
(FTDNA R1b1a2a1a1b4)

DF21 and P314.2 +ve; L362 -ve

P314.2 +ve and L362 -ve

P314.2 +ve

P314.2 -ve

STRs Haplogroup R1b1* Super Western Atlantic Modal Haplotype (SWAMH) Modal Alleles (as Ysearch ID 55GU9 for pos. 1-67)) P314.2 and L362 +ve

L362 +ve (P314.2 not tested)

FTDNA Panel FTDNA Panel FTDNA Panel FTDNA Panel (where applicable) L362 -ve  (P314.2 not tested)

1 393 390
19/39

4
391 385a 385b 426 388 439 389-1 392 389-2 2 458 459a 459b 455 454 447 437 448 449 464a 464b 464c 464d 3 460

GATA 

H4

YCA 

IIa

YCA 

IIb
456 607 576 570 CDYa CDYb 442 438 4 531 578

395S

1a

395S

1b
590 537 641 472

406S

1
511 425 413a 413b 557 594 436 490 534 450
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FTDNA Panel (where applicable) FTDNA Panel (where applicable) COPYRIGHT N D McCARTHY 2013

4 (cont.) 444 481 520 446 617 568 487 572 640 492 565 5

710 485 632 495 540 714 716 717 505 556 549 589 522 494 533 636 575 638 462 452 445 GATA 

A10

463 441 GGA

AT 

1B07

525 712 593 650 532 715 504 513 561 552 726 635 587 643 497 510 434 461 435

12 22 20 13 12 11 13 11 11 12 12 35 15 9 16 12 25 26 19 12 11 13 12 11 9 13 12 10 11 11 30 12 13 24 13 10 10 20 15 19 13 24 17 12 15 24 12 23 18 10 14 17 9 12 11

SNP R-DF21 

(Note 10)

SNP R-P314.2  (FTDNA R1b1a2a1a1b4i) 391: 11>10 (Note 10)

SNP R-Z246 (389-2 - 389-1): 16>15 449: 29>30 (Note 10)

464c: 17>16

460: 11>10

456: 16>15  (Note 1)

570: 17>18 SNP R-L720 SNP R-S424

CDYa: 36>37 (464c: 17>16)

395S1a: 15>16 (P4, where tested)

406S1: 10>11 (P4, where tested)

504: 17>15 (P5, where tested)

P314.2 Type 1

19/394: 14>15 390: 24>23

570: 18>19 439: 12>13 

413a: 23>22 447: 25>26 (Note 1)

520: 20>21

617: 12>13

391: 11>10 P314.2 Type 2 P314.2 Type 3 388: 12>13 P314.2 Type 4

(389-2 - 389-1): 15>16

437: 15>14

449: 29>30 617: 12>13 (P4, where tested) 447: 26>25 389-1: 13>14 448: 19>18

CDYa: 37>35 456: 15>16 (Note 3) (389-2)-(389-1): 15>14 P314.2 Type 4A 714: 25>24 (P5, where tested) P314.2 Type 4B

CDYb: 38>39 449: 29>32

460: 10>11 P314.2 Type 2B CDYa: 37>36

537: 10>11 390: 23>22 439: 13>14 576: 18>20 Munster branch 2 Munster branch 3? 458: 17>16

534: 15>14 458: 17>19 67 CDYb: 38>37

481: 22>24 439: 13>14 460: 10>11 452: 30>29 (P5, where tested)

446: 13>14 458: 17>18 P314.2 Type 2A GATA H4: 11>10 532: 13>12 (P5, where tested) (389-2 - 389-1): 15>16 449: 29>30 447: 26>24 390: 23>22 393: 13>12

572: 11>12 449: 29>28 607: 15>14 635: 23>24 (P5, where tested) 438: 12>13 710: 35>34 (P5, where tested) 456: 15>16 (Note 3) 385b: 14>15

565: 12>11 576: 18>19 576: 18>17 587: 18>19 (P5, where tested) CDYa: 37>38 607: 15>16

CDYa: 37>36 395S1a: 16>15 456: 15>16 576: 18>17 (Note 3) 576: 18>17   (Note 3)

531: 11>12 37 390: 23>22 570: 18>19

(Norway) 537: 10>11 456: 15>16 CDYa: 37>36 439: 13>14 447: 24>23

(Benelux) 557: 16>17 714: 24>23 (P5, where tested) 710: 35>34 (P5) 534: 15>16 385b: 14>11 447: 26>25 464d: 17>18 389-1: 13>14 456: 16>17 460: 10>11 439: 13>14 389-1: 13>14 CDYb: 38>37

534: 15>17 111 439: 13>14 458: 16>15 GATA H4: 11>10449: 30>29 CDYa: 37>38 447: 26>25 CDYb: 38>37 CDYb: 38>39 449: 29>30

KEENAN 570: 18>19 576: 18>19 570: 18>17 406S1: 11>12 464d: 17>18

67 67 439: 13>12 576: 18>17 446: 13>14 464b: 15>16 CDYb: 38>37 CDYa: 37>38 511: 10>11 CDYa: 37>36 67

HIGGINS OGAN 449: 29>28 389-1: 13>12 CDYb: 38>39 635: 23>24 (P5) CDYb: 38>37 710: 34>32 (P5) 594: 10>11 520: 20>21 CDYa: 37>35 385b: 14>15 HACKETT

710: 35>34 (P5, where tested) 447: 26>25 444: 12>13 549: 13>14 (P5) 565: 12>13 37 640: 11>12 37

549: 13>12 (P5, where tested) 576: 20>21 111 533: 13>12 (P5) 561: 15>16 (P5) 67

SNP R-L362 636: 12>11 (P5, where tested) 710: 35>36 (P5) CORMACK 447: 26>25 385b: 14>15 464c: 16>17 McHUGH

67 456: 15>16 712: 20>19 (P5, where tested) 504: 15>17 (P5) 37 37 67 534: 15>16 (P4, where tested) 37

513: 12>13 (P5, where tested) 552: 24>25 (P5) DUGAN 111 REILLY

(Sicily) 552: 24>25 (P5, where tested) 111 391: 11>12 37 464c: 16>15 JOHNSON 464d: 17>16

KEENAN 607: 15>14

447: 26>25 111 37 CDYa: 37>36

458: 16>17 458: 16>15 HIGGINS 438: 12>13

449: 29>30 (389-2 - 389-1): 15>16 (Note 5) MARTIN MARTIN

464b: 15>16 449: 29>28 MARTIN MARTIN CDYa: 37>38 388:13>14 67 CHISUM 439: 13>12 464d: 17>16 67

CDYa: 37>38 576: 18>19 459b: 10>9 MARTIN 442: 12>13 439: 13>15 LYONS 389-1: 13>14 CDYb: 37>36 EUBANK 460: 10>11 CDYb: 37>38

CDYb: 38>39 570: 19>20 557: 16>17 (P4, where tested) MARTIN 425 = 0 (P4 where tested) 458: 16>15 449: 29>30 EUBANK 487: 13>15 444: 12>13

413a: 22>21 CDYb: 38>37 MARTIN 446: 13>12 (P4, where tested) CDYa: 37>36 37 YCAIIb: 23>22 37 EUBANK

640: 11>10 390: 23>22 456: 16>15 MARTIN CDYa: 35>37 37 EUBANK 67

710: 35>36 (P5) 460: 10>11 CDYa: 37>39 CDYb: 37>38 EUBANKS CDYb: 37>36 439: 13>14 464d: 17>16

712: 20>19 (P5) 456: 16>17 CDYb: 38>39 458: 16>17 464b: 15>16 576:17>16 393: 13>14 390: 23>22 EUBANK 449: 29>31 534: 16>17

715: 24>22 (P5) 576: 18>19 438: 12>13 CDYb: 39>40 607: 15>14 CDYb: 39>40 576: 17>14

CDYa: 37>36 444: 12>13 576: 17>16 576: 17>18 456: 15>16 CDYb: 36>35

67 CDYb: 38>40 446: 13>14 37 37 37 37 67

520: 20>21  (not all recent mutations indicated above) DENNEHY 460: 10>11 CAMPBELL

37 393: 13>14

111 67 67 37 67 EUBANK 449: 29>28 37 67

DENNEY 607: 15>14 67

67

DRISCOLL 37 37

HIGGINS 576: 17>18 487: 13>14

67

67

Munster branch 1

534: 15>16 (P4, where tested) (389-2 - 389-1): 15>14 576: 18>19 447: 26>25

710: 35>34 (P5, where tested) 448: 19>20 CDYb: 38>37

CDYa: 37>38

572: 11>10 570: 18>19 YCA IIb: 23>22 459b: 10>9 385b: 14>15 393: 13>12 CDYb: 38>37 460: 10>11 487: 13>14 570: 18>17 439: 13>12 (Note 8)

CDYb: 38>37 CDYa: 37>36 576: 18>19 449: 29>30 CDYb: 38>39 CDYa: 37>36

534: 15>16 534: 15>16 641: 10>11 

391: 11>12 CDYa: 37>36 YCA IIb: 23>20 CDYa 37>36 458: 17>18 511: 10>11 (P4, where tested) 464a: 15>14

CDYb: 38>37 CDYb: 38>37 534: 15>16 (P4, where tested) CDYa: 37>38

464c: 16>17 464: add 15, 17 710: 35>36 (P5, where tested)

607: 15>14 464c: 16>17 439: 13>12 576: 18>17 385a: 11>12 549: 13>12  (P5, where tested)

570: 18>19 456: 16>15 CDYb: 38>39 481: 22>21 (389-2 - 389-1): 15>16 504: 15>16 (P5, where tested) CDYb: 38>40 >1800 390: 23>24

460: 10>11 CDYb: 38>37 576: 18>19 395S1b: 16>17 464b: 15>16

CDYb: 38>37 464c: 16>17 557: 17>16 446: 13>14 413b: 23>24 464c: 16>17 37

481: 22>23 (P4, where tested) CDYa: 37>36 393: 13>14 441: 12>11 PERRY 464c: 16>15 439: 12>13

395Sa1: 16>15 390: 23>22 464d: 17>16 CDYa: 38>37

712: 20>19 (P5) 458: 17>16 459b: 10>9 448: 19>20 449: 29>30 19/394: 14>13 458: 17>18 

CDYa: 37>36 464: add 14 CDYb: 38>39 464c: 16>17 GATA H4: 11>10 67

YCA IIb: 23>22 439: 13>12 CDYb: 38>37 456: 16>15 ANDERSON

533: 13>12 (P5) 534: 15>16 458: 17>18 576: 18>17 37 67

37 464a: 15>14 CDYb: 38>37 PERRY PERRY

NEWMAN 413a: 23>22 557: 17>18 37

464d: 17>16 CDYb: 37>38 PERRY

37 570: 18>19 460: 10>11

37 CALLAHAN 67

PECK 67 NEWMAN >1841

67 67 390: 23>22 444: 12>11 464b: 15>16

PECK CALLAHAN 67

NEWMAN

37 67 67 CDYa: 37>38 534: 16>17 

KELLY 111 CAREY 111 710: 36>37 (P5)

KELLY SULLIVAN

67 67 37 67 67 37 67 37 37 37 67 37 67 67 37 111 111 67 67

111 67

KELLEY SULLIVAN

N108340 186325

McCARTHY

161661

McCARTHY McCARTHY McCARTHY McCARTHYMcCARTHY McCARTHY McCARTY McCARTHYMcCARTHY McCARTHY McCARTHY McCARTHYCARTER McCARTHY McCARTHY McCARTHY

182014

248120

141703

155260

HD6JM

176489

158210

55306

255772

90507

194035

184311

110716

263424

TUCKER

C8FAE

MDK45

 (not all recent mutations 

MURRELL

indicated above)

171553

MacCarthy

DEMPSEY

10119

CHISHOLM 161604

Farshing

179656DIAMONDBASILE

1567

HIGGINS 154615

11217

162246

146340

MARTIN 59811

158517

(504: 17>16 (P5, where tested))

(717: 19>20 (P5, where tested))

LEGEND
R-L21 

R-DF13

The ">" symbol in connection with a DYS / DYF No. 

denotes a STR mutation. It otherwise indicates "after" in 

connection with a year.
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13771MAHONEY

EBANKS

220084EWBANK

50090

233846

234710

2388355024 234099 143439

CONRARDY

MALAND N5924

80937

N28650

MALAND N5924 SULLIVAN 12352560162

222616 N61739211895 17766625686 10813211478109330

183636

126862

156723 80166

LONG

CONRARDY

50521

77375

50461

N28650 CROWLEY

189296

QXAP6 63616

135483 221842 148491 219502211886

  MacCarthy Rabagh

McCARTHY McCARTHY McCARTHY

CHISOLM

N10706

JOHNSTON

42467

177236CHISM

CHISM

BANKS

109703

5SB9Q

159504

156353 PORTER N28007

118325

MARTIN

SULLIVAN

62298

55127

HIGGINS

106971

21275

137816

129772

133218

SULLIVAN

N27808N55690

147370

84008

16473

67241

158211

MARTIN

193979

158517

86882

LEAHY 207157

86883

HIGGINS

169021KENNEDY

LAHIFFE 257171

6NRKN

CAMPBELL

(717: 19>20 (P5, where tested))

CHISOLM

79942

RNPX4

222937

McALLISTER

131823

136842

DIAMOND 158294

26029

(413a: 23>22 (P4, where tested))

CARROLL 209369

(413a: 23>21 (P4, where tested))

241486

ALDRIDGE 184198

POSSIBLE PHYLOGENETIC TREE  FOR HAPLOTYPES ASSOCIATED 

WITH SNPs R-P314.2 AND R-L362

(To be read in conjuction with analysis under "HAPLOGROUP R - GROUP B: McCARTHYS AND 

SNPs R-P314.2 AND R-L362" at 

http://www.familytreedna.com/public/McCarthySurnameStudy/default.aspx?section=results )

N McCarthy 

05 March 2013

NOTES:

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.

2.  P4 indicates marker in 38th - 67th markers in FTDNA sequence.   P5 indicates in 68-111 marker range.

3.  Several permutations featuring a common ancestor selected from  458: 17>16, 576: 18>17 and 456: 16>15 are possible in this part of the tree. Back mutations 

must also be considered. Testing of key participants to 111 markers may resolve this.

4.  (deleted)

5.  If 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 

similarities with Carter (135483).

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" 

and "Munster" branches.

7.  Cannot assign the following without further STR testing: 

     Mahoney (84534) and O'Shea (140951) (P314.2 +ve), O'Mahoney (164296), O'Shea (98369), Reynolds (74905), Wallen (140541), Ward (114678), Wilson 

(119554)

8.  There could be multiple independent mutations at this point, with subsequent branches having earlier common ancestry than indicated here.

9.  The order in which the SNP 314.2 and the nine STR mutations ocurred is unknown

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 

S424.


