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1. INTRODUCTION 

Presented here are some background notes to the Mutation Block Age Tables being provided on the 

McCarthy Surname Study Scrapbook website (at https://mccarthydna.wordpress.com/) in association 

with the following phylogenetic trees:  

a) the Z16526 and Subclades tree, inclusive of the McCarthy Surname Study’s McCarthy R-L21 
Group B tree, which is a subset of the same. 

b) the 21 sheet-wide Irish Type II tree, maintained for the R1b-CTS4466 Plus Project but also 

incorporating data analysis for all McCarthys in the McCarthy Surname Study’s McCarthy R-L21 
Group A who have tested at least 37 STR markers with FTDNA. 

Mutations on the Y-chromosome occur in a random manner inasmuch as they do not occur at any 

biologically-defined frequency; genetic genealogists may thus be able to detect three mutations of 

interest in one generation and none in the next four, or perhaps an STR mutation at a particular locus 

will not be seen for many generations, but then the locus is found to mutate twice in living memory. 

While these examples are extremes, they are plausible. However, observation of large quantities of 

data over a sufficient time span allows estimates to be made of average frequencies (or more easily 

expressed, their inverse: mutation rates).  

Twelve years ago, when few SNPs were known, several calculators were in play for estimating dates 

at junctures in a participant’s ancestry based on his STR data alone and estimates of the frequencies 

with which each STR locus occurred. The argument was then whether we should use 25 or 30 years 

for an average generational interval. (In fact evidence from several studies suggests a figure closer to 

35 years per generation may be more appropriate, over the past four centuries if not also further back 

in time). 

With the introduction in 2013 of Next Generation Sequencing (NGS) for genetic genealogy, and the 

avalanche of SNPs soon being identified, attention turned to the average rate at which SNPs 

occurred. I remember early figures of 144 and 118 years per SNP being proposed through various 

studies, but what mattered most was the extent to which the Y-chromosome was being investigated. 

Until 2018, FGC’s Y-Elite coverage was considerably greater than that of FTDNA’s Big Y (later 

renamed Big Y-500) test. With the introduction of Big Y-700, the coverage is now similar, and a 

figure in the region of 83 years per SNP appears to be in vogue for data from either of these 

companies.  

SNPs are identified with varying degrees of confidence. Many are clear-cut but some suspected SNPs 

are located in regions noted for unreliability or volatility, while in other cases the read-out from the 

investigative process may show a mixed bag of results (e.g. 30 ‘reads’ indicating no SNP but 20 with 

a positive identification). The latter is a regular occurrence for SNPs on the eight palindromic arms of 

the Y-chromosome, and certainly FTDNA does not usually report SNPs under such circumstances. 

Thus it is still necessary to carefully define the regions for which data is being analysed when 

comparing counts of SNPs determined from one test with those from another. 

STR mutations are, relatively, straight forward, but at some loci, the mutation is regularly found to 

involve the gain or loss of two or more repeats in a single event (e.g. the allele at DYS413a often 

changes directly from 23 to 21 without the intermediate 22 occurring). Most of these are recognised 
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using experience of working with the data. Another potential counting problem arises when a forward 

STR mutation is later followed by a back mutation during a long period with no branching of the 

phylogenetic tree; the pair of mutations will then go undetected. This would more likely occur at 

‘fast-moving’ loci such as CDYb, DYS712 and DYS612u5, but some other loci appear to become 

relatively unstable after an initial mutation (e.g. at DYS442 and DYS533 after a mutation from 12 to 

13) and may similarly be subject to a back mutation quite soon after. 

Noting that the average sum of all mutations at STR loci identifiable from a Y-DNA111 test over a 

sufficiently long period was frequently well within a factor of 2 of the number of Big Y / Big Y-500 

SNPs identifiable in the same sample (kit) in that period, I advocated in February 2016  (in a now 

withdrawn article) simply counting both. This took no account of the considerable variations in 

frequency with which different STR loci mutated, nor did it need to.  

Today we have the addition of STR data extracted in FTDNA’s Big Y tests and further SNPs arising 

from the FTDNA upgrade to Big Y-700. The two rates remain comparable, and it will be seen below 

that, summing the two counts (subject to the measurement criteria discussed at (2) below) gives a 

mutation rate of the order of 36 - 37 ypm (years per mutation). Besides reducing the sensitivity to 

counting errors, an interval of 36 - 37 years is, fortuitously, close (possibly very close) to an average 

generational interval for males, so that with mutations counted in this way, the average can be 

approximated as one mutation per generation.  

2. METHOD  

2.1 Qualifying criteria 

Since almost every participant on the trees referenced at (1) who has participated in NGS testing has 

tested with FTDNA, I can simplify participant selection by using ONLY data from Big Y-700 tests 

(inclusive, of course, of Y-DNA111, or upgrade thereto, if a separate STR test was taken first). 

2.2 Mutation blocks 

Big Y-700 testers should be familiar with the block diagram in the Big Y section of their FTDNA 

account, based on Alex Williamson’s The Big Tree (https://www.ytree.net/). This shows successive 

blocks of ‘equivalent’ SNPs, i.e. those occurring over a period in which no known branching of their 

tree occurs. (Obviously new discoveries can break blocks up). On some occasions the block 

comprises just a single SNP.  

I work in exactly the same way, except that STR mutations occurring during that period are also 

included in the block, which is now termed a ‘mutation block’. This may still comprise solely one or 

more SNP mutations, but alternatively a mix of SNPs and STR mutations, or solely one or more STR 

mutations. This last instance introduces levels or tiers to the tree not apparent when viewing 

conventional phylogenetic trees built solely with SNPs.  These may become particularly significant 

when aligning the genealogical and phylogenetic trees. 

Where mutation blocks include one or more SNPs, one of these is selected as representative of the 

block in naming it. Apart from the use of a few familiar SNPs identified in early days, where more 

than one SNP is included in the block I usually select that with the lowest Y-chromosome position. 

Where FTDNA has used an alternative to head the blocks on its Block trees, I am adding these in the 
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Mutation Block Age Tables, e.g. ‘FT123860 // BY111825 Block’. (cf. alternative names for the same 

SNP, written with a single stroke, e.g.  FGC3218 / S552). 

2.3 Boundary Conditions 

Determination of mutation rates requires reliably defined start and end dates. The latter presents no 

difficulty: it is the birth of each test kit owner. For convenience, though, this is assigned as 1960 for 

all on the basis that most testers are of this age. A variation of 30 years one way or the other for a few 

individual testers will not make a significant difference to tree node point ages other than, possibly, 

in the past two centuries.  

Ideally R-L21 will define the start date. From study of ancient DNA data, and a variety of papers and 

books touching on the spread of R-M269 westwards across Europe and into Britain and Ireland, 2500 

B.C. is taken to be a reasonably good estimate for the mid-way point in the small SNP block 

comprising L21 and L459. For simplicity this will nominally be called the date of L21.  

It would be a very simple matter to modify either of these ‘boundary’ dates. 

2.4 The underlying spreadsheet 

The spreadsheet for the calculation identifies successive tree mutation blocks down its rows and kit 

identifications along the columns. Only the former are visible in the outputs presented in association 

with this article (the aforementioned Mutation Block Age Tables). Every block should be identifiable 

on the trees.  

2.5 Process 

Ages are calculated by an iterative process involving the entire tree. Any amendment to or addition of 

data generates a fresh computation of every age on the spreadsheet. 

The number of mutations occurring in each relevant block is entered for each kit. The number of 

mutations from the beginning of each block until the present generation is then automatically 

totalised and the average for all kits sharing the applicable blocks is computed.  

The overall average (i.e. counting all mutations back to the start, SNP L21) is then applied in 

generating an age at the end of the L21 Block (ca. 2481 B.C.) This is used to determine the period 

until 1960 (here 4441 years) for determining the average mutation rate beginning at the next level 

down on the tree (SNP FGC3218 / S552). This in turn is used to compute the age of the first and last 

mutation in the block. (Here the block comprises but a single mutation so they will be the same, ca. 

2445 B.C). The date in the last mutation column is then fed into the next row (DF13 and CTS8821 

Block) and the process repeated. And so on all the way down through the spreadsheet to the final 

blocks in each sub-lineage. 

2.6 Links to the trees 

A selection of dates are provided on the trees themselves; these are linked from the Mutation Age 
Block Tables on the master (offline) versions of the trees, but the latest date updates for any but the 

most recent of node points may be read from the more frequently published updates of the Mutation 
Age Block Tables. 
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3. SNP SELECTION 

The use solely of FTDNA Big Y-700 test data simplifies SNP selection insomuch that it can 

reasonably be assumed that similar selection criteria apply to each set of test results. However, a 

number of SNPs on the trees were identified in earlier years (between 2013 and 2018), when FTDNA 

appears to have had somewhat differing criteria and / or I was carrying out more detailed analysis (of 

Big Y data) myself then reviewing my analysis against Alex Williamson’s The Big Tree and James 

Kane’s Experimental Tree to identify any further possibilities warranting investigation. In pursuit of 

consistency, particularly with respect to counting shared versus ‘private’ variants (those specific to a 

participant’s test, from his own generation back up the tree to his most recent shared ancestor), the 

counting of SNPs is conducted with the following considerations: 

(a) SNPs on palindromic arms (see above) are not counted. These should be marked with (Note 18) 
on the trees. They are not normally identified by FTDNA but a number appear on our trees as a 

consequence of the earlier analytical methods described above. In such cases they are almost 

invariably shared between two or more participants; they are rarely identified among private 

SNPs. 

   

(b) Possible SNPs in the zone known as DYZ19 (about 3 million bases in which a repeating sequence 

of 125 bases occurs over and over again) are not counted. These should be marked with (Note 14) 
on the trees. FTDNA used to list a lot of these but nowadays they rarely appear in its analyses. 

 

(c) It is understood that FTDNA has had among its basic criteria for identifying SNPs a requirement 

of a minimum number of reads (or of good quality reads) and a high minimum percentage of 

homozygous reads (i.e reads with the same letter). A ‘Private Variant’ so identified in one kit may 

escape identification in other kits because it does not meet the acceptance criteria in these; it may 

thus appear as a ‘Private Variant’ in a single kit when really it is a ‘Named Variant’ shared by 

two or more kits. It has, however been noted of late that the FTDNA Haplotree team is becoming 

adept at spotting such shared SNPs even where one contributor has as just a single, positive, read 

at a locus, and has included them on its haplotree on the basis of ‘phylogenetic consistency’. In 

the McCarthy Study we try to review all ‘Private Variants’ listed by FTDNA for possible sharing 

with others nearby on our trees, so may still catch some instances of this, but the time this takes 

prohibits me from reviewing every Irish Type II ‘Private Variants’ listing for such possibilities. 

Truly ‘Private Variants’ which nonetheless fail to meet FTDNA’s selection criteria are, though, 

not captured by current methods. This potentially introduces a bias in favour of counting shared 

SNPs versus ‘Private’ ones. If such shared SNPs are not caught and they remain classified as 

‘Private’ there is a potential bias skewed in the opposite direction. 

For possible future reference, shared SNPs only discovered in this manner are now being marked 

with (Note 31) on the trees, but as the exercise of identifying them is far from complete they 

continue to be counted for now. It is estimated that 5 – 10% of private SNPs may be missed 

because they do not meet FTDNA’s basic criteria for acceptance and listing. This will amount to 

an average of no more than 0.5 SNPs per kit, but even at 1 SNP per kit it will not make a 

significant difference to dates other than in the past couple of centuries. 



Age Guide Dates for detailed phylogenetic trees – Rev. 3 McCarthy Surname Study 

6 

 

 

(d) MNPs (Multiple Nucleotide Polymorphisms) are occasionally found, assumed to have occurred 

where two or more bases very close to one another appear to have mutated at the same time. For 

ease of programming, FTDNA treats these as separate SNPs. However, I score each such 

collection only with a count of one. They should be marked with (Note 5) on the trees.    

 

4. SOURCES OF ERROR  

4.1 Lack of diversity prior to the Iron Age 

During the Irish Chalcolithic (2500 – 2000 B.C.), Bronze (2000 – 500 B.C.) and even into its Iron 

(500 B.C. – 400 A.D.) Ages, the Z16526 and Subclades tree has very few parallel branches and the 

Irish Type II tree just a single lineage (pending the possible future addition of some parallel 

FGC11134 branches). This makes the whole process very sensitive to mutation rates calculated for 

these periods, particularly for the Irish Type II tree. For example, adding three pairs of hidden STR 

mutations as described at (1) above into the approximately 1500 year-long CTS4466 Block would 

advance the date at the end of this block by 116 years and that of later SNP A541 by 93 years. 

It is possible that a pair of such hidden STR mutations may also occur in other blocks of long 

duration. The 600+ year-long L270 Block in the Irish Type II O Sullivan tree is cited below.   

4.2 FTDNA STR Panels 6 and 7 no calls 

In BY-700 tests, the average number of ‘no calls’ among the 450 STR loci of FTDNA’s Panel 6 is 

running at 16.4 whereas for the 277 loci of Panel 7 it is 45.1 (based on 636 samples). At first sight 

this may appear to be problematical. However, the following provide some mitigation: 

(a) For many kits FTDNA has run the Panel 6 extraction process at least three times and the Panel 7 

process at least twice over the past few years, and I have been able to download most or all of 

these. No calls often occur at different loci when the same kit is rerun. Although the analysis 

itself utilises all available data, the above ‘no call’ rates do not take account of this, thus the 

actual figures will be less than the 16.4 and 45.1 respectively (perhaps 5-10% less). 

 

(b) No calls may occur in a kit for which adjacent kits on the tree clearly show a shared mutation 

occurs embracing them all. The probability of a subsequent mutation (back of further forward) 

only at the kit under scrutiny is low. Again this may apply to 5-10% of no calls on average. 

 

(c) If (a) and (b) are, together, assumed to account for 15% of no calls, the average number of 

effective no calls is reduced to about 14 for Panel 6 and 38 for Panel 7. Undercounting of STR 

mutations because of these no calls will be of most significance in estimating dates in the last few 

centuries. A snapshot review suggests there are on average about 2.7 private mutations in Panel 6 

and 4.3 in Panel 7. The probability that private STR mutations are being missed altogether due to 

no calls is therefore an average of 0.08 mutations per kit in Panel 6 and 0.59 mutations per kit in 

Panel 7.  

 

(d) In a number of instances it will be noted from their identification on the tree itself that no calls 

occur at several independent loci on ‘private’ branches sharing a common ancestor. It is likely 
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that some of these will in fact be shared; this may significantly reduce the computed time back to 

the shared ancestor, but will have little influence on earlier dates. 

It has therefore been concluded that ignoring no calls has no significant bearing on dates other than in 

the last few centuries (and may even have no effect on these), and no allowance need be made for 

them. 

4.3 SNP Identification 

A failure to identify ‘private’ SNPs with the same methods used to determine shared SNPs is 

potentially the biggest source of error in under-estimating the count of private mutations. It has been 

discussed at 3(c) above. Its consequence is to bring the date for the birth of a most recent shared 

ancestor further forward than it really is, but one or two such missed mutations will have only a small 

effect on earlier dates. 

5. CALIBRATIONS 

To compensate for potential errors being introduced as described at (4) above we are fortunate to be 

able to potentially align a few mutation blocks with recorded genealogies.  

5.1 The Z16526 Tree 

Y-DNA has shown that the paternal ancestry of the eponymous Cárthaigh and his great grandfather 

Ceallachán of Cashel does not lie in the bloodline of the earlier Eóghanacht kings of Cashel, as 

claimed in all histories. It does show though that the relationship between Ceallachán and Cárthaigh 

is valid, as are the McCarthy genealogies for at least the next three centuries. Both align neatly with 

our genetic data.  

The earliest aligned juncture on the genetic tree is the last mutation in the L362 Block. This can have 

occurred no later than, but most likely, in the birth of Donnchadh, son of Ceallachán, who died nine 

years after his father, in 963 A.D. It is considered his birth may reliably be estimated as occurring 

about 920 or within a decade or so before that. The uncalibrated computation has been varying 

between about 914 and 922, which also gives some confidence in the earlier dates back to L21 

calculated for this particular tree. As long as future updates and additions to the Z16526 Mutation 

Block Age Table continue to yield a date in the vicinity of 910 - 920, it will be allowed to ‘float’ 

rather than be overridden with a calibrated date. 

We have sufficient information to confidently identify that the births of two renowned Mac Cárthaigh 

brothers, Cormac Fionn and Domhnall Got, heralded the SNP A5813 and SNP ZS4598 Blocks. With 

914 – 922 A.D. for the last mutation in the L362 Block, the computed age estimates for the first 

mutations in these two blocks are both around 1110 -1117 A.D. One source says that Cormac Fionn 

was born in 1170. He died about 1247, while Domhnall Got was murdered in 1252. I consider it safe 

then to calibrate the age spreadsheet overriding the computed ages with nominal birth years – the 

earliest possible dates for the first mutations in the A5813 and ZS4598 Blocks – of 1170 and 1180 

respectively. If anything these may yet be a decade too early. The implication is that there is a lower 

than average mutation frequency between the births of Donnchadh and the said brothers.  
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5.2 The Irish Type II Tree 

In my article Phylogenetic alignments with genealogies of descent from Ailill Ólom (available on this 
https://mccarthydna.wordpress.com/ website) I argue that SNP A541 occurred no later than, but 

almost certainly, in the birth of Ailill Flann Bec. His birth is then estimated as 285 A.D. However the 

‘raw data’, without calibration, currently gives a date 40 A.D. Thus despite my confidence in the 285 

A.D. date, I am looking for evidence which would counter my arguments and support an earlier date. 

There is for this a focus on the development and activity of Uí Liatháin. So far the evidence is not 

strong enough to challenge the 285 date. 

A second rely-on point of calibration is offered by the O Sullivan genealogies. ‘Attachment 6’ 

appended to this article (which will be added to the next update of Phylogenetic alignments with 
genealogies of descent from Ailill Ólom) shows an alignment based on An Leabhar Muimhneach with 

dates of deaths from the Annals and / or reference to Dr Gary O Sullivan’s book The Oak and the 

Serpent1, and a birth year of 1114 A.D. for MacRaith, son of Buadach son of Cathal son of Aodh also 

as suggested by Dr O Sullivan.  This arguably aligns with the DYS385b: 15>16 mutation in the 

O’Sullivan genealogies on Sheet 12 of my Irish Type II tree. 

Thirdly, the common ancestry of  O’Donovans and O’Regans identified on sheet 9 of the Irish Type 

II tree comes to an end with the closure of the Z16259 Block on sheet 8. In Phylogenetic alignments 
with genealogies of descent from Ailill Ólom I estimated that their most recent shared ancestor was 

Cathal son of Niall (see Attachments 4a/b therein); Niall himself would also be a possibility. I 

consider the latest this Cathal could have been born is 800 A.D. but any date between about 750 and 

800 A.D. (with a preference towards the end of this period) for the last mutation in the Z16259 Block 

would seem viable. A deeper review of early 2
nd

 millennium O’Donovan genealogies may in due 

course provide an additional, more reliable, calibration point. 

Rather than directly override the dates computed for the raw data for A541 and the said DYS385b: 

15>16 mutation with the proposed ‘rely-on’ dates, I have overridden the suspect dates at the end of 

the earlier long CTS4466 and L270 Blocks respectively to ‘force’ alignment of the schedule dates 

with the ‘rely-on’ values. This should give better data for the intervening periods (e.g. for the likes of 

the A7751 and S1115 Blocks on the Irish Type II tree).   

Fig. 1 tabulates this information, providing first a set of dates derived from the raw, uncalibrated data 

(as at 25 June 2022), then the effect of advancing the date for the end of the CTS4466 Block to 

‘force’ a date of 285 A.D. for SNP A541, the effect of advancing the date for the end of the long 

L270 Block to force a date of 1114 A.D. for the DYS385b: 15>16 mutation in the main stem of O 

Sullivan ancestry, and finally forcing both. (Remember that uncalibrated data is ‘live’ and may 

change with any update of the tree). 

The L270 Block is over 600 years long. Were just one pair of ‘hidden’ mutations, as described above 

in relation to the CTS4466 Block, added into its count, this itself would advance its end date by 40 

years and the uncalibrated date for the DYS385b mutation from 1078 to 1112 A.D.  
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1 2 3 4 5 6 

  Raw data With (a) ‘forced’, 

to give 285 at (b) 

With (d) ‘forced’, 

to give 1114 at (e) 

With both (a) and 

(d) ‘forced’, as in 

cols. 4 and 5 

      

(a) End of CTS4466 Block 455 B.C. 147 B.C. 455 B.C. 147 B.C. 

(b) A541 40 285 40 285 

(c) End of Z16259 Block 703 863 703 863 

(d) End of L270 Block 790 939 981 981 

(e) DYS385b: 15>16 in O 

Sullivan genealogies 

948 1077 1114 1114 

Fig. 1.  Alignment using raw and calibrated dates. (All dates A.D. unless indicated otherwise) 

In summary, in the Irish Type II age schedule presented at https://mccarthydna.wordpress.com/ on 25 

June 2022 the following overrides have been incorporated: 

End of CTS4466 Block:  147 B.C. 

End of Z16259 Block:   800 A.D. 

End of L270 Block:   981 A.D. 

Further possibilities are being investigated for calibration with other overrides where a confident 

alignment with identifiable mutations immediately before or after a tree node is arguable. All such 

overridden dates are highlighted orange on the spreadsheet. All suggestions will be welcome. 

6. MUTATION RATES 

6.1 Overall mutation rates 

At 25 June 2022, the computed overall average mutation rate for the Z16526 (based on data for 73 

kits) is 34.8 ypm using the counting basis described above, while that for the Irish Type II tree (with 

data for 363 kits loaded in) is 38.2 ypm.  

6.2 The Z16526 tree 

It has previously been commented that those sharing the L362 Block (the McCarthys and 

O’Callaghans) have a noticeably higher than average number of mutations; in fact their overall 

mutation rate is 34.0 ypm whereas the average for the remainder of the Z16526 tree is 37.0 ypm. 

However, as noted above, the current computation does accurately predict the expected date for the 

end of the L362 Block. I have in the past talked about an ‘explosion’ of SNPs occurring in the L362 

Block, perhaps in some unusual single event (birth). However, unless firm evidence of this presents 

itself, there are no grounds for making a compensation in the calculation. 

6.3 The Irish Type II tree 

In respect of the suspiciously low mutation count through the CTS4466 and / or previous Blocks on 

the Irish Type II tree, it would take the inclusion of two pairs of hidden (undetectable) STR 

mutations, as described at (1) and (4.1) above, to reduce the mutation rate to 37.0 ypm (i.e. as the rate 

for the Z16526 tree without the L362 Block contribution). The uncalibrated dates for SNP A541 and 

the end of the Z16259 Block would then be 103 and 744 A.D.  
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6.4 Conclusion 

The average mutation rate from L21 (about 2,500 B.C.) to the present day using the counting 

methods described in this article is in the region of 36 - 37 ypm. There are likely two pairs of hidden 

STR mutations in the approximately 1500 year-long CTS4466 Block and one in the 600 year long 

L270 Block. 

 

REFERENCES 

1.  O’Sullivan, Dr. Gary B. (2021). The Oak and Serpent: Blood Book of the Ó Súilleabháin 
MhicRaith Sept of Dunderry Castle, Gold Stag Publishing by arrangement with Gryphon 

Editions. 



LEGEND:
'Historical' tree, based on various ancient genealogies

Phylogenetic tree

Surname aligned.

Surname in this location currently misaligned.

No alignment of surname observed in this location as yet.

Sept or tribal name

(Note 62)
SIOTHCRAIDH

of Ceall Mhuire

GENERAL NOTES

1.

2.

3. The spelling of first millenium names is 'nominal'. It may reflect Irish of different periods and / or transcribers' preferences and may vary from one instance to another. 
4.

5. Alignment of the branching of the two trees is generally approximate. More information may be given in the text.

SPECIFIC NOTES

61.

62.

63. The BY16026 branch may alternatively belong alongside those branches marked with Note 62, in which case the shared DYS612u5 mutation is from 27 to 29.

If it is assumed no pertinent mutation occurred in the birth of Domhnall Mór, any of the branches above this note could have begun in the next generation, i.e. in his sons 
Ruadhrí or Giolla na bhFlann.   

DÚNLANG

BY39361 CONCHUBHAR

CONCHUBHAR

CONCHUBHAR

BY39363
FT88142

FT95639 
FTB42582 

DYS536u1: 11>12 

CONCHABHAR

DOMHNALLEOGHAN

DIARMAID

CONCHUBHAR

SLIOCHT MHICRAITH

SEAÁN GIOLLA na 
bhFLANN

LABHRÁS

(kit B71565)CEAR(R)BHALL ÁLUINN RAGHNALL

O'SULLIVAN BEARE
MacGILLICUDDY Clann

alive 1703

EOGHAN Ruaidh
d. in Dublin 1687

DOMHNALL

DOMHNALL

EOGHAN

Ó DEÓRÁIN

GIOLLA PÁDRAIG

UILLIAM

DONNCHADH

DONNCHADH
(alive 1703)

DIARMAID

SILBHEISTIR

DONNCHADH

DOMHNALL

DONNCHADH

DOMHNALL Mantach

k. 1618 at Madrid

CONCHUBHAR

EOGHAN

BUADACH

DIARMAID DOMHNALL

BLUINIGE

DIARMAID

DOMHNALL

Sir EOGHAN

EOGHAN

PILIB

DOMHNALL

FÍNGHÍNDOMHNALL

DOMHNALL DIARMAID

EOGHAN

DIARMAID

GIOLLA MOCHUDA

MUIRCHEARTACH MÓR

AMHLAOIBH

of Cappanacugha,  c 1400

LOCHLAINN

EOGHAN

DOMHNALL Crón

MUIRCHEARTACH 

DIARMAID

DIARMAID

DOMHNALL

MAC RAITH

BY39362 
BY132433 

MACRAITH

BUADHACH

DÚNLANG

BEARNÁRD
DYS612u5: 28>29

(Note 63)

CLANN AODH

CLANN NÉILL MHIR

the Bishop

BUADHACH

6 sons no 
issue

FIACHA GIOLLA na 
NAOMH

CEAR(R)BHALLMATHGHAMHAIN GIOLLA 
MUCHODA

  of Carraig Fionnmhuige
k. 1214

SIUTHCHRAIDH

DOMHNALL MÓR

AODH

GIOLLA PÁDRAIG MACRAITH

BUADHACH DEAMHAN UILLE

DYS385b: 15>16

CLANN GHUMHNA
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Genealogies on this sheet are based entirely on An Leabhar Muimhneach , as edited by Tadhg Ó Donnchadh, except where marked GBIG - The Great Book of Irish Genealogies 

- by Nollaig Ó Muraíle. Dr Gary O'Sullivan has provided some additional information including some estimates of dates.

Original sources for the genealogies may be fictitious, or simply erroneous. As explained in the text, it is the purpose of this exercise to detect those which may be valid 
through comparison with genetic data. Alternative sources may suggest 'historical' tree configurations other than shown here. 
It is possible that the ancient genealogies entirely omit some generations. If and where this occurred, the succession of SNPs and STR mutations would then appear to be more 
frequent than is actually the case. 

The majority of dates are taken from the Annals of Innisfallen or the Annals of the Four Masters. Some have been subject to chronological correction as suggested by the work 
of Daniel P McCarthy [3].

[EOGHAN in GBIG]

CLANN LOCHLAINN

Mutation in the haplogroup of R-S1115,    Bold type face - SNPs.      Normal type face - STR 
mutations.     In parenthesis - Mutations not used in frequency or dating calculations (e.g. 
SNPs on palindromic arms and in DYZ19 region) 

Weak evidence of potential surname alignment, e.g. single instance later in second millenium or 
requires some distortion of source name.

([Surname] ) Surname or FTDNA kit no. found on Nigel McCarthy's Irish Type II phylogenetic tree - may be 
no known references derived from ancient genealogies in location indicated.(kit …..)
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