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Section 1. Distribution of David Hunter's Subclade
Geographical Distribution of the Subclades of Y-DNA Haplogroup G
Most of the genealogical analyses to date are based on Haplogroup G only, or the major subclades such as G2-P15, and therefore
information on rare or newly defined subclades is somewhat limited.  However, there have been some recent studies that have included a
more detailed analysis of the subclades, particularly by testing for P15, the SNP that defines subclade G2.  The relative proportion of the
different subclades is illustrated in the map and table below lists the subclade frequencies and geographical location of populations that
have been tested so far. 

Relative frequency distribution of the subclades of Haplogroup G.  The pie charts indicate the relative contribution of the different
subclades in geographical areas where Haplogroup G has been detected.  The G2c subclade (indicated in orange) is prevalent only in the
Ashkenazi Jewish population, and G1 seems to be most predominent in Iran and the United Arab Emirates.  G2, and in particular G2a, is
clearly the most predominant subclade throughout Europe.

Frequency distribution of the subclades of Haplogroup G detected worldwide.
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David Hunter's Y-DNA Subclade
Based on the results of David Hunter's Y-DNA G Subclade Test, David's Y-DNA Subclade is confirmed as G2a3 (S126+).
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Section 2. Description of David Hunter's Subclade
The subclades of Haplogroup G
Current data suggest that there are at least 19 distinct lineages, or subclades, within Haplogroup G.  These subclades are smaller
lineages derived from two Haplogroup G subclades: G1 and G2.  There is also a subclade called G*, but this is often referred to as a
paragroup with the expectation that there are likely branches within this subclade that have yet to be determined.  G1 is further divided
into three subclades: G1*, G1a, and G1b.  G2 is definitely more complex and can first be separated into four lineages: G2*, G2a, G2b,
and G2c.  There have been many distinct subclades detected within G2a, and they can be visualized in more detail in the “Phylogenetic
Tree” section of the results.

It is important to point out that the names and relative positions of the subclades within Haplogroup G have recently been altered (in
2007/2008).  The SNPs remain definitive of the same branches, and it is the branch itself that is renamed or moved.  There are always
new SNPs being discovered, and as these SNPs are discovered they help to increase resolution of the Y-chromosome SNP tree.  Below
is a list of the former subclade designations with their new names and defining SNP mutations (Table 1).  This list will help immensely
when referring to previous genealogical studies.  Since many of the SNPs discussed here are so new, little information is known about
many of the subclades.  However, some information about the subclades has been summarized in Table 2, and will be further updated
as new data arrive.

Further insight from unique haplotypes

Additional insight about population history can often be reconstructed by further analysis to look for unique Y-STR haplotypes that may
be indicative of specific subclades.  For example, Cinnioglu et al. (2000) found that phylogeographic patterns in Haplogroup G could only
be detected after Y-DNA STR haplotype analysis.  Haplogroup G has repeat values on several Y-STR markers that are quite distinct from
other haplogroups.  These include DYS425, DYS452, DYS446, and DYF399S1 (Goff and Athey 2006).  DYS425=14 was found to be
strongly correlated with Haplogroup G with approximately 88% of men in this haplogroup having 14 repeats at this marker, whereas this
result was very rare in other haplogroups.  However, one individual from subclade G2 was tested and found to be DYS425=12.  This man
was from a tribal area of India and it is likely that his lineage separated from the lineage leading to the European G2.  The number of
repeats for DYS452 tends to be smaller in subclade G2 (ranging from 25 to 28 repeats) relative to other haplogroups (28 to 33 repeats). 
Again, this observation seems to be unique to G2 with four individuals from G having 31 repeats suggesting that a deletion event
occurred in an individual within G2, or else was present in the founder of G2.  For DYS446, the allele frequency distribution is quite
different depending on the value of another marker, DYS388.  This indicates the presence of subclades within G2, one with a modal
value of 12 at DYS388 and another with a value of 13.  Overall, the number of repeats for DYS446 tends to be greater in G2 but there is
a lot of overlap with other haplogroups.  The shortest allele of the marker DYG399S1 has a small number of whole repeats within
Haplogroup G and a unique fractional repeat value only detected in this haplogroup.

One interesting subclade, G2c, so far seems to be restricted to the Ashkenazi Jewish population (Behar et al 2004).  In fact, the
distribution of G2c throughout Eastern Europe tends to correspond well with the migration and settlement of the Ashkenazi Jewish
population during the 16th and 17th centuries.  This subclade seems to have the following modal haplotype: DYS019=15, DYS388=12,
DYS389i=14, DYS389ii=18, DYS391=10, DYS392=11, DYS393=13, DYS426=11, DYS439=15 (Behar et al 2004).  In this study, 14 of 34
men had the modal haplotype with the other results only a single mutation away.  In addition, it seems that this subclade also has a null
value for DYS425.

Table 1.  There have been recent name changes to a number of subclades within Haplogroup G.  The previous subclade names
with the corresponding new names and defining SNP mutations are provided below.

Table 2.  Summary of information currently known about the subclades of Haplogroup G.  This table represents the most up to
date research data for Haplogroup G as of August 2008.  As new research data becomes available in this rapidly expanding field, this
table will be updated automatically.
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Section 3. David Hunter's Placement in the Y-DNA Phylogenetic Tree
SNP markers tested by Genebase =    

G  M201, U2, U3, U6, U7, U12, U17, U20, U21, U23, U33, L154, L204, L240, Page94, L269, L520, L521, L522, L523

G1  M285, M342

G1a  P20

G1a1  L201, L202, L203 (New)

G1b  P76 (New on 2008 tree)

G2  P287 (Defined by new SNP(s))

G2a  P15, U5, S149 (Previously known as G2)

G2a1  P16 (Previously known as G2a)

G2a1a  P18 (Previously known as G2a1)

G2a2  M286 (Previously known as G2b)

G2a3  « David Hunter (confirmed subclade) U8, S126 (Previously known as G2c)

G2a3a  M406 (Previously known as G2a3b)

G2a3a1  S130, S133 (Previously known as G2a3b1, G2c1)

G2a3a2  L184, L185 (New)

G2a3b  L141

G2a3b1  P303 (Previously known as G2a3b, G2a4)

G2a3b1a  L140

G2a3b1a1  U1 (Previously known as G2a3b1a, G2a3b1, G2a3a, G2c2)

G2a3b1a1a  S131, L78 (Previously known as G2a3b1a1, G2a3b1a, G2a3a1, G2c2a)

G2a3b1a2  L43 (Previously known as G2a3b1b, G2a3b2, G2a3c. L43(S147) previously defines G2a3d (Version 2.1.1)..)

G2a3b1a2a  L42 (Previously known as G2a3b1b1)

G2a3b1a3  L139 (Previously known as G2a3b1c)

G2a3b2  L177

G2a4  L91 (Defined by new SNP.)

G2b  M287 (Previously known as G3)

G2c  M377 (Previously known as G5)

G2c1  M283 (New on 2008 tree)
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Section 4. Understanding How David Hunter's Subclade is Determined
How Subclades of Y-DNA Haplogroup G are determined
The further refinement of Y-DNA ancestry can be obtained by using the Y-DNA Haplogroup G Subclade Testing Panel.  This panel is
based upon a collection of 11 SNPs that identify 10 different Subclades of Y-DNA Haplogroup G.

SNP markers included in the Y-DNA Haplogroup G Subclade Panel

The phylogenetic tree of the subclades of Haplogroup G is illustrated below.  It is current as of August 2008, but this haplogroup seems
to be in a state of rapid change due to discovery of new SNPs and rearrangement of phylogenetic relationships, so it is likely that this
tree will be altered in the future. 

The procedure for identifying your Y-DNA Haplogroup G Subclade is as follows:
Your Y-DNA Haplogroup G Subclade will be automatically determined for you after your Subclade test is completed.  However, if you are
interested in finding out how your subclade was determined, just follow these steps:

Step 1
Examine your test results from the Genebase Y-DNA Haplogroup G Subclade Testing Panel.  Keep track of all your positive or derived
SNP states and consult the Haplogroup G Subclade phylogenetic tree diagram below.   

The phylogenetic tree of the subclades of Haplogroup G, current as of August 2008.  As the figure legend indicates, the markers in
white are those markers included in the Y-DNA Haplgroup G Subclade Test Panel, whereas the markers in red have not yet published, and
are therefore not included in the panel.  

Step 2
Start with the root or main branch of haplogroup G, which is ascertained by the presence of SNP M201.  According to your test results,
follow the branches with your SNPs from the Genebase Y-DNA Haplogroup G Subclade Testing Panel.  The point at which you no longer
have mutations to follow is the branch or subclade of Haplogroup G to which you belong! 
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Once you have you have the results of your SNP test, you can then follow this step-by-step flow chart to determine your
subclade.  To begin, refer to the decision indicated with the red circle.  Do you have SNP mutation M201?  This should be a “yes”,
otherwise you are not part of Haplogroup G.  Next, determine if you have SNP M285.  If you do, you are part of Subclade G1.  If you have
SNP mutation P20, you are part of Subclade G1a.  If you do not have P20, check to see if you have P76.  A positive result for P76
indicates that you are part of G1b, while a lack of P76 indicates that you are part of the G1* lineage.  Now, let’s take a step back to M285. 
If you lack this mutation, you are either part of Subclade G2, or G*.  A positive result for P287 indicates that you are part of G2.  Please
refer to the next figure for further resolution of this subclade.  A negative result for P287 places you into G*. 

Subclade G2 contains many deeper lineages.  Again, start at the decision indicated with the red circle.  Do you have SNP mutation
P15?  First, let’s follow the path if you are positive for P15.  This mutation places you within Subclade G2a.  If you are also positive for
M286, you fall within Subclade G2a2.  If you do not have SNP mutation M286, check if you have P16.  If you do not, you are part of the
G2a* lineage.  If you have P16, you are part of G2a1.  Presence of SNP mutation P18 places you into G2a1a while lack of this mutation
means you are part of the G2a1* lineage.  Now, let’s return to the SNP P15.  If you lack this mutation, you will fall into G2b, G2c or G2*.  A
positive result for M287 places you within the G2b lineage, whereas presence of M377 indicates you are part of the G2c lineage.  A lack of
both of these mutations indicates your classification into G2*.
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