
ISOGG I1a3* /  Y-Full I-Z63*

Kr 8 22 19 24 13 8 9 13 34 34

Y-Full I-Y13952

Y13953 8467227 T C R 8 22 19 25 13 8 9 3 24

Hy 8 22 19 25 13 8 9 13 6 27

Not yet visible to Y-Full

S11545 8485455 A C Tyl 8 22 19 25 13 8 8 13 5 26

Brk 8 22 19 25 13 8 8 13 4 25

ISOGG I1a3a2* / Y-Full I-CTS4279

CTS4279 15540268 T C Va 8 23 19 13 8 9 20 45

n/a 8

ISOGG I1a3a2b / Y-Full I-CTS10345 ISOGG I1a3a2b1 / Y-Full I-Y10994

Z12228 7811520 T C Y10994 8054794 A C Vin 8 22 19 23 12 8 9 13 15 32

ISOGG I1a3a2 / Y-Full I-BY351 CTS 10345 19415963 G A F552 20723243 T C Ho 8 22 19 12 8 9 12 17 34

BY351 19271210 A G CTS2910/S4736 14557531 T C

BY352 19271215 G C n/a

ISOGG I1a3 ISOGG I1a3a2a1a / Y-Full I-Y7059

Z63 14401486 C T S11542 8484412 G A Vi 8 22 21 24 13 8 9 13 3 32

Y-Full I-Z63 Y7068/BY14 14713845 C T Go 8 22 21 25 13 8 9 13 6 35

Y7074/BY11 21988392 T C Y-Full I-Y7067*

ISOGG I1a3a2a / Y-Full I-Y7075 Y7059 8453407 G A Y-Full I-Y7067 Ol 8 22 21 25 13 8 9 13 3 33

BY332 13211925 C T BY353/Y7061 2688333 C T Y7067 8795330 A G Y-Full I-Y7065 mrca 4 generations

BY354/Y7075 22063512 C G BY333/Y7062 14310759 C A Y7065 8321052 T C T1 8 22 21 25 13 8 9 13 0 35

Y7079 7232416 A C Y7066 2755254 G A T4 8 22 21 25 13 8 9 13 2 37

T2 8 22 21 25 13 8 9 13 0 35
ISOGG I1a3a2a* / Y-Full I-Y13946

Y13946 8273003 C G Hem 8 22 19 25 13 8 9 13 15 31

Y14110/PH1538 14954573 G T We 8 22 19 25 13 8 9 13 15 31

BY3411 9966539 A C

Y14111/PH2195 16337911 T C 22478703 G A Se 9 22 19 23 13 8 9 35 53

22275613 T C Di 8 22 19 25 13 8 9 13 11 29

ISOGG I1a3a ISOGG I1a3a3 / Y-Full I-Y8331

BY151 22305998 G A Y8331 15933879 T C H 8 22 19 25 13 8 9 13 24 28

Y-Full I-BY151 Y9137 21051923 T C Wo 8 22 19 25 13 8 9 13 20 24

Y9138 9541136 T C ISOGG I1a3a1*  / Y-Full I-Y15565 Y-Full I-Y17384

BY391 7640268 C T Y17384 7123780 A G Mtn 8 23 19 25 15 9 9 13 5 43

Fo 8 23 19 25 15 9 9 13 5 43

Y-Full I-Y17387

Y17387 16596926 G T P 8 23 19 25 15 9 9 13 2 35

Po 8 23 19 25 15 9 9 13 6 39

Hns 8 23 19 13 8 9 25 28

Y-Full I-S2078*

ISOGG I1a3a1 Ba 8 23 20 25 12 8 9 13 20 25

L849 17275007 T C ISOGG I1a3a1a* / Y-Full I-S2077* Ste AS22 8 23 19 25 13 8 9 13 21 26

Not used by Y-Full Kl 8 22 19 24 13 8 8 13 19 24

Des 8 23 19 13 8 9 29 34

Bak 8 23 19 25 13 8 9 13 26 31

Min 8 23 19 23 13 8 9 13 28 33

Spa 8 23 19 23 12 8 9 13 27 32

Considered I-S2077* by Y-Full

Not used by Y-Full Gr 8 22 19 27 13 8 10 13 22 28

ZS1823 19573693 A G Y-Full I-Y16435

YFull shows strongly +ve for all downstream. BY3400 6325313 A T K 8 23 19 25 13 8 9 13 19 37
All others are "R =A or G" with 50:50 results. V68 17664771 A C Y-Full I-Y16434

Y16435 6791849 C T Y16434 2659472 G A Mac 8 23 19 25 13 8 9 13 10 37

Mar 8 23 19 25 13 8 9 13 12 39

ISOGG I1a3a1a

S2078 14994820 C T Y-Full I-S2097 My 8 23 19 25 13 8 9 13 28 35

Y-Full I-S2078 S2097 21353736 A G Y-Full I-FGC29230

FGC29216 6363968 T C Z16129/FGC29230 7518429 G A FGC29244 19169018 C T Fi 8 23 19 24 13 8 9 13 14 26

FGC29237 15583064 A G Shf 26 38

FGC29238 16306059 C T

FGC29241 17345692 T C Y-Full I-Y18660 Ta 8 23 19 23 13 8 9 13 19 31

Y18660/A8229 15813314 C T Brn 8 24 19 13 13 25

Not yet visible to Y-Full

A8230 2690484 A T Stv 8 22 21 25 13 8 9 13 17 44

Ga 8 23 19 13 14 41

ISOGG I1a3a1a2 / Y-Full I-Y6375 Y-Full I-Y13945

Y6384/ZS4295 7190823 G A Y13945 16711146 G A Pen 8 23 19 25 13 8 9 5 27

Y6385 7868973 C A Sta 8 23 19 25 13 8 9 13 8 30

Y6375 8275673 C T

Y6376 8339473 T G A377 16631875 C A Wil 8 23 19 25 13 8 9 13 3 37

Y6377/SK1231 8441542 A C Wil2 8 23 19 25 13 8 9 13 3 37

Y-Full I-S2077 Y14126 8806274 G C Not yet visible to Y-Full

S2077 14761482 A G Y6386 8833718 A C PH271 6875411 C T Win 8 23 19 25 15 8 9 13 17 41
YFC022327/Y4102/FGC950422610173 T C A8242 19138839 A G So 8 23 19 13 8 13 37

Ber 8 23 19 25 13 8 10 13 27 33

Y-Full I-Y2245*
ISOGG I1a3a1a1c /  Y-Full I-Y7234

Y7234/FGC14479 7941350 C T Ub 8 23 19 25 13 8 9 12 29

ISOGG I1a3a1a1c / Y-Full I-Y7234 Y7235/FGC14480 8231568 C T Y-Full I-Y7666

Y7509/FGC14481 14329035 G T Y7666/FGC14489 17738069 A T T3 8 23 19 23 13 8 9 13 15 34

Y7236/FGC14482 14335859 C T Y-Full I-Y7663 mrca 1 generation

Y7237/FGC14483 14837577 C T Y8473 9495001 T G St 7 23 19 25 13 8 9 13 1 30

St3 7 23 19 25 13 8 9 13 0 29

Ar 7 23 19 25 14 8 9 13 31 42

ISOGG I1a3a1a1b* / Y-Full I-L1242 Not yet visible to Y-Full

ISOGG I1a3a1a1b /  Y-Full I-Y3968 S11991 8833008 G A Ri 7 23 19 25 13 8 9 13 33 51

S10360 7570117 T C S12223 9132219 C T Hel 7 23 19 26 13 8 9 13 24 42

S17023 15345510 A G ISOGG I1a3a1a1b1  / Y-Full I-Y3979 ISOGG I1a3a1a1b1a / Y-Full I-Y6228

S26266 28497864 A T S15301 14001162 G T Y6228 23577215 A G ISOGG I1a3a1a1b1a1 / Y-Full I-Y6229 Mi 7 23 19 25 13 8 9 13 15 32

Y3987/FGC14870 23164425 C T Y3980/FGC14858 15556982 G A Y6229 9022735 C T Not yet visible to Y-Full

Y3968 3961105 T C Y3986/FGC14868 22463664 C T Y-Full I-Y7626 A8243 2742575 A T Anon. 7 23 19 25 13 8 16 39

Y3979/FGC14857 15386740 G A Y7626/BY316 15978334 G T Hw 7 23 19 25 13 7 8 12 14 37

ISOGG I1a3a1a1 / Y-Full I-Y2245 Y-Full I-Y7627

PR683/Y2245.2 6894323 C T Y7627/PH3482 17895525 G A Br 7 23 19 25 13 8 8 12 13 31

Fr 7 23 19 26 13 8 8 12 17 35

No 7 23 19 25 13 8 8 13 31

DYS393 15 nearly specific to AS15-9 clade. 12 good marker for AS121230 Yorkshire clade. ISOGG I1a3a1a1b1b / Y-Full I-Y3969

DYS450 9 is currently unique to (Anglo-Saxon) AS15-9 clade (also DYS589=11) Y3969/FGC14843 4371440 A G St2 7 23 19 25 13 8 9 13 10 42

DYF406S1 8 is currently almost unique to Y7626/Y7627 (nearly everyone else is 9) Y3970/FGC14844 4371635 C A Y-Full I-Y14344 mrca 6/7 generations (b. 1766)

DYS617 12 is largely specifc to Y7626/Y7627 (almost everyone else is 13) Y3971/FGC14845 7190352 C T Y14344 2668527 C T Sp 7 23 19 25 12 8 9 13 3 56

Sp2 7 23 19 12 8 2 55

Y-Full I-L1237*

Ni 7 23 19 23 13 8 9 13 14 25

chr Y position (hg19) ancestral allele Al 7 23 19 24 13 8 9 13 12 23

SNP designation XYZ 12345678 C T derived allele ISOGG I1a3a1a1a / Y-Full I-L1237 Not yet visible to Y-Full

L1237 21742084 A G BY583 21250941 T G D 7 23 19 13 8 23 35

ISOGG  and Y-Full  branch names are noted in italics where known. Y6633/FGC9540 19276076 T A A 7 23 19 24 13 8 9 13 22 34

Y6625 21477173 C G Y-Full I-Y6634*

FGC9546 22445847 C A Har2 7 23 20 23 13 8 9 13 22 34

Not used by Y-Full  means the location is not considered reliable enough to be used in the Y-Full tree. Y6631/FGC9509 2844473 T C Not yet visible to Y-Full Co 7 23 20 23 13 8 9 13 9 21

SNP names in blue are Y-Full designations not currently used by ISOGG. A8249 8395459 G T

SNP names in red are GeneByGene designations not currently used by ISOGG. BY3385 8489893 G C Har1 7 23 19 23 13 8 9 13 16 32

BY3386 8645388 A T Mls 7 23 19 23 13 8 9 13 23 39

BY3387 8647691 C T Not yet visible to Y-Full

SNP names highlighted in orange have been requested as individual tests from FTDNA. ISOGG I1a3a1a1a1 /  Y-Full I-Y6634 FGC7026 23862099 C A Wor 7 22 18 23 13 8 9 13 5 37

chrY locations in blue are currently only reliably identified by Y-Full analysis. Y6634/FGC9550 23451065 T C De 7 23 18 13 8 3 35

Y-Full I-Y6615 H8 7 22 18 23 13 8 9 13 4 38

Y6616/FGC9528 14989529 C T Y-Full I-Y6612* Fr 7 22 18 23 13 8 9 7 41

Y6615/FGC9521 8146838 A T H12 7 22 18 23 13 8 9 13 6 40

Y6627/FGC9529 15502356 C T H1 7 22 18 23 13 8 9 13 3 37

Y6617/FGC9531 16220533 A T H6 7 22 18 23 13 8 9 13 4 38

Y6629/FGC9532 17011044 T C H13 7 22 18 23 13 8 9 13 4 38

Y6630/FGC9534 17416471 A G Art 7 22 18 23 13 8 9 13 3 37

FGC7452 17815789 A T Y-Full I-Y16260

Y6618 17911080 A T Y16260 7981654 A G H7 7 22 18 23 13 8 9 2 37

Y6620/FGC9538 18740116 A G Y-Full I-Y6612 mrca circa 1390 H16 7 22 18 23 13 8 9 12 1 36

Y6632/FGC9539 18834906 G C Y6628/FGC9530 15767346 T G Y-Full I-Y16811

FGC9541 19293574 C T Y6612/FGC9536 18235843 A G Y16811 28623423 A G H11 7 22 18 23 13 8 9 13 4 39

Y6619/FGC9543 21450893 G T Y6636/FGC9547 22687432 G A Y16967 6787246 A G Y-Full I-Y18322

Y6623/FGC9544 22068684 A G Y18322 17152330 T C How 7 22 18 23 13 8 9 13 2 38

FGC9545 22278449 A G H17 7 22 18 23 13 8 9 13 1 37

Y6621/FGC9551 23798298 C T Mor 7 22 18 23 13 8 9 13 1 37

BY2489 26645843 C G Y-Full I-Y16531

Y6613/FGC9518 6512474 C A Y16531 22845452 C T H14 7 22 18 23 13 8 9 1 36

Y6614/FGC9519 7130146 C A H15 7 22 18 23 13 8 9 13 1 36

FGC9523 9993849 C T Y-Full I-Y12705

Y12705 22672298 G A H2 7 22 18 23 13 8 9 13 6 41

H5 7 22 18 23 13 8 9 13 2 37

Y-Full I-Y6622

Y6635 8631692 G A H3 7 22 18 23 13 8 9 13 1 38

Y-Full I-Y6624 Y6622 8631693 A G H4 7 22 13 8 9 13

Y6624/FGC9535 17530987 G C Y-Full I-Y14194

Y14194 7933299 G A H9 7 22 18 23 13 8 9 13 2 39

H10 7 22 18 23 13 8 9 13 0 37

Mean : 35

Latest updates: Big-Y result added for Wil2. Matches 12 previously unique variants of Wil forming a new branch under Y13945.
Latest updates: Big-Y result added for Di. Z63+ > BY151 > BY351 > BY332 > Y13946 then appears to match 1 unique novel variant with Se forming a new branch. To be confirmed by Yfull analysis. Prediction 2

Weaker match on a second novel variant to be confirmed by Yfull analysis of the others in Y13946 as it may also be shared with Hem and We (it was not +ve in their Big-Y results). BY391+ Wht 8 23 19 25 15 9 9 13

Big-Y result added for Brk. Z63+ > BY151+ then matches 20 SNPs with Tyl forming a new branch under BY151. Some of these shared SNPs are named, including S11545.
Big-Y result added for Shf : S2078 > S2077 > S2097 > FGC29230 then matches 1 SNP with Fi forming new branch on this SNP (already named FGC29244).
Big-Y result added for T4. S11542+ (Iberian Clade 2) > Y7067+ > Y7065+ with T1 & T2. STRs are closer to T1.
Big-Y result added for Sta. S2077+ > Y6384+ > Y13945+ with Pen and Wil. No matches with any of their unique novel variants.
Big-Y result added for Spa. S2077* with 6 others. No matches with any of their unique novel variants.
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& 4 more matches

19 is the baseline value for Z63 but a value of 21 is mostly specific to the S11542+ 

'Iberian clade 2' and 18 unique to the FGC9528 sub-clade of L1237.

Within the subset of Z63 results analyzed so far, certain STRs seem to be useful predictors of general 

position in the Z63 tree. These are shown in colour-coded columns on the right side of the diagram 

and described below. Note: This is not  an exhaustive list of useful STR markers.

YCAIIa

Explanation of notations used in tree diagram

Y
C

A
II

 a

& 9 more matches & 8 more matches

DYS390
22 is the baseline value for Z63 but from L849+ this changes to 23, with an 

occasional reversion to 22, notably in the FGC9528 sub-clade of L1237.
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& 19 more matches A
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& 11 more matches

Not yet visible to Y-Full  means that Y-Full have not yet been able to perform their analysis on the samples which 

would allow them to identify and name this branch.

SNP names highlighted in yellow are available as individual SNP tests from FTDNA. If more than one name is given , 

the reference used for the test on FTDNA is underlined.
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aNB: This diagram should not be taken as showing definitive branchings and relevant SNPs. These are preliminary guesses based on early results so are subject to frequent change.

Z63 Preliminary Y-DNA Haplogroup Tree - based on FTDNA Big Y results and Yfull analysis

 & 3 more matches

DYS459
8 is the baseline for Z63 with 7 corresponding strongly to PR683/Y2245+ and 

downstream branches (with 3 exceptions seen so far).

 & 7 more matches

 & 7 more matches

 & 21 more matches

 & 8 more matches
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 & 12 more matches

This tree diagram is maintained by Chris Spain [chris.spain@orange.fr] and Paul Stone [vaeringi@gmail.com]

& 14 more matches

Predictive STRs within Z63

Mutation rates based on known mrca data from L1237
The L1237 Hamilton clade gives us another set of data on which to base mutation rate 
estimations. Everyone in the Y6628 branch shares a common ancestor born circa 1390 so 
looking at the number of mutations each has downstream from this block allows us to 
calculate a rate of mutations over time or over generations.
In terms of timescale we can take 2015 - 1390 = 625 years as the starting point but we should 
take into account the average age of most Big-Y testers by subtracting an arbitrary 55 years 
from this = 570 years.
At the time of writing the mean number of mutations downstream of the Y6628 block for the 
Big-Y testers is 4.06 so 570 years / 4.06 mutations gives a rate of 140 years per mutation.
Alternatively, this could be expressed as 1 mutation per 4 male-male generations.
These figures are 23% higher than the rates calculated by the 'mutations to the root' method.
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Mutation rates based on overall number of mutations to Z63 root

 & 14 more reliable matches

The two columns on the right show a figure for the number of unique (private) novel variants 
in the BigY results of a particular person and their total number of mutations (private variants 
included) to the Z63 root. In general a smaller number of private  variants indicates a more 
recent common ancestry.
These figures enable us to estimate the rate of mutations within the Big-Y results set based 
on the estimated age of the Z63 mutation : 4,000 years (estimated age of Z63 mutation) / 35 
(mean total mutations to Z63 root) = 114 years per mutation.
This could also be expressed as an average rate of roughly 1 mutation per 3.3 male-male 
generations (based in an inter-generation mean of 35).
Obviously these rates are  extremely  speculative.

DYS413.2
25 is the modal value for Z63 but a value of 23 or 24 is a farily strong marker for 

L1237, with few exceptions seen outside L1237 so far.


