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STRs Estimated ancestral haplotype for R-DF13 (values at CDYa and DYS 533 uncertain)
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snp zz10
LEGEND
[SNP CT53385 and 10 equivalents [snp z253 [sNP 2255 sNp Mc1a Validation of position on tree s indicated as follows:
STR Mutations:
570: 17518 Positon consistent with one or mor terminal SNPs indicated. If NGS tested (BY, FG or
2. 1211 W Very slow moving” STR markers (very low mutafion rates) orrare multstep mutation YP), paricpant il have further SNPs ol yel observed in other samples. We call these.
537: 10511 (P4, Note 3) "Slow moving” STR markers (low mutaton rates) “singletons”.
505: 12511 (PS5, Note 8) I Postulated STR back mutation Postulated posiion based on posiive test for @ higher level SNP and on STA pattern
|463: 23524 (P5, Note ) being similar 10 that of (an) other(s) who have tested the terminal SNP (and sometimes
525: 1110 (PS5, Note 8) Paricipant kit number and testing defails: name similaty).
_5‘ Note 8) No. of STR markers for which resuls have been published Postulated position based on STR pattern being similar o that of (an) other(s) who have
o Has aken BigY st Resuls not yel avaiable) tested the terminal SNP (and somatimes name simiarty).
111 | Y4 or YE FO - Has taken Y Elfe test with FGC, or other “full Y-genome test
snp s19268 391: 11510 elsewhere (FO). (YE, FO| | Result Results not yet available) toc To be confirmed (e.g by Sanger sequencing)
149: 20>30 58: 17>18 NN~ Participant ancestal sumame / kit no. P4 STR marker in FTDNA Pancl 4 (381h - 67th markers in FTONA sequence)
cov: a8-39 570: 18519 P5 STR marker in FTONA Panel 5 (68ih - 111ih markers in FTONA sequence).
534: 15>14 46: 14513 (P4, Note 8) > Folowing a DYS number denotes a STR mutation, 6.9 576: 1817 indicates
533: 1312 (P5) 481: 22:23 (P4, Note 8) amutation from 18 t0 17 at DYS 576
567: 18519 (P) 714: 2526 (P, Note 8) Elsowhere (in dates) i is used o indicate “ater than”
461: 1211 (PS5, Note 8)
T —— | orEs
[snp z17970 o
[snp z17071 1. These SNP and STR mutations could have occurred in any order.
[SNP 59793 and approx 6 equivalents [snp z17972
[snp 217073 2. When the tree is more developed some of these mutations may be moved up a level (or two).
a01: 11510 [snp z17974
20: 12513 [snp 217075 8 Where tasted
437: 15514 SNP @ 18940558 (C>A)
464c: 17515 [snp 217076
a |snp z17a77
= |snpzizozs
£ [snpz17o7e
2 [snpz17980
GATA At0: 1314 (PS) IMPORTANT NOTICE
a29: 12511
607: 15514
[SNP FGC13304 and approx 6 equivalemts 576: 18219 THIS TREE COMBINES POSTULATED RELATIONSHIPS BASED ON STR TEST DATA
[covo: 5 WITH FIRM DEFINITION AFFORDED BY SNP TESTING. THE LATTER WILL BE
460: 11510 406511059 (P4, Note 8) REGULARLY UPDATED TO INCORPORATE NEW INFORMATION.
a46: 14>13 4130: 23524 (P4, Note 8)
[534: 1516 (P4, Note 8) WHERE CONFIGURATIONS ARE NOT CONFIRMED BY SNP TESTING, DIFFERENT
PERMUTATIONS ARE POSSIBLE PARTICULARLY IN THE OCCURRENCE OF FASTER
56 18219 NP A7257 (Noto &) REPEATING STR MARKERS SUCH AS DYS 458, DYS 576, CDY, DYS 710, DS 533 AND
119 29-30 576, 1920 DYS 712 AND THE CONSIDERATION OF FEASIBLE BACK MUTATIONS.
cDvb: 37>36
534: 1617 THE RELIABILITY CAN ONLY BE IMPROVED BY MORE PARTICIPANTS TESTING STRs
450: 11510 TO 111 MARKERS AND NGS TESTING, IDENTIFYING SNPs WHICH GIVE FIRM
540: 12510 (P5, Note 8) DEFINITION TO THE BRANCHES AND TWIGS (SUBCLADES) OF THE TREE.
533: 13>12 (PS5, Note 8)
l456: 16515
710:35-36 (PS5, Note 8) 714: 26527 (P5)
717: 19518 (PS5, Note 8] 40651: 98 452: 30531 (P5) MCcCARTHY (Y-DNA) SURNAME STUDY
oy e oo 1R POSTULATED PHYLOGENETIC TREE FOR SNP R-CTS3386 McCARTHYS
lo10: 2058 [s40: 10214 (5) 576: 20021 445 1211 (P3) (McCARTHY GROUP 'G')
525: 1GSAHIPE) 1635: 23524 (P5) 1561: 15>16 (P5)
497: 14>15 (PS5) NMcCarthy - 21 Jun 2016
57: 16517 (Note &) 710: 3534 (P5)
712:19-18 (P5) i Alex ¥, Chromo2
and putt under CTS3386.
549: 13512 (P5)
l643: 13>14 (P5) 111 67 Theintent of the tree is to show- NP R-L21 for R-
L21 Group G, and their other Dataon non-
g has been taken from ion of Alex Will The Big Tree and from

GILBERT

67
57353

jects’ the
R-L21 Group G McCarthys. (Any errors in interpretation or transcription are my own!)
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