
 64 

  
   
  

  
Subgroup B2: O’Rourke Clusters 

  
Subgroups B2 & B3 from the last report have been consolidated and 

renamed as Subgroup B2 because of similarities between O’Rourke haplotypes 
and the haplotypes of some participants of other surnames that have become 
evident in the interim. 

 
Subgroup B2: O’Rourke Clusters (O’RC) is a group of four clusters of 46 

individuals: 15 O’Rourkes/Roarks, 19 McTiernans (McTiernan, McTernan, 
McTurnan), 10 Reynolds, one Smith and one Boylan.  Of these, those in the BCP 
include ten O’Rourkes, 14 McTiernans, six Reynolds, the Smith and the Boylan.  
Of the others, four Roarks are from the Roark Surname Project25, five 
McTiernans and one O’Rourke are from the McTiernan Surname Project26, and 
four Reynolds are from the Reynolds Surname Project27, as is indicated on their 
respective coding charts.  Sixteen of the McTiernans and one of the O’Rourkes 
have tested only to the 25-marker level and are included here mainly for what 
they contribute to clarifying the line origins and the initial part of the haplotype 
patterns.  They are not included in the linkage (FTDNATiP) calculations.  The 
augmentations from other projects also are included to clarify haplotype patterns 
and line origins, are also are not included in linkage calculations since FTDNA 
does not provide a way to apply the FTDNATiP calculator to pairs who are not in 
the same project if they are not a match within the FTDNA definition of a match. 

 
Charts 35, 36 and 37 below show the names and origins of the members of 

Subgroup B2. 
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Chart 35 
Subgroup B2 

O’Rourke Clusters: 
O’Rourke-McTiernan1 Cluster 

Names & Origins 
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Chart 36 
Subgroup B2 

O’Rourke Clusters: 
O’Rourke-Reynolds1 Cluster 

Names & Origins 
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Chart 37 
Subgroup B2 

O’Rourke Clusters: 
O’Rourke-McTiernan2,Reynolds2 Clusters 

Names & Origins 
 

The coding for the members of Subgroup B2 are shown in Charts 38, 39 and 
40 below. 
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Chart 38 
Subgroup B2 

O’Rourke Clusters: 
O’Rourke-McTiernan1 Cluster 

Coding 
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Chart 39 
Subgroup B2 

O’Rourke Clusters: 
O’Rourke-Reynolds1 Cluster 

Coding 
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Chart 40 
Subgroup B2 

O’Rourke Clusters: 
O’Rourke-McTiernan2,Reynolds2 Cluster 

Coding 
 
 
 
 

The results for the members of Subgroup B2 are shown in Charts 41, 42, 43 
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and 44 below. 

 
 

 
Chart 41 

Subgroup B2 
O’Rourke Clusters: 

O’Rourke-Reynolds1 Cluster 
Results 
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Chart 42 
Subgroup B2 

O’Rourke Clusters: 
O’Rourke-McTiernan1 Cluster 

Results 
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Chart 43 
Subgroup B2 

O’Rourke Clusters: 
O’Rourke-McTiernan2 Cluster 

Results 
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Chart 44 
Subgroup B2 

O’Rourke Clusters: 
O’Rourke-Reynolds2 Cluster 

Results 
 
 

There are eleven O’Rourkes in the BCP in this Subgroup B2, who have been 
augmented by three others identified from Ysearch and the Roark Surname 
Project, each of whom appear to fit one or more of the O’Rourkes in the BCP.  
One additional O’Rourke in the BCP belongs to Haplogroup R1b-M222 and is 
included in Subgroup A2 rather than here.  None of the O’Rourkes/Roarks in this 
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subgroup, whether from the BCP or from the Roark Surname Project, has tested 
positive for M222. 

  
The haplotypes of each of these O’Rourkes differs from the SWAMH values 

at quite a few markers, from seven to 14.  Some markers show values that 
deviate consistently from the SWAMH values in the profiles represented here. 
The columns for these anomalous values have been colored raspberry/dark pink 
to indicate a consistency of 80% within a lineage having representatives of at 
least four independent lines.  The boxes showing any SWAMH values within 
these columns are colored sky blue.  

 
The patterns of their deviation from the SWAMH values indicate that they fall 

into at least four lines, as shown in Charts 41, 42, 43 and 44 above.  These four 
O’Rourke lines all seem quite different from one another.  Some scattered 
similarities in deviations from the SWAMH are present, however, suggesting 
remote relationships, so a modal of O’Rourke modals was constructed. 

 
This modal of modals, shown at the bottom of Chart 43, has values at five 

markers that deviate from the SWAMH markers.  A Ysearch search was run with 
this 37-marker modal of modals, allowing a genetic distance of six, the maximum 
possible.  No firm conclusions can be drawn from the results.  There were 61 
hits, which included seven modals.  Of the rest, there were five McClains deriving 
from Scotland/USA, five Duggers/Duggars from UK/USA, four Hulls from 
unknown origins, two Tates from Ireland/USA, two Hendersons from Scotland 
and two Smiths from Ireland/England.  The singletons included ten of unknown 
origins, ten from the USA, four from Ireland, four from England/UK, three from 
Scotland, two from Portugal and one from Wales.  The modals included one 
surname modal, which was a Reynolds 37-marker modal with two deviations 
from the SWAMH, as well as a 67-marker L21* modal and various other R1b 
modals, all with no deviations from the SWAMH. 

 
Line Rdr-B2a displays a close relationship with a large group of McTiernans, 

Line Tgr-B2a, most of whom have tested only to the 25-marker level.  Consistent 
deviant values at two markers are pointed out by columns colored raspberry/dark 
pink, and the patterns of the two McTiernans who have tested to the 37-marker 
level suggest that there may be consistent deviations at two additional markers in 
the 26–37 marker interval.  It is known that there were two or more McTiernan 
subclans of the O’Rourkes, and these McTiernans may well be one of those.  
David Tiernan has pointed out that they could represent the McTiernans of Corry 
mentioned in medieval genealogies as a branch of the O’Rourkes.28 

 
Line Rdr-B2b appears to share a pattern of deviations with a line of 

Reynolds, here designated Rgn–B2a.  This Reynolds line is made up of three 
BCP participants plus three profiles drawn from the Reynolds Surname Project.  
These Reynolds differ consistently from SWAMH values at nine markers, shown 
by the columns colored raspberry, and somewhat less consistently at a tenth 
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marker. 
 
Line Rdr-B2c consists of four Roark participants who all trace their origins to 

the 18th and 19th-century South of the US.  Their haplotype profiles show a close 
resemblance so they could all be male-line descendants of a single 18th-century 
immigrant to to the South.  A lone McTiernan also shows a close resemblance to 
these Roarks in his profile, and is nearly identical in the 38-67-marker interval to 
the one Roark who has tested to the 67-marker level, sharing three of his four 
deviations from the SWAMH with that Roark.  This suggests that most of the 
mutations from the SWAMH occurred in Ireland before emigration, and that there 
might have been yet another independent branching of an O’Rourke line into a 
McTiernan line analogous to the possibility mentioned above for Rdr-B2a and 
Tgr-B2a.  Tighearnán was a highly popular forename in medieval Ireland, unlike 
Ruarc (<Ruadhraic<Hrothrekr; “ua” is pronounced “o” in Gaelic), so there was a 
relatively high frequency of clan branches that came to be named McTiernan.  
There may only be two lineages represented here (one for each surname), 
however, so the evidence is too slight to draw any firm conclusions. 

 
Line Rdr-B2d also appears to share, if only slightly, a pattern of deviations 

with a line of Reynolds, a different line of Reynolds than above and here called 
Rgn-B2b.  There are only two O’Rourke participants who are only a genetic 
distance (GD) of two from one another, and the four Reynolds representatives 
fall into two pairs, one identical at the 37-marker level and one a GD = 2 apart, 
with the two pairs farther apart from each other.  Because the four Reynolds are 
likely to represent only two family lines, the columns showing values consistently 
deviating from the SWAMH values at the 80% or higher level have not been 
colored raspberry.  These Reynolds appear to differ consistently from the 
SWAMH at five of the first 37 markers, three of which are among the nine 
showing consistent differences from the SWAMH in the other Reynolds cluster, 
but with the same value at only one of those three. 

 
The single Smith and the single Boylan mentioned in the last report as 

showing some vague resemblance to the O’Rourkes in their haplotype profiles 
are now seen to split.  The Smith haplotype shows some similarity to the Rdr-B2c 
line, while the Boylan does not, slightly resembling instead Line Rdr-B2b.  Both 
the Smith and the Boylan have tested positive for U106.  Three 
O’Rourkes/Roarks here have had a Deep Clade test.  One in Line Rdr-B2a 
tested positive for P312 and negative for U106.  Two others in Line Rdr-B2b 
were tested positive for M269 before the tests for the downstream U106/P312 
SNPs were available, so could be U106+.  The possibility that the 
O’Rourke/Roark lines in this subgroup do not all belong to the same haplogroup 
cannot be excluded. 

 
In Charts 45 and 46, shown below, the links among the members of 

Subgroup B2 found by applying the FTDNATiP calculator are displayed. 
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Chart 45 
Subgroup B2 

O’Rourke Clusters 
Generations to MRCA at 99% Probability 
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Chart 46 
Subgroup B2 

O’Rourke Clusters, McTiernan as O’Rourke 
Generations to MRCA at 99% Probability 
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Where the boxes are colored purplish pink and the number “11” is shown, 

that is meant to indicate that the haplotype profiles of the two participants being 
compared are identical at the 37-marker level. 

 
The general impression of the O’Rourke clusters here is of four unconnected 

islands.  There is a complete absence of an interconnecting network of weak to 
moderate links, such as is seen for Group A. 

 
O’Rourke–McTiernan1 is the most developed cluster.  The Boylan is shown 

here because of the very weak link found with one of the O’Rourkes, his only link 
in the BCP within the bounds adopted for this report.  He apparently belongs to a 
different haplogroup than that of these O’Rourkes, however, so this is likely to be 
a case of random convergent mutation. 

 
Chart 46 shows the linkages that result from treating the McTiernans in the 

O’Rourke–McTiernan1 cluster as though they were O’Rourkes.  The family of 
one of the O’Rourkes in this cluster has evidence that they belong to the 
Cloncorick branch of the O’Rourkes.  The McTiernans of Corry, referred to 
above, are mentioned by the 17th-century master genealogist Cucogry O’Clery.29  
O’Clery gives Tighernán na Corradh Ua Ruairc (Tiernan of the Choir O’Rourke) 
as their eponymous ancestor.  If the McTiernans in this cluster are the 
McTiernans of Corry, and If the O’Rourkes of this cluster are the O’Rourkes of 
Cloncorick, then their common male line ancestor, according to the medieval 
genealogies, would be Ualgharg mac Néill mic Airt Oirdnidhe Ua Ruairc, king of 
Breifne.  King Ualgharg (pronounced something like “Olaric”) died in 1085 as an 
old man, having been born just about a thousand years ago.  At 27.5 years per 
generation this would have been about 36 generations ago, roughly squaring 
with what is seen in Chart 46.  It should be kept in mind that if a paper trail were 
developed so that the number of generations of no common male-line ancestor 
had to be increased, then plugging that increased number into the FTDNATiP 
calculator would result in weakened links.  There is also the possibility that some 
lines of descent will, by random chance, remain closer to the ancestral haplotype 
than expected, and so a representative will appear to have a more recent 
common male-line ancestor with a representative of another line of the same 
descent than in fact he does.  But matters as they stand, regarding the DNA 
evidence, support the possibility that these may be the O’Rourkes of Cloncorick 
and the McTiernans of Corry. 

 
As noted in the last report, evidence is accumulating the O’Rourkes do not 

belong as expected, on the basis of data on other Breifne clans and on Ui Neill 
clans and in accordance with the traditional genealogies, to Haplogroup R1b-
M222.  The further evidence presented here suggests that there are at least two, 
and possibly as many as four, O’Rourke clans within the Breifne area who are 
unrelated within the timeframe of surnames. 
 


