper v3.7 software package (Applied Biosystems).
Extrapair young were identified manually, where individuals mismatching the social father at one allele were still
considered to be within-pair young.

Population 13, great tit (Lauwersmeer). For a description of study species, populations, and standard fieldwork
procedures, see Nicolaus et al. (2009). Nestlings were blood-sampled when they were 2 days old. Eggs that had
not hatched and nestlings that had died before they were 2 days old were collected and stored at �20�C. Parents
were blood-sampled when their chicks were 7 days old. All blood samples were stored in 100% ethanol. DNA
was extracted from all blood and tissue samples with the Chelex method of Walsh et al. (1991). All DNA
samples were genotyped for six microsatellite loci: PmaTAGAn86, PmaTGAn33, PmaGAn27 (Saladin et al.
2003), Pca8 (Dawson et al. 2000), Pocc6 (Bensch et al. 1997), and Pdo5 (Griffith et al. 1999). Fluorescently
labeled PCR products were separated on an ABI 377 automatic sequencer, and allele lengths were determined
with Genescan 3.1 software. Using Cervus 3.0 (Kalinowski et al. 2007), mean exclusion probability of the six
markers was calculated to be 0.9957 for the first parent and 0.9997 for the second parent (given the genotype of
the first parent). Paternity of the social male was excluded, and the offspring were considered extrapair if there
were at least two mismatches between the genotype of the social father and that of the offspring.

Population 16, collared flycatcher (Gotland). Methods were as described in Sheldon and Ellegren (1999), but
extrapair young were determined by use of eight microsatellites (Fhu1, Fhu2, Fhu3, Fhu4, Phtr1, Phtr2, Pdo5,
and Mcy4; Ellegren 1992; Primmer et al. 1996; Sætre et al. 2001).
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