Title Molecular pedigree reconstruction and estimation of evolutionary
parameters in a wild Atlantic salmon river system with
incomplete sampling: a power analysis

Authors Aykanat, Tutku;Johnston, Susan E.;Cotter, Deirdre;Cross, Thomas

F.;Poole, Russell;Prodhl, Paulo A.;Reed, Thomas E.;Rogan,
Ger;McGinnity, Philip;Primmer, Craig R.

Publication date

2014-03-31

Original Citation

AYKANAT, T., JOHNSTON, S. E., COTTER, D., CROSS, T. F.,
POOLE, R., PRODOHL, P. A., REED, T, ROGAN, G., MCGINNITY,
P. & PRIMMER, C. R. 2014. Molecular pedigree reconstruction
and estimation of evolutionary parameters in a wild Atlantic
salmon river system with incomplete sampling: a power
analysis. BMC Evolutionary Biology, 14:68, 1-17. http://
dx.doi.org/10.1186/1471-2148-14-68

Type of publication

Article (peer-reviewed)

Link to publisher’s
version

10.1186/1471-2148-14-68

Rights

© Aykanat et al.; licensee BioMed Central Ltd. 2014. This article
is published under license to BioMed Central Ltd. This is an

Open Access article distributed under the terms of the Creative
Commons Attribution License (http://creativecommons.org/
licenses/by/2.0), which permits unrestricted use, distribution,
and reproduction in any medium, provided the original work

is properly credited. The Creative Commons Public Domain
Dedication waiver (http://creativecommons.org/publicdomain/
zero/1.0/) applies to the data made available in this article, unless
otherwise stated. - http://creativecommons.org/licenses/by/2.0

Download date

2026-10-26 19:19:40

[tem downloaded
from

https://hdl.handle.net/10468/2234



https://hdl.handle.net/10468/2234

University College Cork, Ireland
Colaiste na hQllscoile Corcaigh



Additional file 9. Ranges of heritability estimates for a given heritability value across cohorts.

Additional file 9. Figure : Ranges of heritability estimates for a given heritability value in (a) 1977-1981, (b) 1979-1983 parent-offspring cohort pairs
and (c) the combined cohort estimate using pedigrees that were resolved at 28 loci (gray contours) and 14 loci (pink contours). Boxes and lines show
the 25th - 75th and 5th - 95th percentiles of the estimated range..
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