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1Islands El Hierro La Palma La Gomera Tenerife Gran Canaria Fuerteventura Lanzarote 
HVR Diagnostic positions 

(-16000) Regions References 
Haplogroup Aboriginal Present-Day Aboriginal Present-Day Aboriginal Present-Day Aboriginal Present-Day Aboriginal Present-Day Aboriginal Present-Day Aboriginal Present-Day 

H+16086         1(.011)      86 Tunisia 1 

H+16172  1(.006)   1(.016)   1(.002)  3(.009)     172 Morocco, West Sahara, 
Mauritania 

1–3 

H1+16189      2(.010) 1(.021) 5(.010)  1(.003)  3(.025)   189 Algeria, Tunisia, Tuareg 4–6 

H1+16239         1(.011)      239 Morocco,France, Italy 7–9 

H+16290   1(.04) 2(.010)           290 West Sahara, Morocco 10,11 

H+16291      1(.005)  1(.021)    1(.008)   291 Mauritania 2 

H+16311    1(.005)  1(.005) 2(.043) 2(.004)      1(.005) 311 Morocco, Algeria, Tunisia 3,5,6 

H+16362  1(.006)  1(.005)    2(.004) 3(.034) 4(.011)  1(.008)      

H1e1a  1(.006)  1(.005)  3(.014)  4(.006) 1(.011) 9(.026) 2(.32) 5(.041)  6(.030)  Basque Country, 
Portugal, Italy 

12–15 

H1a0  4(.023)    1(.005) 1(.021) 2(.004) 3(.034)  1(.17)    278 Portugal Greenspan, GQ334714 

H1bw   1(.04)   1(.005) 1(.021) 2(.004) 1(.011)      316 Andalusia 16 

H1cf 61(.97) 7(.041) 6(.26) 5(.026) 2(.033) 3(.014) 5(.107) 17(.035) 2(.023) 6(.017)  9(.074)  8(.041) 260 Morocco, Tunisia, Algeria 1,17,18 

H1cf+16278   1(.04)            278   

H2a         1(.011) 1(.002)      Hungary LS997685 

H3         2(.023) 4(.011)  1(.008)  1(.005)  Basque Country 19 

H3r+16126      3(.014) 1(.021) 5(.010)     1.(.17)  126 Morocco, Finland 6, FTDNA JN112339 

H3r+16260       1(.021) 1(.002)       260   

H4a1  1(.006)  1(.005)    1(.002) 3(.034) 6(.017)  1(.008) 1(.17) 1(.005) 362 Morocco, Sahara, 
Algeria, Italy, Egypt 

3,5,10,20 

HV       *        189 316 Iraq, Lebanon 21,22 

HV1     1(.016)          67 Morocco, Tunisia, Algeria 3,22 

I     1(.016) 2(.010) 1(.021) 1(.002)       092 278   

I1     1(.016) 1(.005)      3(.025)   311 Tunisia 23 

J1c3       1(.021)         Sardinia, Umbria 9,24 

J1c2e2       1(.021) 5(.010)       069 126 278 366 Basque Country, Sardinia 24,25 

J2a2d1a  25(.146) 3(.13) 3(.016) 5(.082) 8(.039) 3(.065) 4(.008) 2(.023) 17(.048)  1(.008)  6(.030) 145 207 243 311 318C Tunisia 26 

K1a  2(.012) 1(.04)    1(.021) 7(.014) 1(.011) 7(.014)    1(.005) 093 189 224 311 Morocco, Iraq, 
Switzerland 

27–29 

K2a5a1         1(.011)      235 Morocco, Portugal 3,13 

L1b1a   1(.04) 1(.005) 1(.016)    2(.023) 5(.014)  1(.008)   126 145 187 189 223 264 
270 278 293 311 Morocco 30 

L2          1(.011)     145 213 223 Chad 31 

L2c   1(.04)   1(.005)  1(.002)       223 278 390 Mauritania 32 

L2d2       1(.021)        114A 145 184 223 239 278 
292 311 Cabo Verde 33 

 
Table S1. Within-island matches between aboriginal and current-day Canary mtDNA lineages, including number of samples and frequencies 
(%). Lineages detected exclusively in aboriginal samples were marked with an asterisk. Related to the main text and methods.  



 

 

L2e2       2(.043)   1(.003)     111A 145 184 223 239 278 
292 311 355 390 399 400 

Tunisia, Cabo Verde, Sao 
Tome Principe 

23,33,34 

L3b1a    2(.010)  1(.005)  5(.010) 5(.056) 3(.009)     124! 223 278 362 Morocco, Algeria 11,35 

L3d     1(.016)  1(.021)   1(.003)  1(.008)   124 223 257 Morocco, West Sahara, 
Sierra Leone 

11,16,17 

L3d1b3a     4(.066) 4(.019)         256 Morocco 11 

L3e1         1(.011)      187 223 327 Chad 31 

L3e2         1(.011)      126 223 262 320 Algeria 5 

L3e2/L2c       *        081 093 175 223 278 320 Sao Tome Principe 34 

M1b1        1(.002) 1(.011) 2(.006)  1(.008)  4(.020) 129 185 189 223 249 311 Morocco, Sahara, Algeria 5,10,11 

N1b1a7     1(.016)          145 176G 223 297 311 
(390) Armenia Greenspan, JF265069 

R0a       1(.021) 1(.002)       126 362 Morocco, Algeria 3,5 

T1a  5(.029) 1(.04) 6(.031)  15(.072)  10(.021) 1(.011) 3(.009)  7(.057)  5(.025) 126 163 186 189 294 Morocco, Algeria, Tunisia 1,5,10 

T2b    7(.037)  2(.010)  5(.010) 4(.045) 2(.005)    3(.015) 304 241 Morocco, Algeria, Tunisia 1,5,7 

T2c       1(.021)        126 224 292 294 France, Romania 36,37 

T2c1d   3(.13)   3(.015) 10(.215) 6(.012) 15(.169) 13(.037) 1(.17) 4(.033)  15(.077) 399 Tunisia 26 

T2c1d+16255           1(.17)    255   

U1a2a       1(.021)           

U5         1(.011)     1(.005) 270 Algeria, Mauritania 2,5 

U5a1b4 1(.015) 16(.094)             093 192 256 270 362 399 Denmark 38 

U5a2a    1(.005)    2(.004) 1(.011)      294 Morocco 10 

U5b1    1(.005)  1(.005)  2(.004)  2(.006)  2(.017) 1(.17) 1(.005) 189 192! Morocco, Tunisia, 
Mauritania 

1,2,39 

U5b1+16192    1(.005)  5(.024)  9(.019) 1(.011) 5(.014)  2(.017)   189 192 Morocco, West Sahara, 
Mauritania 

2,10,39 

U6a  1(.006)      2(.004) 3(.034) 1(.003)    1(.005) 172 219 278 
Morocco, West Sahara, 

Mauritania, Tunisia, 
Algeria 

1,5,10 

U6a1         1(.011)      172 219 221 224 278 Andalusia 40 

U6a1a  1(.006)     1(.021) 1(.002) 1(.011) 1(.003)  1(.008)   172 189 219 278 
Morocco, West Sahara, 

Mauritania, Tunisia, 
Algeria 

2,5,10,41 

U6a1a1       1(.021) 2(.004) 2(.023)    3(.49)  239 Morocco,Tunisia, Algeria 3,5,41 

U6a3  1(.006)    2(.010)  5(.010) 1(.011) 1(.003)  1(.008)  1(.005)  Morocco, Tunisia 10,41 

U6a7a1    4(.021)    1(.002) 1(.011)      15530 15632   

U6b       1(.021)         Morocco, Tunisia, Sudan 3,41,42 

U6b1a  29(.170) 2(.08) 25(.131) 34(.559) 75(.361) 5(.107) 28(.058) 5(.056) 29(.083)  11(.090)  32(.163) 163 Lebanon 43 

U6b1a+16092  11(.064)  1(.005) 3(.050) 13(.063)  7(.014) 7(.079)   2(.017)  10(.051) 92   

U6b1a1  3(.018)  2(.010) 1(.016) 1(.005)  2(.004) 4(.045)     1(.005) 48   

U6c1  2(.012)  4(.021)  2(.010)  7(.014) 5(.056) 6(.017) 1(.17) 8(.066)  6(.031) 129 169 Tunisia, Italy 9,44 

U6c1+16213         1(.011) 1(.003)     213   

U7 1(.015)              309 318T Egypt 45 

V  2(.012)   1(.016)  1(.021) 6(.012)  2(.006)  1(.008)   298 Morocco, Mauritania, 
Tunisia, Algeria 

1,2,5,10 

W1e1/L3f1b1   1(.04) 3(.016)           295 Morocco 11 

X3a   2(.08) 5(.026) 4(.066) 1(.005) 1(.021) 3(.006) 2(.023) 4(.011)     15672 189 223 278 (390) Morocco, Tunisia, Algeria 5,10,41 
Aboriginal 

(N) 63 24 61 47 89 6 6    
Current-day 

(N)* 106 + 65 = 171 104 + 87 = 191 137 + 71 = 208 188 + 295 = 483 216 + 134 = 350 55 + 67 = 122 112 + 84 = 196    

* (Complete + partial sequences) 
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Accesion number Geographic region Haplogroup References 

MH981872 Paraguay A2ar1 1 
MH981899 Paraguay A2ar1 1 
MG571124 Peru A2ar2 2 
MG571132 Peru A2ar2 2 
KM656458 Venezuela A2ar3 3 
KM656457 Venezuela A2ar3 3 
KM102051 Hispanic A2as1 4 
KM102106 Hispanic A2as1 4 
MK139633 Canary Islands A2as1 5 
KY992164 Granada H 6 
JQ324671 Basque Country H 7 
KU867613 Galicia H 8 
KF162582 Denmark H 9 
MK059723 England H 10 
MG182024 Morocco H1 11 
JX082003 Zaragoza H1 12 
KY409866 Italy H1 13 
LS997822 Hungary H1 14 
JQ702226 Spain H1a 7 
JQ704106 Europe H1a3 7 
MN046452 Basque Country H1b 15 
JN581639 Italy H1b 16 
EF177411 Portugal H1c3 17 
MH120838 Poland H1c4 18 
KY410223 Italy H1e1 13 
EF177428 Portugal H1e1a 17 
KM252751 Italy H1e1a 19 
HG00110 England H1e1a 1000 Genome Project 
MZ920506 Andalusia H1e1a 20 
JQ324885 Basque Country H1e1a 7 
MT179360 France H1h1 FTDNA 
KF161662 Denmark H1j 9 
MN687180 Italy H1n6 21 
HQ662225 England H1q FTDNA 
KM252741 Italy H1q2 19 
JX154028 Denmark H1t 22 
KY656560 Portugal H1u FTDNA 
FJ460532 Tunisia H1v 23 

MW700271 Spain H1ao1 FTDNA 
GQ334714 Portugal H1ao1 FTDNA 
MN540514 Finland H1ap1 24 
KF161097 Denmark H1ap1 9 
JX082003 Zaragoza H1au 12 
HQ841014 England H1bb FTDNA 
JQ704606 Germany H1br 7 
HQ384179 Galicia H1bv1 8 
KC257391 Europe H1cf 25 
FJ719303 Algeria H1cf 26 
LS997685 Hungary H2a1 14 
KY670885 Russia H2a1 27 
JQ324555 Basque Country H2a5a 7 
JQ703382 England H3b1b1 7 
KF162077 Denmark H3c 9 
MF085405 Sweden H3c FTDNA 
JX153807 Denmark H3c 22 
KY992146 Andalusia H3c2 6 
KY992145 Andalusia H3c2 6 
JQ705425 Europe H3c2 7 
KU867596 Galicia H3g 8 
MF177164 Poland H3k 28 
JN112339 Finland H3r FTDNA 
MG201867 Wales H3v FTDNA 
FJ460550 Tunisia H3w 23 
MK114114 England H3an FTDNA 
KM102136 Hispanic H3ap 4 
MW389259 Italy H4a1 29 
MZ920434 Galicia H4a1 20 
EF556191 Tunisia H4a1a3a 30 
KF305642 Bulgaria H4a1c2 FTDNA 
MZ920465 Andalusia H4a1 20 
GQ983091 Italy H5 31 
KT897693 Portugal H5a2 FTDNA 
HQ384190 Galicia H5a1j 8 
JQ324706 Basque Country H5a3a1 7 
MN046514 Basque Country H5a3a1 15 
MN046555 Basque Country H5a3a1 15 
KY408148 Italy H5b 13 
MG773619 Italy H6a1a 32 
JQ324728 Basque Country H61a7 7 
KF161744 Denmark H6a1b2 9 
JQ703732 Ireland H6a1b2 7 
AY495120 France H7 33 
Berber360 Morocco H7 34 
MH043574 Ibiza H7 35 
KP900762 Portugal H7 36 
JQ704185 France H11a 7 
HM103355 Zaragoza H13a1b 37 
JQ704795 Basque Country H14b2a 7 
KJ169903 Granada H20a1a 6 
MN046542 Basque Country H24 15 
JQ324625 Basque Country H27 7 
JX152998 Italy H30a 22 
AY495114 Europe H43 33 
KU683584 Uyghur H53 38 
KY409190 ITaly H71 13 
KY409743 Italy HV0 13 
JF749647 Morocco HV0 39 

 
Table S2. List of complete mtDNA sequences used to analyse the genetic affinities between the 
Canary Islands and other regions. Related to the main text and methods.  
 



 

 

JX153420 Denmark HV0g 22 
HQ384193 Galicia HV16311 8 
MH981877 Paraguay HV16311 1 
KP340129 Italy HV16311 40 
MK040560 Finland HV9 FTDNA 
KF162880 Denmark I 9 
KX273860 Germany I FTDNA 
FJ460562 Tunisia I1a1 23 
EF177414 Portugal I1a1 17 
KJ882427 France I2c FTDNA 
KY369150 Italy I3a FTDNA 
KU867600 Galicia J1b1a1f 8 
MF362837 Armenia J1b1b1d 41 
JQ797765 Kuwait J1b1b1d 42 
MH298071 Romania J1c15 43 
MT079096 Switzerland J1c1b 44 
KX440218 Italy J1c2 17 
MG646278 Poland J1c2 18 
KY930954 Netherlands J1c2a3 FTDNA 
MF114222 Poland J1c2a1 45 
EF177422 Portugal J1c2c1 17 
KJ486154 England J12c3 FTDNA 
MZ920408 Castilla J1c2e2 20 
MZ920344 Castilla J1c2h 20 
JQ705996 Europe J1c2h 7 
KY399151 Italy J1c3 13 
JX153698 Denmark J1c3 22 
JN635300 Galicia J1c5a 37 
HQ876599 Galicia J1c7 FTDNA 
KX440242 Portugal J1c7 17 
MK321344 Galicia J2a1a1 46 
HG01052 Puerto Rico J2a1a1 1000 Genome Project 
JX297144 Basque Country J2a1a1e 47 
FJ460543 Tunisia J2a2b1 23 
JQ797925 Morocco J2a2b1 42 
JQ797926 Morocco J2a2b1a 42 
KX440260 Tunisia J2a2b1a 17 
JQ797935 Algeria J2a2d 42 
KX440266 Portugal J2a2d 17 
FJ460559 Tunisia J2a2d1 23 
KX440262 Tunisia J2a2d1 17 
KX440263 Tunisia J2a2d1 17 
KX440264 Algeria J2a2d1 17 
KT700200 Portugal J2a2d1a FTDNA 
JF938916 Portugal J2b1a2a FTDNA 
MT588261 Poland K1a 48 
MZ920324 Castilla K1a 20 
KF162721 Denmark K1a 9 
KF162750 Denmark K1a 9 
MF991436 Morocco K1a1b1 34 
GU471243 Portugal K1a14 FTDNA 
MK059746 England K1a1b1c 10 
KT749779 Italy K1a4a1 49 
JQ705785 Tunisia K1a4a1 7 
KJ187873 Tunisia K1a4a1 50 
MT079061 Switzerland K1a4a1 44 
MZ920320 Castilla K1a4a2a 20 
EF177416 Portugal K1a4f1 51 
KF161232 Denmark K1b1a1c 9 
EF177415 Portugal K1b1a2 51 
KU867603 Galicia K2b1a1a 8 
JN107640 England K2b1a1a FTDNA 
JQ044893 Mali L0a1a1 52 
JQ044943 Burkina Faso L0a1a3 52 
DQ112692 Dominican Republic L1b1a 53 
HG02589 Gambia L1b1a 1000 Genome Project 
JQ044889 Mali L1b1a 52 
JN214474 Spain L1b1a2a 54 
JN214445 Galicia L1b1a2a 54 
KT819246 Morocco L1b1a6 6 
JQ705832 West Africa L1b1a10 7 
EF657334 West Africa L1b1a10 55 
EU935458 Egypt L1c3a1a 56 
JF509360 West Sahara L1c3b1 FTDNA 
KT819238 Morocco L2a1 57 
KT886411 Sweden L2a1 FTDNA 
KT819207 Andalusia L2a1 57 
DQ304961 African American L2a1f1 4 
KJ446763 Nigeria L2a1a2b 38 
DQ304961 African American L2a1a3b 4 
DQ112723 Burkina Faso L2a1c 53 
JN214440 Galicia L2a1c3a 54 
JN214432 Andalusia L2a1c4 54 
DQ112709 Dominican Republic L2e 53 
MH980013 Dominican Republic L3b1a FTDNA 
KT819259 Morocco L3b1a5 57 
DQ112710 Dominican Republic L3b2a 53 
KJ185799 Angola L3f1b1a 58 
KJ959230 Galicia L3f1b6 59 
KM101717 African American L3d1'2'3'4'5'6 4 
HG02768 Gambia L3d1b1 1000 Genome Project 
KT819225 Andalusia L3d1b1 57 
JX303821 Zambia L3d1b3a 60 
EU092827 West Africa L3e1 61 
KF055308 African American L3e1e 62 
KJ185846 Angola L3e3a 58 
HG02464 Gambia L3e4a 1000 Genome Project 
HG03081 Sierra Leona L3e4a 1000 Genome Project 
DQ112722 Dominican Republic L3e4a 53 
HQ675033 Galicia L3x2b 63 
KC152546 Tunisia M1b1a 64 
EF177409 Portugal T1a 17 
KX440297 Tunisia T1a 17 
AF382006 Galicia T1a1 65 
MN046585 Basque Country T1a1 15 
MN977125 France T1a1 YSEQ 
EF177441 Portugal T1a2a 51 
KX440305 Morocco T1a6 17 
KX440306 Tunisia T1a6 17 
KX440321 Portugal T2a1b1a2 17 



 

 

EU747356 Germany T2b FTDNA 
MK059730 England T2b 10 
JX153739 Denmark T2b 22 
MF991443 Andalusia T2b3 34 
MF991444 Andalusia T2b3 34 
MF991439 Morocco T2b3 34 
KX440330 Tunisia T2b3 17 
KX440333 Portugal T2b3 17 
JQ798070 West Europe T2b4 42 
JF968593 Belarus T2b11 FTDNA 
KF161296 Denmark T2c1 9 
MH918096 Sweden T2c1 FTDNA 
MH687980 Portugal T2c1a2 FTDNA 
KX440361 Tunisia T2c1d2 17 
MF991441 Andalusia T2c1d 34 
KF162009 Denmark T2c1d 9 
MZ920493 Galicia T2c1d 20 
JQ798093 Kuwait T2c1d1c 42 
KX440359 Morocco T2c1d1c 17 
MK139648 Morocco T2c1d1c 5 
MN046533 Basque Country T2e1 15 
HQ286590 Armenia T2f2 FTDNA 
EF177434 Portugal U2e1a1 17 
KF162886 Denmark U2e1b1 9 

huDOCFDA Italy U2e2a1a 23andMe 
MK321335 Portugal U3a1 46 
MZ920578 Galicia U4a1a 20 
KY411447 Italy U4a2a 66 
JQ705130 Portugal U4b3 7 
JX153455 Italy U4c1 22 
MG766943 Scotland U4c1 FTDNA 
MK059489 Denmark U4c1 10 
JQ704661 Scotland U4c1 7 
DerekMck Scotland U4c1 23andMe 
JQ701869 England U5a1a1m 7 
KF163031 Denmark U5a1b4 9 
HM173090 Ireland U5a1d2a FTDNA 
EF177408 Portugal U5a2a1 46 
KM047194 Italy U5a2b 28 
JN897374 Algeria U5b1b1 FTDNA 
JQ701803 Scandinavia U5b1b1 7 
KT372902 England U5b1e FTDNA 
HQ675036 Galicia U5b1f1 63 
HQ384207 Galicia U5b1g 8 
KC763416 Finland U5b2a 67 
DQ156210 Zaragoza U5b2a1a 68 
MF498659 West Europe U5b2b3a 69 
JX120710 Galicia U6a1a1 70s 
KT819213 Andalusia U6a1a1 57 
MZ920339 Andalusia U6a1a1 20 
MZ920421 Andalusia U6a1a1 20 
KF451721 Algeria U6a1a1 71 
JX120772 Finland U6a3a1 70 
KT819216 Andalusia U6a3b 57 
KT799679 Andalusia U6a5 FTDNA 
KC152550 Tunisia U6a6b1 64 
JX120724 Morocco U6a6b1 70 
KT819265 Morocco U6a7a1 57 
AY275531 Mauritania U6a7a1 72 
JX120731 Algeria U6a7b1 70 
EF064339 France U6a7b1 73 
MZ920499 Andalusia U6b1a 20 
KT779184 Lebanon U6b1a 35 
AY882417 Spain U6b1a 74 
JX120733 Basque Country U6b1a1 70 
EF064340 Spain U6b1a1 73 
JX120735 Morocco U6b3a 70 
FJ460538 Tunisia U6b3a 23 
KC152543 Morocco U6b3a 64 
KC152561 Morocco U6c1 64 
JX120744 Andalusia U6c1 70 
EF064344 Italy U6c1 73 
JX120770 Italy U6c1 70 
AY495327 Europe V 33 
HQ675042 Galicia V 63 

Nedzad2342 Bosnia V2 23andMe 
JQ702667 Ireland V3a1 7 
EF177445 Portugal V9 17 
KF161476 Denmark V17 9 
JQ705168 Europe V20 7 
KC286612 Austria W1e1 75 
GU646872 Ireland W5a1a FTDNA 
MN699891 Poland W6a 76 
JX021501 Britain X2b FTDNA 
JQ704969 Britain X2b 7 
MZ920343 Andalusia X2d2 20 
HQ384215 Galicia X2c1j 8 
MN046532 Basque Country X2c1j 15 
JQ245804 Tunisia X3a 77 
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Haplogroup El Hierro La Palma La Gomera Tenerife Gran Canaria Fuerteventura Lanzarote Total 

A2ar1 0 0 0 0 1 0 0 1 
A2as1 0 0 0 0 0 1 0 1 

H 3 1 0 3 18 0 0 25 
H+152 0 0 0 0 6 0 0 6 

H1 0 0 0 1 7 0 1 9 
H1+152 0 0 1 0 2 0 0 3 

H1+16189 0 0 2 0 0 1 0 3 
H11a 0 0 0 1 0 0 0 1 

H13a1b 0 0 0 0 0 1 0 1 
H14b2a 0 0 0 1 0 0 0 1 
H1a1 0 1 0 0 0 0 0 1 
H1a3 0 0 0 1 0 0 0 1 

H1ao1 3 0 0 0 0 0 0 3 
H1ap1 0 0 1 1 0 0 1 3 
H1au 0 0 0 0 0 0 1 1 
H1b 0 4 0 1 0 0 0 5 

H1bb 0 0 0 0 0 1 0 1 
H1br 0 0 0 2 3 0 0 5 
H1bs 0 0 1 1 0 0 0 2 

H1bv1 0 0 0 0 1 0 0 1 
H1bw 0 0 1 2 0 0 0 3 
H1c3 0 0 0 0 1 0 0 1 

H1c3a 0 0 0 1 0 0 0 1 
H1c4 0 1 0 0 0 0 0 1 
H1cf 0 1 2 7 3 5 6 24 
H1e 0 1 0 0 0 0 0 1 

H1e1 0 0 0 2 0 0 0 2 
H1e1a 1 0 3 2 8 4 5 23 
H1h1 0 1 0 0 0 0 0 1 
H1j 0 0 0 1 0 0 0 1 

H1n6 0 0 0 1 0 0 0 1 
H1q 0 0 0 2 0 0 0 2 

H1q2 0 0 0 0 1 0 0 1 
H1t 2 0 0 0 1 0 0 3 
H1u 0 0 0 4 0 0 0 4 
H1v 0 0 0 1 0 0 1 2 

H20a1a 0 0 0 0 2 0 0 2 
H24 0 0 0 0 0 2 0 2 
H27 0 0 0 0 1 0 0 1 

H2a1+146 0 0 0 0 4 0 0 4 
H2a5a 0 2 0 0 0 0 0 2 

H3 0 0 0 0 1 1 0 2 
H3+152 0 0 0 0 1 0 1 2 

H30a 0 0 0 2 0 0 0 2 
H3an 0 0 0 0 0 0 1 1 
H3ap 0 0 0 3 0 0 0 3 

H3b1b1 0 0 0 0 1 0 0 1 
H3c 1 0 1 1 0 0 0 3 
H3c2 0 0 0 0 4 0 0 4 
H3g 0 1 0 0 0 0 0 1 
H3k 0 0 0 1 0 0 0 1 
H3r 0 0 3 2 3 0 0 8 
H3w 0 0 0 3 0 0 0 3 
H41 0 0 0 2 0 0 0 2 
H43 0 0 0 2 0 0 0 2 

H4a1a3a 0 0 0 0 2 0 0 2 
H4a1c2 0 0 0 0 1 0 0 1 

H5 0 0 0 0 1 0 0 1 
H5a1j 0 0 0 0 1 0 0 1 
H5a2 0 0 0 1 0 0 0 1 

H5a3a1 0 0 0 0 1 0 0 1 
H5b 0 0 0 0 2 0 0 2 

H6a1a 0 4 0 2 0 0 2 8 
H6a1a7 0 0 0 0 2 0 0 2 
H6a1b2 1 0 1 2 1 0 0 5 

H7 2 0 0 7 2 1 0 12 
H71 1 0 0 0 0 0 0 1 

HV+16311 1 0 0 0 0 0 3 4 
HV0+195 0 1 0 0 2 0 0 3 

HV0g 0 0 1 1 0 0 0 2 
HV9 0 1 0 0 0 0 0 1 

I 0 0 2 0 0 0 0 2 
I1a1 0 0 1 0 0 3 0 4 
I2c 0 0 0 1 0 0 0 1 
I3a 0 0 0 0 6 0 0 6 

J1b1a1f 0 0 0 0 0 1 0 1 
J1b1b1d 0 0 0 1 0 0 0 1 

J1c15 0 0 0 1 0 0 0 1 
J1c1b 0 4 0 0 1 0 0 5 
J1c2 0 0 0 0 1 0 3 4 

J1c2a1 0 2 0 0 0 0 0 2 
J1c2a3 0 1 0 0 0 0 0 1 
J1c2c1 0 0 0 1 0 0 0 1 
J1c2c3 0 0 0 0 0 1 2 3 
J1c2e2 0 0 0 2 0 0 0 2 
J1c2h 0 0 0 1 0 0 0 1 
J1c5a 0 0 0 0 1 0 0 1 
J1c7 0 0 0 3 0 0 0 3 

J2a1a1 0 3 0 1 0 0 0 4 
J2a1a1e 0 0 0 0 1 0 0 1 
J2a2d1a 26 3 8 3 17 1 6 64 
J2b1a2 0 0 0 1 0 0 0 1 
J2b1a2a 0 0 1 0 0 0 0 1 

K1a 5 0 0 2 0 0 3 10 
K1a14 0 0 0 0 1 0 0 1 

K1a1b1 0 0 0 0 5 0 0 5 
K1a1b1c 0 0 0 4 0 0 0 4 

Table S3. mtDNA haplogroups counts for current-day insular populations of Canary Islands. 
Related to the main text.  



K1a4a1 0 1 3 6 0 0 6 16 
K1a4a2a 0 0 1 0 3 0 0 4 
K1a4f1 0 0 0 0 1 0 0 1 

K1b1a1c 0 0 0 1 1 0 0 2 
K1b1a2 2 0 0 0 0 0 1 3 
K2b1a1a 0 0 0 0 4 0 0 4 
L0a1a1 0 0 0 0 1 0 0 1 
L0a1a3 0 0 1 0 0 0 0 1 
L1b1a 0 0 0 0 2 0 0 2 

L1b1a10 0 0 0 0 2 1 0 3 
L1b1a2a 0 0 0 0 1 0 0 1 
L1b1a6 0 1 0 0 0 0 0 1 
L1c3a1a 0 0 0 1 0 0 1 2 
L1c3b1 0 0 0 0 3 0 0 3 

L2a1+143+16189 0 0 0 0 0 1 0 1 
L2a1a2b 0 0 2 0 0 0 0 2 
L2a1a3b 0 0 0 0 1 0 0 1 

L2a1c 0 0 1 1 2 1 3 8 
L2a1c3a 0 0 0 1 0 0 0 1 
L2a1c4 1 3 4 2 0 0 3 13 
L2a1f1 0 0 0 0 0 0 2 2 

L2e 0 0 0 0 1 0 0 1 
L3b1a+@16124 0 2 0 2 1 0 0 5 

L3b1a5 0 0 0 0 1 0 0 1 
L3b1a9 0 0 0 2 0 0 0 2 
L3b2a 0 0 0 1 0 0 0 1 

L3d1'2'3'4'5'6 0 0 0 0 1 0 0 1 
L3d1b1 0 0 0 0 1 1 0 2 

L3d1b3a 0 0 2 0 0 0 0 2 
L3e1 0 0 0 3 0 0 0 3 

L3e1e 0 1 1 1 0 1 0 4 
L3e3a 0 0 1 0 0 0 0 1 
L3e4a 0 0 0 0 2 0 0 2 

L3f1b1a 0 0 0 2 0 0 0 2 
L3f1b6 0 1 0 0 0 0 0 1 
L3x2b 0 1 0 1 0 0 0 2 
M1b1a 0 0 0 0 2 0 4 6 

T1a 1 0 11 0 2 2 5 21 
T1a1 0 0 1 3 0 0 0 4 
T1a2a 0 5 0 0 0 0 0 5 
T1a6 0 0 0 3 0 0 0 3 

T2a1b1a2 0 0 0 1 0 0 0 1 
T2b 0 0 0 0 1 0 0 1 

T2b+152 0 3 0 0 1 0 1 5 
T2b11 0 0 0 1 0 0 0 1 

T2b3+151 0 1 1 3 0 0 2 7 
T2b4+152 0 3 0 1 0 0 0 4 
T2c1+146 0 0 1 0 9 1 0 11 

T2c1a 1 0 0 0 0 0 0 1 
T2c1a2 1 1 0 2 0 0 0 4 
T2c1d1c 2 1 2 0 1 2 14 22 
T2c1d2 6 0 1 6 10 0 1 24 
T2e1 0 0 0 1 0 0 0 1 
T2f2 0 0 0 1 0 0 0 1 

U2e1a1 0 0 0 2 0 0 0 2 
U2e1b1 0 0 0 0 5 0 0 5 

U2e2a1a 0 3 0 0 0 0 0 3 
U3a1 1 0 1 0 0 0 0 2 

U4a1a 0 0 0 0 2 0 0 2 
U4a2a 0 0 0 0 3 0 0 3 
U4b3 0 0 0 0 1 0 0 1 
U4c1 3 2 1 1 0 1 0 8 

U5a1a1m 0 0 0 1 0 0 0 1 
U5a1a2a 0 2 0 0 0 0 0 2 
U5a1b4 11 0 0 0 0 0 0 11 

U5a1d2a 0 0 0 0 1 0 0 1 
U5a2a1 0 1 0 3 0 0 0 4 
U5a2b 0 0 0 1 0 0 0 1 
U5b1b1 0 0 0 0 1 0 0 1 

U5b1b1+@16192 0 1 0 1 0 0 0 2 
U5b1e 0 0 4 0 1 2 0 7 
U5b1f1 0 0 0 2 1 1 0 4 
U5b1g 0 0 1 0 0 0 0 1 

U5b2a+@16192 0 0 1 1 0 0 0 2 
U5b2a1a 0 0 0 0 3 0 0 3 
U5b2b3a 0 4 0 1 0 0 0 5 
U6a1a1 0 0 0 1 0 0 0 1 
U6a3a1 0 0 1 4 0 0 1 6 
U6a3b 0 0 1 0 0 0 0 1 
U6a5 0 0 0 0 1 0 0 1 

U6a6b1 0 0 0 0 0 0 1 1 
U6a7a1 0 4 0 1 0 0 0 5 
U6a7b1 0 2 0 0 0 0 0 2 
U6b1a 19 7 50 7 15 7 21 126 
U6b1a1 5 7 11 4 4 1 4 36 
U6b3a 0 0 1 0 0 0 0 1 
U6c1 0 1 1 4 2 3 1 12 

V 5 0 0 0 0 0 0 5 
V+@16298 0 2 0 0 1 0 0 3 

V+@72 0 0 0 1 0 0 0 1 
V17 0 1 0 0 0 1 0 2 
V2 0 0 0 4 0 0 0 4 

V20 0 0 1 0 0 0 3 4 
V3a1 0 0 0 1 0 0 0 1 
V9 0 0 0 0 1 0 1 2 

W1e1 0 3 0 0 0 0 0 3 
W5a1a 0 1 0 1 0 0 0 2 
W6a 0 0 0 1 0 3 0 4 

X2b+226 1 0 0 2 0 0 0 3 
X2c1j 1 2 0 0 0 0 0 3 
X2d2 0 0 0 0 1 0 0 1 
X3a 0 2 0 0 1 0 0 3 



Table S4. mtDNA-based pairwise matches between current-day insular populations and their 
putative continental colonizers (%). Related to the main text.  
 
 

 
 
 
Table S5. Coalescence ages for the putative autochthonous Canarian mtDNA lineages calculated 
using two approaches, the rho statistic and Bayesian inference (Beast). For the rho statistic, two 
alternative mtDNA substitution rates were applied, 1) Soares et al. (2009) and 2) Cabrera et al. 
(2021). For Beast, only the latter mtDNA substitution rate was used. Related to the main text.  
 
 

Islands Galicia Portugal Andalusia Basque 
Country Other Iberia Italy North 

Africa Atlantic 
sub-

Saharan 
Africa 

El Hierro 2(17) 5(41) 3(25) 2(17) 0 12(50) 2(8) 2(8) 7(29) 1(4) 

La Palma 6(33) 2(11) 3(17) 4(22) 3(17) 18(43) 4(10) 6(14) 10(24) 4(9) 

La Gomera 3(21) 4(29) 2(15) 3(21) 2(14) 14(35) 3(7) 9(23) 8(20) 6(15) 

Tenerife 6(18) 11(33) 6(18) 4(12) 6(18) 33(41) 6(7) 19(23) 15(19) 8(10) 

Gran Canaria 9(28) 7(22) 5(16) 6(19) 5(15) 32(35) 9(10) 18(20) 14(15) 18(20) 

Fuerteventura 3(23) 3(23) 3(23) 3(23) 1(8) 13(45) 1(3) 6(21) 4(14) 5(17) 

Lanzarote 1(10) 4(40) 2(20) 1(10) 2(20) 9(25) 3(8) 15(42) 5(14) 4(11) 

Average 21.43 28.43 19.14 17.71 13.14 39.14 7.57 21.57 19.29 12.29 

SD 7.55 10.71 3.72 5.02 6.94 8.21 2.37 10.53 5.65 5.41 

 Rho 1)  Rho 2)  Beast 2) 

Lineages Age (years) 95% CI Lineages Age (years) 95% CI Lineages Age (years) 95% CI 

H1e1a 5869 5785-5953 H1e1a 2268 2235-2300 J2a2d1a 1628 841-2556 

J2a2d1a 5047 4970-5125 J2a2d1a 1949 1919-1979 H1e1a 1511 605-2654 

H1cf 4416 4353-4479 H1cf 1707 1683-1732 H1cf 1365 507-2311 

U6c1 4266 4196-4337 U6c1 1649 1622-1677 U6c1 1291 392-2477 

U6b1a 4152 4092-4212 U6b1a 1602 1579-1625 X3a 1238 216-2589 

X3a 2245 2212-2277 X3a 867 854-879 T2c1d2 1105 437-1890 

T2c1d2 1481 1464-1498 T2c1d2 572 551-588 U6b1a 827 407-1306 

H4a1+16362 1474 1426-1522 H4a1+16362 569 566-579 H4a1+16362 405 0-1236 

L3b1a-16124 982 958-1006 L3b1a-16124 380 370-389 L3b1a-16124 297 0-906 


