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LETTERS

Whole-genome resequencing reveals loci under
selection during chicken domestication
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Experiment design

24 pools with 12 animals each

PCR free libraries

1 lane per pool

~24x coverage = 1x coverage per chromosome

We will count the numbers of reads corresponding to the most and least
frequently observed allele (nmaj and nmin, respectively) in each breed pool. Pooled heterozygosity
(Hp) for each window will be calculated by scoring Hp = 25 Nmaj 3 Nmin / (3 Nmaj + 3 Nmin)?, Where Y Nma;
and ) Npin are the sums of npe and npi, for all SNVs in the window. Then the individual Hp will be

transformed into a Z-score ZH, as follows: ZH, = (Hy, - pHp) / oHp.
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Saanenziege, 150 kb window, chr. 1-10
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Saanenziege, 150 kb window, chr. 11-20
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zHp score

Saanenziege, 150 kb window, chr. 21-X
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Zusammenfassung

illumina Pool-seq Daten fiir 20 Ziegenrassen & Bezoar
Technische Artefakte (Sequenzfehler) sind eine grosse Herausforderung
Datenanalyse sehr rechenintensiv

Viele Signale fur potentielle Selektionssignaturen

Nachste Schritte

Uberpriifung Pool-seq Daten mittels Sequenzierung von 24 Einzeltieren

Identifizierung von kausalen Varianten



illumina NovaSeq 6000 in Bern
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