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[bookmark: _GoBack]Figure S1. Graphical representation of the Principal Component Analysis (PCA) performed with Eigensoft for the final of 50K-Chip genotypes analysed in this study for a total of 238 fine wool Merino [Australian Industry Merino (n = 88), Australian Merino (n = 50) and Australian Poll Merino (n = 98)] and 278 Spanish Churra individuals.
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Figure S2. Graphical representation of the results of the cross-validation approach performed with the Admixture software to determine the best K-value. 
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 Figure S3. Graphical representation of the proportion of membership of each of the analysed populations for K = 2 as obtained with the Admixture_v1.3 software.
[image: F:\Software\Dropbox\20150901_HuellasLana_WGseq\casa\Figure_Admixture.png]



image1.png
PCIPCS

PCIPC2

Australian Industry Merino

Australian Poll Merino

Churra

W Australian Merino

004 02 00 o2 00 006

006

Pe1PCS

00 00 0oz 005 006

004

perPCa

008

004 02 00 o2 00 006

006

004 02 00 02 00 006

008




image2.png
CVerror

——Cverror

Loglikelihood

5 & 1 1

—o—LogLikeliood

——LK)

LK





image3.png
Ancestry

Ancestry

am

M AWM
k=1

Ancestry

cHu

Ancestry

am

M A

AIM = AustralianindustryMerino (88)
APM = AustralianPollVierino (8)
AM= AustralianMerino (50)

CHU = Churra (96+184]





