R-L21 LEGEND POSSIBLE PHYLOGENETIC TREE FOR HAPLOTYPES ASSOCIATED
(FTDNA R1b1a2atalbd) WITH SNPs R-P314.2 AND R-L362
DF21 and P314.2 +ve; L362 -ve
R-DF13 P314.2 +ve and L362 -ve (To be read in conjuction with analysis under "HAPLOGROUP R - GROUP B: McCARTHYS AND
P314.2 +ve SNPs R-P314.2 AND R-L362" at
P314.2 ve hitp:/www )
STRs Haplogroup R1b1* Super Western Atlantic Modal Haplotype (SWAMH) Modal Alleles (as Ysearch ID 55GU9 for pos. 1-67)) P314.2 and L362 +ve
1362 +ve (P314.2 not tested) N McCarthy
FTDNA Panel FTDNA Panel FTDNA Panel FTDNA Panel (where 1362 -ve (P314.2 not tested) 05 March 2013
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NOTES:
SNP R-DF21 1. Mutations at DYS 447 and 456 have been the most difficult to postulate and are likely to be the most significant source of errors.
Note 10
. : 2. P4 indicates marker in 38th - 67th markers in FTDNA sequence. P5 indicates in 68-111 marker range.
SNP R-P314.2 (FTDNA R1b1a2at1a1bai) 391:11>10  (Note 10)
SNP R-2246 (389-2 - 389-1): 1615 449: 29230 (Note 10) 3. Several permutations featuring a common ancestor selected from 458: 1716, 576: 18>17 and 456: 16>15 are possible in this part of the tree. Back mutations
(504: 17516 (PS5, where tested)) 464c: 17516 must also be considered. Testing of key participants to 111 markers may resolve this.
(717: 19520 (PS5, where tested)) 5460: 11510 4. (deleted)
o
2 SNP R-L720 SNP R-S424 5. 1f Drsicoll (21275) and / or Crowley (N55690) prove L362 -ve, they should be shown connected in parallel with Higgins; if Crowley is L362 +ve, note some
(464c: 17>16) (413a: 23522 (P4, where tested)) similarities with Carter (135483).
39551a: 15>16 (P4, where tested) (413a: 2321 (P4, where tested)) (717: 19520 (P5, where tested))
406S1: 10>11 (P4, where tested) 6. Precise location of P5 mutations is subject to further testing to 111 markers. Data shown identifies which are common and which pertain to nominal "Dalriada”
504: 17515 (PS5, where tested) and "Munster” branches.
<« P3142Type 1 ———>
7. Gannot assign the following without further STR testing:
19/394: 14>15 390: 24523 Mahoney (84534) and O'Shea (140951) (P314.2 +ve), O'Mahoney (164296), O'Shea (98369), Reynolds (74905), Wallen (140541), Ward (114678), Wilson
570: 18>19 439: 12>13 (119554)
413a: 23>22 447: 25526 (Note 1)
2‘221 122)12; 8. There could be multiple independent mutations at this point, with subsequent branches having earlier common ancestry than indicated here.
12>
391: 11>10 +—— P314.2Type2 ——» <« P3142Type3 —— > 388: 12>13 P314.2Type 4 9. The order in which the SNP 314.2 and the nine STR mutations ocurred is unknown
(389-2 - 389-1): 15>16
437: 15>14 10. Only STR mutations which might be significant in alternative structures for the early sub-branching of the DF21 tree are indicated for SNPs Z246, L720 and
449: 20>30 617: 12513 (P4, where tested) 447: 26525 389-1: 13>14 448: 19>18 S424,
CDYa: 37535 456: 15>16 (Note 3) (389-2)-(389-1): 15514 P314.2 Type 4A 714: 25524 (PS5, where tested) P314.2 Type 4B
CDYb: 3839 449: 29532
460: 10>11 P314.2 Type 2B CDYa: 37536
537: 10511 390: 23>22 439: 13>14 576: 18520 Munster branch 2 Munster branch 3? 458: 17>16
534: 15>14 458: 17>19 67 CDYb: 38>37
481: 22524 439: 13>14 460: 10511 452: 30529 (P5, where tested)
446: 13>14 458: 17>18 P314.2 Type 2A GATA Hd: 11>10 532: 13>12 (P5, where tested) (389-2 - 389-1): 15>16 449: 29530 447: 26524 390: 23>22 393: 13>12
572: 11>12 449: 29>28 607: 15514 635: 23>24 (P5, where tested) 438: 12>13 710: 3534 (PS5, where tested) 5>16 (Note 3) 3850: 14>15
565: 12>11 576: 18>19 576: 18>17 587: 18>19 (PS5, where tested) 3 607: 15516
CDYa: 37>36 3955 1a: 16>15 576: 18517 (Note 3) 576: 18517 (Note 3)
531: 11>12 390: 23>22
[ N5924 |(Norway) 537:10>11 516 439: 13>14 447: 24>23
N28650 _|(Benelux) 557: 16>17 4>23 (P5, where tested) 385b: 14>11 447: 26>25 464d: 17>18 [389-1: 13>14 456: 16>17 439: 13>14 389-1: 13>14. CDYb: 38>37
534: 15517 439: 13>14 458: 16>15 GATA Ha: 11[449: 30529 : 447: 26525 CDYb: 38>37 CDYb: 38>39] 449: 20>30
570: 18>19 576: 18>19 570: 18517 : 4640: 17>18
67 439: 13>12 576: 18>17| 4461 13>14 464b: 15>16 CDYb: 38>37 CDYa: 37>38 : CDYa: 37536 67
449: 29528 389-1: 13>12 CDYb: 38>39 635: 23524 (P5) CDYb: 38>37 710:34>32 (P5)  [594: 10511 CDYa: 37535 385D: 14>15 HACKETT.
710: 35534 (PS5, where tested)  |447: 26525 444: 12513 549:13>14 (P5)  [565: 12>13 37
549: 13>12 (P5, where tested) 576: 20521 111 533: 13>12 (P5) 561: 15>16 (P5) DIAMOND 67
636: 12>11 (PS5, where tested) 710: 35>36 (P5) 447: 26525 385b: 14>15 464c: 1617
67 456: 15>16 712: 20519 (P5, where tested) 504 1517 (P5) 37 37 67 534: 15>16 (P4, where tested) 37
513: 12>13 (P5, where tested) 552: 24>25 (P5) 111
(Sicily) 552: 24>25 (PS5, where tested) 11 207157 391: 11>12 464c: 16515 464d: 17>16
KEENAN 42467 607: 15514
447: 26525 11 177236 CDYa: 37536
458: 16>15 438: 12>13
(389-2 - 389-1): 15>16 (Note 5) MARTIN | 16473 MAR 58517 109703
449: 29>28 MARTIN | 67241 MAR 93979 CDYa: 37>38 388:13>14 67 159504 439: 13>12 4640: 17>16 67
459b: 1059 MAR 58517 442: 12>13 439: 13>15 GNRKN 389-1: 13>14 CDYb: 37536 55127 460: 10>11 CDYb: 37538 154615
557: 16517 (P4, where tested) MAR 76489 425 = 0 (P4 where tested) 458: 16>15 449: 20530 62298 487: 13>15 444: 12513
MAR 58210 446: 13>12 (P4, where tested) CDYa: 37536 37 YCAIIb: 23522 k74 79942
390: 23>22 456: 16>15 MAR 58211 CDYa: 35537 37 131823 67
460: 10>11 CDYa: 37539 MAR 86882 CDYb: 37>38 136842 : 37536 439: 13>14 4640: 17>16
456: 16>17 CDYb: 3839 MAR 86883 464b: 15>16 576:17>16  [393:13>14 |390: 23>22 222937 449: 29531 534: 16517
576: 18>19 438: 12>13 MAR 59811 607: 15>14 CDYb: 39>40 CBFAE 576: 17>14
CDYa: 37536 444: 12>13 576: 17>16 456: 15>16 MDK45 CDYb: 36535
CDYb: 38>40 446: 13>14 37 k74 37 74 67
520: 20521 (not all recent mutations indicated above) SULLIVAN 460: 10>11 (not all recent mutations PORTER | N28007 |
37 393: 13>14 indicated above)
111 67 67 37 67 449: 29528 37 67
CRO SULLIVAN 607: 15>14 67
67 [CHISHOLM | 161604
57 57
576: 17>18 487: 13>14
67
[EBANKS [ N10706 ]
67
EWBANK | 220084 ]
Munster branch 1
5>16 (P4, where tested) (389-2-389-1): 15514 [576: 18>19 447: 26525
5>34 (P5, where tested) 448: 19520 CDYb: 38537
CDYa: 37>38
572:11>10 570: 18>19) YCA llb: 23522 459b: 1059 385b: 14>15 393: 13>12 CDYb: 38>37 460: 10>11 487: 13>14 439: 13>12 (Note 8)
CDYb: 38537 CDYa: 37536 576: 18>19 449: 29530 CDYb: 38>39 CDYa: 37536
534: 15516 534: 15516 641: 10511
391: 11>12] CDYa: 37536 YCA llb: 23>20 CDYa 3736 458: 17>18 511: 10>11 (P4, where tested) 4642: 15>14
CDYb: 38>37 CDYb: 38537 534: 1516 (P4, where tested) CDYa: 37538
464c: 16>17 464: add 15, 17 710: 35536 (PS5, where tested)
607: 15514 464c: 16>17 439: 13>12 576: 18517 385a: 11>12 549: 13>12 (P5, where tested)
456: 16>15 CDYb: 38>39 481: 22521 (389-2 - 389-1): 15>16 504: 15>16 (PS5, where tested) CDYb: 38>40 >1800 390: 23>24
460: 10511 576: 18>19 39551b: 16>17 464b: 15>16 —
CDYb: 38>37 464c: 16>17| g 446: 13>14 413b: 23>24 464c: 16>17 37
481: 22523 (P4, where tested) CDYa: 37536 393: 13>14] 441: 12511 PERRY 184311 464c: 16>15
3958at: 16>15 390: 23>22] 464d: 17>16
712: 20519 (P5) 458: 17>16| 459b: 1059 448: 19520 19/394: 14>13 458: 17>18
CDYa: 37536 464: add 14 CDYb: 38>39 464c: 16517 GATA Hd: 11>10 67
'YCA lib: 23522 439: 13>12 CDYb: 38>37 456: 16>15
533: 13>12 (P5) 534:15>16 576: 18>17
37 CDYb: 38537
557: 17>18
464d: 17>16 CDYb: 37>38
37 570: 18>19 460: 10>11
37 CALLAHAN 67
67 >1841
67 MCCARTHY 67 \ 390: 23>22 444: 12511 464b: 15>16
PECK 161661 | [CALLAHAN | 248120 67
74 67 67 MacCarthy Rabagh MacCarthy CDYa: 37>38 534: 16>17
KELL 111 [LONG [ _N108340 [cARE! [ 186325 111 Farshing 710: 36537 (P5)
[SULLVAN T 80166 ] |
67 67 37 67 67 37 67 37 37 37 67 74 67 67 37 111 11 67 67
111 67 CARTER McCARTHY McCARTHY McCARTHY McCARTHY McCARTHY McCARTHY McCARTHY McCARTHY McCARTHY McCARTHY McCARTHY McCARTHY McCARTY McCARTHY McCARTHY McCARTHY McCARTHY McCARTHY
[KELEY T 709330 | 148491




