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Figure 1. Frequency distribution maps of the data compiled in this study and the data o IberiOn PeninSUk] diSpleS hlgh frequenCieS (30_50%) Of DF27 bUT |.|.

BIOMICs Research Group from Italy and Britain extracted from 1000 Genomes [5]. The white circles in the maps
Universidad de g omeles of populafions anclyzed. A) DF27: B) 21957 C) L1762 ) $35¢: 8 reaches striking frequencies in the native Basques(70%).
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Avda. Miguel de Unamuno, 3

01006 Vitoria-Gasteiz (Spain) A from the Peninsula, being below 15%.

« /195 main sublineages, S356 and L176.2, display significant
differences In their frequency distribution among the Iberian
Peninsula.

« M167, 1278 and M153 maintain their maximum frequencies in the
same geographical area as their predecessor haplogroups.

 The PCA displays lberian populations grouped together and with
Colombia and Puerto Rico, which show high frequencies for DF27
and its subhaplogroups.

Tel: +34-945014528
Fax: +34-945014458

Web:
WWW.biomics.es

ACKNOWLEDGEMENTS

k
g Ikerk.untzgrako 2.4- &
Ser\é"icilos G?cnera_lc’eszerbltzu rokorrak PER .
e Investigacion _ FIIFE ]
16 egp  epEN LAS
TOU e rl SCAT
'—ﬂ &L MAL BAR
GBR 0.8~ *raR
AP CEY . ARAWTER
FUNDING - o BRT
T ety T 1 ETT® ACIM [ T
E -4.8 -3fic] ‘PEIEEA -1.2 L2 eygd 3.8 4.8
+'§,i19) EUSKO JAURLARITZA £ *PAR -0.8° ANT .
B | GOBIERNO VASCO 5 NI o8- MAD
HTA WERAETA SAILA I TATE -1.64
pEpTMEODE oK PORT®  apin
-2
"Gt ®AND
® 5152
gy
-4.0-
Component 1

Figure 2. Principal component analysis (PCA) based on haplogroup frequencies of the populations analyzed and data
compiled from 1000 Genomes [5]. Component 1: 57.71%; Component 2. 15.73%. Red dots correspond to populations
from the lberian Peninsula, black dots correspond to other European populations and black triangles correspond 1o
populations extracted from 1000 Genomes data [5]. Population legend: Alicante (ALl), Andalucia (AND), Asturias (AST),
Aragon (ARA), Barcelona (BCN), Cantabria (CANT), Galicia (GAL), Madrid (MAD), NV (Native Basques (NV), Non
native Basques (NNV), TAR (Tarragona), Castellon (CAS), Central Cataluna (CAT), Girona (GIR), Lleida (LEl), Mallorca
(MAL), Penedes (PEN), Peri (PER), Pyrenees (PIR), Terres de I'bre (TER), Valencia (VAL), Strasbourg (ALS), Clermont-
Ferrand (AUV), Brest (BRT), Paris (PAR), Toulouse (TOU), Lille (LIL), Marseille (MAR), Ireland (IRL), Porto (PORT), Britain
(GBR), Tuscany (TSl), Finland (FIN), Utah residents (CEU), Colombia (CLM), Mexico (MXL), Peru (PER) and Puerto Rico

(PUR).
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