From: fauxdk@comcast.net
Subject: R1a - Introduction and Central Asia
Date: Mon, 23 Aug 2004 17:42:55 +0000
Hello List:

Time to start the ball rolling with respect to a search for geographically meaningful subclades of haplogroup R1a (M17).

R1a is, perhaps contrary to commonly held views, very widely dispersed. It originated as an offshoot of M173 (R1b), and their progenitor in common is M45 which also gave us Q and Q3. The present opinion as to origin is that it emerged about 10 to 15,000 years ago in the Ukraine where supposedly the microsatellite diversity is greatest (I may be challenging this "party line" later). M17 decreases in a cline from east to west (a mirror image of M173 (R1b)) such that it virutually disappears in Germany yet is found in 40-60% of Poles.

This haplogroup attains its highest frequency among some of the tribes

of Central Asia such as the Altai and the Kyrgyz where almost two thirds of the males in the tribe are M17. 

The commonly held view is that the Kurgan people of the Ukrainian steppes moved eastward bringing an Indo - European language as well as haplogroup R1a to not only Central Asia (e.g., Kazakhstan), but also into the Indian Sub Continent where it is found at rates as high as 30% among diverse groups of Indians and Pakistanis.

It is clear that the reliance of these peoples on the horse and chariot

(and thus the use of cavalry) was the key factor in understanding how M17 could spread to such far flung locations, and came to dominate the formerly Dravidian speaking locals (imposing their language via a process of elite dominance - backed up by the sword).

Databases with 5 to 12 STR markers are available for most of the R1a world. Some of the data is published (e.g., authors such as Zerjal, Wells etc.), and much of it is only found in private databases (to which I have access). YHRD, Ysearch, and perhaps Sorenson (which I have not explored) help to round out the picture. Unfortunately there are few 37 marker R1a haplotypes available - but enough that some tentative conclusions can be drawn. Fortunately most of my R1a Shetland participants have the full spectrum of markers. I will have more to say about this group later.

Since the purpose of this post is simply to kickstart a discussion of R1a subclades, I can do this by starting in the east, moving south and west, and showing how those whose R1a heritage is in Britain, Eastern Europe, or Scandanavia (most List members likely falling into one of these categories) fit into the big picture. The main point will be that R1a in Britain and Scandanavia is bimodal - some resembling Poles and others Central Asians (with very little overlap, such that most haplotypes can be slotted into one of two categories). Since I have little familiarity with R1a Ashkenazi data I am hoping that Ellen and Brian will add to the discussion since the Eastern European versus Khazar debate will clearly tie in with anything I may say. Here follows the modal values for some Central Asian tribal groups who have been typed as M17:

Locus DYS#     A. B. C. 

1. 393               13 13 13

2. 390               25 25 25

3. 19                 16 16 16

4. 391               11 11 11

5. 385a             11    - -

6. 385b             14    - -

7. 426               12 12 12

8. 388               12 12 12

9. 439               10 10 10

10. 389-1         14 14 14

11. 392             11 11 11

12. 389-2          32 32 32

The above groups

are A. = Altai, B. = Kyrgyz, C. = Tajiks. It is clear that the above modal values suggest that there is a Kazakhstan or Central Asian modal profile.

Some of the tribal groups, however, are very diverse, particularly the Uyghurs who are bimodal for DYS389-1,2 with 13,29 and 13,31. This latter group, residing along the Chinese - Kazakhstan border, is also very diverse in terms of the haplogroup varieties present.  Whereas M17 predominates in the above three groups (e.g., over 60% in the Kyrgyz), it makes up only just over 20% of the Uyghurs and suggests that very different migrational patterns have influenced the genetic structure of these tribes.

The most important "diagnostic" markers in the search for geographical clustering with M17 appear to be DYS19 and DYS389-1,2 as well as YCAIIa,b.  Later posts will include the Indo - Pakistani and Eastern European modal haplotypes, a discussion of the bimodal nature of Scandanavian M17, and why the above flagged markers appear to be of importance in the quest to have a set of allele values that are tied to geographical locations. 

David.

--

Dr. David K. Faux 

P.O. Box 192 

Seal Beach, CA 90630 

fauxdk@yahoo.com 

fauxdk@comcast.net 

www.davidkfaux.org

From: fauxdk@comcast.net
Subject: R1a - Pakistani, Turkish, and Eastern Europe Modal Haplotypes
Date: Mon, 23 Aug 2004 21:57:56 +0000
In part deux of my treatise on R1a I am herewith including the B. Pakistani haplotype derived from a number of sources (with a database including hundreds of haplotypes found in private databases), as well as that for C. Turkey (from Cinnioglu), and D. Eastern Europe (from Ysearch and a variety of other private sources). Also included for comparison purposes is the A. Kazakhstan modal haplotype identified in the previous posting. What I must emphasize with respect to the Pakistani sample, however, is that there is monumental variability, more so than I have seen in any databases for Poland and Ukraine. If high variability and point of origin are strongly correlated, then I am not particularly enamoured with the hypothesis that M17 arose among the Kurgan peoples north of the Black Sea in present - day Ukraine. 

Locus DYS# A. B. C. D. 

1. 393 13 13 13 13

2. 390 25 25 25 25

3. 19 16 16 16 16

4. 391 11 10 11 10

5. 385a 11 - - 11

6. 385b 14 - - 14

7. 426 12 12 12 12

8. 388 12 12 12 12

9. 439 10 10 10 11

10. 389-1 14 14 13 13

11. 392 11 11 11 11

12. 389-2 32 31 30 29

What is apparent is that there are differences in the modal

values, with some markers (e.g., DYS426) being of no help is a search for subclades. It appears that DYS391 shows a variable pattern in the three locations; and DYS439 differentiates Europe (11) from Asia (10).  The most dramatic difference is seen as an east to west decrement in the allele value at DYS389-2 ranging from a high of 32 in Kazakhstan to 29 in Eastern Europe.

In the next post I will explore the complex population structure

of Scandanavia, and show how in additon the the markers noted above, YCAIIa,b is perhaps the most "diagnostic" of  the entire suite of 37 markers.  The informaton here has a direct bearing on Britain since according to Wilson et al. (2001), R1a in Britain (unless due to a recent immigrant) denotes the presence of Norse Viking ancestry.

Appologies for the formating of

the numbers - there seems to be no way (I can find) to present the data

in a more visually appealing manner.

David. 

--

Dr. David K. Faux 

P.O. Box 192 

Seal Beach, CA 90630 

fauxdk@yahoo.com 

fauxdk@comcast.net 

www.davidkfaux.org

From: fauxdk@comcast.net
Subject: R1a and Scandanavia
Date: Tue, 24 Aug 2004 01:08:20 +0000
This is part three of the trilogy on R1a.

Earlier I provided modal haplotypes for tribal groups of south – central Kazakhstan, Pakistan, Turkey, and Eastern Europe, and showed how differences at key markers appeared to be linked to geography. Looking north now we come to the land of the midnight sun. It is generally assumed (likely due to small sample sizes and inadequate sequencing) that, for example, Norway is composed of people possessing either R1b, R1a, or I1a haplotypes. Actually, although the absolute level is small, and varies dramatically by region within the country, there are also individuals who have J2, N3, Q, and K haplotypes. To date only the Q and K haplogroups have been seen in the Norse colonies (e.g., Iceland, Shetland), so it may be that the first two are more recent (post - Viking age) arrivals. Thus we are left with two haplogroups whose origins must have been in Asia - both being relatively common in Kazakhstan for example. However, as I have noted previously, R1a is also seen in Kazakhstan, often in over half of the males. 

The "party line" is that the R1a of Scandanavia came north at about the same time as the R1b and the I1a individuals about 8000 years ago when the land became habitable as the glaciers retreated.

To the best of my knowledge no one has ever asserted that a sizeable percentage of R1a came with the Q and K in the middle of the 5th Century AD. In an earlier post I provided an overview of the evidence in favour of this hypothesis, so will not repeat the details here.

A problem in exploring Scandanavia and her colonies in depth is the relative paucity of extended (high resolution) haplotypes. The landmark study of Helgason at least offers 8 microsatellites, but the searchable databases such as Ybase and Ysearch have few Scandanavian haplotypes. A sampling of of the modal values from databases with at least

8 markers will be included below. A is Iceland modal 1, B is Iceland modal 2 (a bimodal structure is seen in Iceland and Shetland), C is Orkney, and D is Shetland modal 1, E is Shetland modal 2, F is Northern Norway, and G is Central Norway.

Locus DYS# A. B. C. D. E. F. G.

1. 393/ 13 13 13 13 13 13 13

2. 390/ 25 25 25 25 25 24 25

3. 19/ 15 15 15 15 15 15 16

4. 391/ 11 11 11 11 11 11 11

5. 385a No data

6. 385b No data

7. 426 No data

8. 388 12 12 12 12 12 - -

9. 439 No data

10. 389-1 14 13 13 14 13 14 13

11. 392 11 11 11 11 11 11 11

12. 389-2 31 30 30 32 30 31 29

A few observations of interest. While DYS19 = 16 is modal throughout most of the R1a world, in the Scandanavian colonies it is tilted towards 15, with a great deal of variablity in Norway and Sweden proper - highly dependent on the geographical region (range 15 to 17 modal).

Again we find that the DYS389 complex shows the most variablity of any marker. In Eastern Norway the motif 13,29 is modal (similar to Eastern Europe), whereas in Northern Norway 14,31 is found more frequently and is modal (similar to Asia). The pattern in the Norse colonies is somewhat similar in terms of bimodality with Iceland showing both Norse patterns, as well as Shetland, but Orkney is almost exclusively 13,30.

Although only ancedotal and having no statistical validity, perhaps it would be instructive to look at the haplotypes of those Shetlanders whose ancestors came originally from Orkney (typically having place names), and those Shetlander's whose ancestors in the male line were local (having patronymic surnames). One way to do this is to look at the typical 37 marker pattern, then explore all the exact and close matches in the Haplogroup Database of FTDNA (where each match has been SNP tested and determined to be M17). The numbers below follow the FTDNA loci numbering scheme.

1) Aboriginal Orkney: WATT 13,25,*16,10,11,14,12,12,10,*13,11,*30,15,9,10,11,11,24,14,20,31,12,15,15,15,

11,11,*19,*23,15,16,17,18,37,41,12,11

Matches:

Austria, Belarus, Hungary, Lithuania, France, Germany, India, Ireland,

Italy, Poland, Romania, Russia, Uzbekistan.

2) Aboriginal Shetland: WILLIAMSON

13,25,*15,11,11,14,12,12,10,*14,11,*33,15,9,10,11,11,23,14,20,32,12,15,15,16,

11,12,*19,*20,16,17,17,18,33,37,12,11

Matches: Iceland, India, Mongolia, Norway, Russia Altai (19), Kirgiz, Uzbekistan, Kazakhstan, Kyrgystan, Hungary, China.

It is quite clear that while both of the above are R1a, there are monumental differences in the haplotypes such that #1 resembles those from Eastern Europe, and #2 Kazakhstan. Again it is the DYS389 values that show the degree of the difference.

Having 37 markers means that the YCAIIa,b values are available for both. Passarino (2002) found that there were two YCAIIa,b motifs in a sample of Norwegians. In additon to this marker complex he assessed DYS19. His findings were quite dramatic. There was one group of R1a who had DYS19 = 15,16, or 17 and YCAIIa,b = 19,23 (with one 19,24). 9 of 17 had this motif. The other pattern, seen in 7 of 17 was DYS19 = 15 or 16 and YCAIIa,b = 19,21. Other studies have indicated that in the R1a population 19,23 is by far the most frequently occurring motif in all regions assessed to date. 19,21 has not been observed in these wide ranging populations except Norway. However, there is no data for Central Asia so it is at present unknown what the motif is in Kazakhstan.

As Dennis Garvey has noted in his discussion of R1a1 found on Terry Barton's site, there are two SNPs found in those R1a from Central Asia, but nowhere else. Clearly the samples which have the YCAIIa,b motif of 19,21 or 19,20 as well as high values of DYS389-1,2 need to have this SNP testing done to confirm whether the origin of, for example #2 above, is in Central Asia (as all other indicators point), or Eastern Europe.

This brings to a close my postings on R1a, and should there be any questions I will address each. The only questions I cannot field at the moment are those as to whether a particular haplotype fits this or that motif. The data in these postings should be sufficient to answer these types of questions. Further information is found on my Shetland site at www.davidkfaux.org/shetlandislandsY-DNA.html.

I hope that this analysis has been helpful in the understanding of the subclades of R1a, and how they link to geography.

David. 

--

Dr. David K. Faux 

P.O. Box 192 

Seal Beach, CA 90630 

fauxdk@yahoo.com 

fauxdk@comcast.net 

www.davidkfaux.org
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