
R-L513
This is the modal haplotype for the whole tree including any subtrees.
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This is the marker distribution for the whole tree including any subtrees.  The color indicates the relative frequency of the alleles.

modal
+1
+2
+3
+4

-1
-2
-3
-4

Age Analysis
Total number
of members
73

Total number
of markers
4891

Total number
of mutations
815

Mutation
fraction
16.66%

Age estimate
(in generations)
90.87±9.20

Age estimate
(in years)
2271.74±323.195

f_150594 McKenzie(Kintail) R-L21/L513 (Scotland)
f_37986 Cameron(A) R-L21/L513* (Scotland)

f_83015 McConnell R-L21/L513* (Ireland)
y_34FE3 Black R-L21/L513/P66 (Ireland)

f_95913 Coleman R-L21/L513* (Ireland)
f_143683 Gittens R-L21/L513 (zzCountry)

f_4479 Devine R-L21/L513* (Ireland)
f_16793 Kelly(Kintyre) R-L21/L513* (Scotland)

f_U2464 Berney R-L21/L513 (Ireland)
f_117944 Wilson R-L21/L513* (Scotland)

f_18663 Powell R-L21/L513 (Wales)
f_93819 Powers R-L21/L513 (zzCountry)
f_144701 Stone R-L21/L513 (zzCountry)

f_53712 Whalen R-L21/L513* (Ireland)
f_56954 Vance(Ulster) R-L21/L513* (zzCountry)

f_93174 Bussey R-L21/L513* (zzCountry)
f_52762 Tiernan R-L21/L513 (Ireland)

f_137133 Massey R-L21/L513* (England)
f_77904 Ross R-L21/L513* (Ireland)

--- Mike’s Variety 1113-B-2 ---
f_68119 Kingston R-L21/L513* (Ireland)

f_65521 Robertson R-L21/L513* (Scotland)
--- R-L193 ---

f_41466 Kelly(Kildare) R-L21/L513* (Ireland)
--- Airghialla 2 ---

The vertical grey lines are separated 10 generations apart.



R-L193
This is the modal haplotype for R-L193.  The coloration is with respect to the modal haplotype of the full tree.
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This is the marker distribution for R-L193.  The color indicates the relative frequency of the alleles.

modal
+1
+2

-1
-2
-3

Age Analysis
Total number
of members
42

Total number
of markers
2814

Total number
of mutations
250

Mutation
fraction
8.88%

Age estimate
(in generations)
46.48±4.74

Age estimate
(in years)
1162.11±165.932

f_132511 Elliott R-L21/L513/L193 (England)
f_130361 Elliott R-L21/L513/L193 (zzCountry)

f_159822 Meek R-L21/L513/L193 (Scotland)
f_46029 Newton R-L21/L513/L193 (England)

f_120031 Meeks R-L21/L513/L193 (England)
f_168189 Cameron(D) R-L21/L513/L193 (Scotland)

f_177505 MacLennan R-L21/L513/L193 (Scotland)
f_172772 Matheson R-L21/L513/L193 (Scotland)

f_29753 Sinkler R-L21/L513/L193 (Scotland)
f_46951 Ferguson R-L21/L513/L193 (zzCountry)

f_39200 Vaux(Barnbarroch) R-L21/L513/L193 (Scotland)
f_149061 Vance(Barnbarroch) R-L21/L513/L193 (zzCountry)
f_142808 Vance(Barnbarroch) R-L21/L513/L193 (Ireland)
f_65717 Vance(Barnbarroch) R-L21/L513/L193 (zzCountry)

f_192941 McVittie R-L21/L513/L193 (Ireland)
f_175327 Miller R-L21/L513/L193 (zzCountry)
y_ZUK5S Miller R-L21/L513/L193 (Scotland)

f_144090 Little R-L21/L513/L193 (Ireland)
f_27531 Little R-L21/L513/L193 (Ireland)

f_196798 Little R-L21/L513/L193 (Ireland)
f_168205 Duff R-L21/L513/L193 (Scotland)

f_N88479 Duff R-L21/L513/L193 (Scotland)
f_52021 McCown R-L21/L513/L193 (Ireland)

f_49038 Glandenning R-L21/L513/L193 (Scotland)
f_29644 Glendinning R-L21/L513/L193 (Scotland)

f_N47616 O’Neill R-L21/L513/L193 (Ireland)
f_36614 Clendennen (Drew) R-L21/L513/L193 (Scotland)

f_9139 Kennedy R-L21/L513/L193 (Ireland)
f_55229 Elliott R-L21/L513/L193 (Ireland)

f_98112 Wilson R-L21/L513/L193 (Scotland)
f_125524 zzzUnkName R-L21/L513/L193 (England)
f_37870 McClain R-L21/L513/L193 (Scotland)

f_195507 McDonald R-L21/L513/L193 (Scotland)
f_190210 MacDonald R-L21/L513/L193 (Scotland)

f_38840 McLain R-L21/L513/L193 (zzCountry)
f_N19218 Dugger R-L21/L513/L193 (zzCountry)

f_44985 Martin R-L21/L513/L193 (Scotland)
f_83065 Stevens R-L21/L513/L193 (England)

f_47786 Elliott R-L21/L513/L193 (Ireland)
f_143047 McLain R-L21/L513/L193 (Scotland)

f_181420 Martin R-L21/L513/L193 (Scotland)
f_44265 Martin R-L21/L513/L193 (Scotland)

The vertical grey lines are separated 10 generations apart.



Airghialla 2
This is the modal haplotype for Airghialla 2.  The coloration is with respect to the modal haplotype of the full tree.
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This is the marker distribution for Airghialla 2.  The color indicates the relative frequency of the alleles.

modal
+1

-1

Age Analysis
Total number
of members
6

Total number
of markers
402

Total number
of mutations
19

Mutation
fraction
4.73%

Age estimate
(in generations)
24.20±2.72

Age estimate
(in years)
605.093±90.9785

f_31293 McCown R-L21/L513/P66 (Ireland)
f_184039 McKown R-L21/L513/P66 (Ireland)

f_30991 Byrne R-L21/L513 (Ireland)
f_N2051 McGuire R-L21/L513* (Ireland)

f_N88205 Maguire R-L21/L513 (Ireland)
f_115223 Gurry R-L21/L513* (Ireland)

The vertical grey lines are separated 10 generations apart.



Mike’s Variety 1113-B-2
This is the modal haplotype for Mike’s Variety 1113-B-2.  The coloration is with respect to the modal haplotype of the full tree.
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This is the marker distribution for Mike’s Variety 1113-B-2.  The color indicates the relative frequency of the alleles.

modal
+1
+2

-1

Age Analysis
Total number
of members
3

Total number
of markers
201

Total number
of mutations
13

Mutation
fraction
6.47%

Age estimate
(in generations)
33.42±4.13

Age estimate
(in years)
835.466±132.895

f_82655 Morris R-L21/L513 (Wales)
f_N54638 Walsh R-L21/L513* (Ireland)

f_178598 Adams R-L21/L513 (England)

The vertical grey lines are separated 10 generations apart.



Cluster Modals
Full Tree (R-L513) Age: 2271.74±323.195 years
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R-L193 Age: 1162.11±165.932 years
13 24 14 11 11 14 12 12 12 13 13 16 17 9 10 11 11 25 15 19 29 15 15 17 17 11 11 19 23 16 16 18 17 38 40 12 12 11 9 15 16 8 10 10 8 11 10 12 23 23 16 10 12 12 14 8 12 22 20 13 13 11 13 12 12 12 12

Airghialla 2 Age: 605.093±90.9785 years
13 25 14 11 11 14 12 12 12 13 13 16 15 9 10 11 11 25 16 18 29 15 15 17 18 11 11 19 23 17 15 17 17 35 37 12 12 11 9 15 16 8 10 10 8 11 10 12 23 23 16 10 12 12 15 8 12 24 20 13 13 11 13 11 12 12 12

Mike’s Variety 1113-B-2 Age: 835.466±132.895 years
13 24 15 11 11 14 12 12 12 13 13 16 17 9 10 11 11 25 15 19 29 15 15 17 17 11 11 18 23 16 15 18 18 37 38 12 12 11 9 15 16 8 10 10 8 11 10 12 23 23 16 10 12 12 15 8 13 22 20 13 13 11 13 11 11 12 12



Notes

The Tree

The tree was generated using the neighbor-joining algorithm provided by the PHYLIP phylogeny package.  This algorithm requires a distance matrix, for which
the data came from the 2011-05-31 version of Mike Walsh’s Excel spreadsheet.  Only members with at least the 67 FTDNA markers, and who tested positive for L513, were used.
For now, only the markers in FTDNA’s standard set of 67 were used to calculate the matrix, but I will use markers beyond these in the future.

Modal Values and Age Estimates

For each cluster on the tree, I provide both its modal haplotype determined from its descendant members on the tree, as well as an age analysis.  The age
analysis was completed in the style of what Anatole Klyosov describes in his Journal of Genetic Genealogy article, 5(2):186-216, 2009.  I have not taken into
consideration the up/down mutation asymmetry, but may do so in the future.  I used a 67-marker average mutation rate of 0.002 and assumed 25 years per
generation.  I included a 10% uncertainty for the average mutation rate, and a 10% uncertainty for the average number of years in a generation.

For the calculation of the modal haplotypes, in the event of a tie for a particular marker, with two or more different allele values having the same count of haplotypes,
the allele closest to the R-L513 modal haplotype was chosen.  The was done so that the modal haplotype would more closely resemble what might be the ancestral
haplotype for the cluster.

Allele Distribution Diagram

The allele distribution plot attempts to display relative frequency information of the various allele values for each marker.  For each possible allele value
of each marker, a different coloured box is used to represent the fraction of haplotypes, with that particular allele value.  A red box indicates that more
than 50% of the haplotypes have that particular value, an orange box indicates more than 33% have that particular value, yellow for more than 25%, and
blue indicates that the fraction is simply greater than 0.

If the fraction for an allele is within 5% of what it is for the modal value, I have indicated that allele with a small circle.  The idea here, is that if
the other allele value is so close, then if you were to use different sample data, you could potentially end up with a different modal value.

- greater than 0% of haplotypes
- greater than 25% of haplotypes
- greater than 33% of haplotypes
- greater than 50% of haplotypes

Consider the following example of DYS 464c for the whole of R-L21.  We look at what fraction of the 1483 people in this cluster have a particular allele value.
The modal value is clearly 17, but 16 is not far behind.  As 16 is within 5% of the modal value, I have indicated that close relationship with a small circle.

Allele Count Fraction Colour
19 0 0.00%
18 14 0.94%
17 694 46.80%
16 626 42.21%
15 145 9.78%
14 2 0.13%
13 2 0.13%
12 0 0.00%

modal

Tree and analysis completed by Alexander R. Williamson on June 9, 2011.


