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Two new co-administrators
 
Eva Sjöqvist Persson
I live in Hagfors in Värmland, but grew up in Årsta, 
Stockholm. When I started with DNA genealogy I was 
most curious about Västernorrland, where I have some 
unidentified male ancestors and interesting oral tradi-
tions. But since it was easier to find FF connections to 
Skellefteå, my focus this far has been that area. I hope 
for more matches from southern Sweden to start co-
ming in. Within the Swedish DNA Project I will mostly 
work on the mtDNA side.

Jakob Norstedt-Moberg
I live in Örnsköldsvik and spend a lot of time investi-
gating my roots from Kopparberget with help from a 
DNA project of my own. I hope to get clues about what 
happened in my family the centuries before it appears 
in written records. I’m also co-admin of the project for 
the I1-L1302 haplogroup, which I belong to myself. 
First and foremost, I will in the Swedish DNA Project help with advice about 
further testing of members belonging to halogroup I1.
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Our project is growing

As of June 17, 2014, we 
have 1,512 members, 
after an increase of 33 % 
over the past seven 
months (since November 
17, 2013, when member 
count was reported in 
SwediSh dNA Project 
NewS No 1). The rate of 
new members joining is 
now back to a more nor-
mal level for our project 
since the intense growth 
seen in the months of 
November and December 
2013. Of these people 
from all around the world with a connection to Sweden 887 have done the Family 
Finder test (+ 51 %). Additionally, 965 have done a Y-DNA test (+ 31 %) and 
930 have done an mtDNA test (+ 36 %) at one of the levels available for these 
two tests. The major haplogroups of those members whose paternal or maternal 
lines appear in Sweden, to the best of our knowledge, are currently distributed 
according to the pie charts below. 

The share of each major haplogroup has change a bit since the first issue. On 
the Y-DNA side, the diversity proves to be greater than the statistics previously 
suggested. The total share of the three dominating haplogroups I, R and N, has 
decreased from 92.1 % as of last November to 88.9 %. Most notably R shows a 
smaller share, now 38.9 % (- 2.8 %).
 On the mtDNA side, the dominance of H has proven to be greater than pre-
viously suggested with a share of 42.2 % (+ 2.0 %) of the oldest known maternal 
ancestors within the country. In contrast, K, in particular, has been reduced to 
8.6 % (- 1.4 %).
 Excitingly, two new major haplogroups have appeared; F on the Y-DNA side 
and on the mtDNA side L (L2a1c). 
 Magnus Bäckmark
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Map your Y-DNA lineage more precisely with SNP tests

In order to ”get further out on your branch” on the 
paternal family tree of mankind, a Y-DNA standard 
test is only the beginning. After that follow so called 
SNP tests, one at the time, if your are interested. In 
SwediSh dNA Project NewS No 1, p. 2, you can read 
about how you do it.

Looking for books on 
DNA genealogy?

Here’s a selection:
http://www.isogg.org/wiki/
Genetic_genealogy_books 

Facebook group for 
DNA genealogy in Swedish

If you are a Facebook user, feel wel-
come to join if you don’t mind that 

the discussions are in Swedish. 

Member subgroups
 
On the project page, choosing ”Y-DNA Results” or ”mtDNA Results” will show 
members’ results, for mtDNA their HVR1 and HVR2 mutations, and for Y-DNA 
their STR marker values. We have attempted to group the members in larger 
subgroups based on haplogroup, to make comparisons easier with other mem-
bers’ results.
 A new Y-DNA subgroup has been added for members in the I1 haplogroup 
who tested positive for L1301 but negative for L1302. The latter already has its 
own subgroup. We have also changed a few subgroup names and removed an 
outdated designation (”I1d”). 

Anders Berg

Would you like to tell your story in Swedish DNA Project News?
Do you have an article, hints or tips, 

or related news item to publish?

Please contact one of the project administrators.
This issue was edited by 

Magnus Bäckmark (magnus.baeckmark@swipnet.se). 
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Family Finder connection to Läckö

My name is Maria Brolin and I live in Gothenburg but was 
born and raised in Trollhättan. I have done family research 
for approximately five years but have only recently discove-
red the DNA possibilities. Today I have around 155 Family 
Finder matches. I have only identified the connection bet-
ween myself and one of the matches this far. In that case the 
suggested range of relationship was 3rd to 5th cousins. I found 
the connection on my mother’s side, in Otterstad parish on 
Läckö (Skaraborgs län). We are 6th cousins, both descending 
from Catharina Jeansdotter, b. 1730. This is really promo-
sing and makes me want to continue the detective work to find more ancestors 
in common with my matches.
 Except having tested Family Finder and mtDNA myself, I have also encou-
raged my father to take Family Finder, mtDNA and Y-DNA tests. The results 
are still pending. Concerning Family Finder, I and my father have 155 and 134 
matches respectively, as of June 20, of which we have 50 in common. The pat-
tern of our matches are similar; there are many Swedish and English names 
but also some Norwegian ones. On my mother’s side my ancestors lived mainly 
in Malma parish in Skaraborgs län but also in Hålta parish on the West coast 
during the hering fishing era there (second half of the 18th century). On my dad’s 
side the roots mostly go to Småland and Hjorted and Misterhult parishes but 
also Högsäter parish in Dalsland.
 Through paper trails I unexpectedly found a possible connection to my fiancé. 
He also did Family Finder and even though we haven’t identified the exact con-
nection it’s now clear that we actually are related! I also hope to get clues about 
two siblings who left their home in Småland in the mid 1800s for USA. They were 
pronounced legally dead 50 years later. I hope I some day through DNA will get 
clues that can reveal if they ever reached the promised land in the West.  

Maria Brolin

How many Family Finder matches is common to have?

The answer here is based on what 
people have replied on surveys in 
the Facebook group DNA-anor, 
so the statistics apply on Swe-
dish speaking test takers, who 
of course have different back-
grounds. But the statistics give at 
least a hint about what number 
of matches one can expect to get 
if one has many roots in Sweden.
 By the end of November 2013 
the number of matches varied 
between 80 and 329, on average 
154. By the end of June 2014: between 94 and 863, on average 261. (The 
number of survey replies has varied between 26 and 104, has on average been 
72 per month.)  

                                                                    Magnus Bäckmark

Increase of matches per month, on average.
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The most common 12-marker haplotype in Sweden

In the first issue of SwediSh dNA Project NewS we examined the 12-marker haplo-
typet that is the most common among the members of our project. Now it’s time 
for the second most commont in our project, 13-23-14-10-14-14-11-14-11-12-11-
28 (the allele values in the sequence used by FTDNA). Below ”Ht 1” refers  to 
Haplotype 1 which was described in the first issue and ”Ht 2” refers to Haplotype 
2 which is the one in focus now. Of all paternal lines emerging in Sweden, Ht 2 
is the most frequently occuring. As far as we know, 3.5 % of paternal lineages 
from Sweden carry it. Compare this to 2.4 %, the current corresponding share of 
Ht 1. (The share of the third most common haplotype is 1,5 %.)
 Ht 2 is the modal (ancestral) haplotype of both haplogroup I-L22 and its 
subclade I-P109. At DYS390 and DYS385a (the second and fifth marker in the 
sequence used by FTDNA), Ht 2 has the allele values 23 and 14 respectively. 
Before I-L22 was born, those allele values were 22 and 13. Ht 1 differs from Ht 2 
in that DYS385b (the sixth marker) mutated once more to a value of 15 instead of 
the previous 14. Ht 1 is modal haplotype of the groups within I-L22 which Kenneth 
Nordtvedt calls ”ultra-Norse types 2−9” (of which ”type 2” has the SNP L813) 
and that branched off between 1,500 and 1,800 years ago. (Kenneth Nordtvedt, 
http://knordtvedt.home.bresnan.net, The I1modalities.xls, 2013-12-22, and the 
I-L22 Project.)
 That Ht 2 is older that the earlier described Ht 1 corresponds well with the 
fact that it also has a larger amount of carriers. Observe that in each particular 
test taker’s case his 12-marker haplotype maybe hasn’t been unchanged since the 
Bronze age. As with all haplotypes, one must understand that a certain haplotype 
doesn’t appear on one branch only. Random mutations make that some lineages 
from related branches get the same allelle values. Also, a lineage which has had 
Ht 2 for several thousand years can have been hit by a recent mutation, resul-
ting in the lineage ending up in a neighbouring haplotype instead. SNP testing 
confirms which branch one belongs to.
 1 685 test takers − 0,34% of the 498,602 Y-DNA-test takers at FTDNA − 
have Ht 2, of whom 27 are members of the Swedish DNA Project. These are the 
countris the paternal lines can be tracked back to: 

Sweden (82 of 2.358 or 
3,5 % of the test ta-
kers with paternal 
line from Sweden 
according to their 
knowledge)

Denmark (2,0 %)
Finland (1,8 %)
Norway (1,8 %)
Canada (1,3 %)
Northern Ireland 

(0,8 %)
Belgium (0,6 %)
England (0,6 %)
France (0,5 %)

the Netherlands 
(0,5 %)

Croatia (0,4 %)
Scotland (0,4 %)
UK (0,4 %)
Germany (0,4 %)
Ireland (0,3 %)
Lithuania (0,2 %)
Poland (0,2 %)
Russian Federation 

(0,2 %)
Slovakia (0,2 %)
Czech Republic (0,2 %)
Wales (0,2 %)
Austria (0,2 %)

Italy (0,1 %)
Portugal (0,1 %)
Rumania (0,1 %)
Hungary (0,1 %)
USA (0,1 %)
Switzerland (0,04 %)
Spain (0,02 %) 

There is too little data from 
the following countries to 
provide meaningful statistics:
Estonia (1 of 89 test takers)
Kirgizistan (1 of 62)
Luxembourg (1 of 72)

→
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Families within I-P109 with this haplotype

28 men with the name Chisholm have tested positive 
for Ht 2. They  make up the core group (including the 
aristocratic line) of those with this name. The namewas 
assumed after Cheseholm in Roxburghshire in the 
southeastern part of Scotland at some point in time no 
later than the 13th century. According to tradition, the 
family had Norman origin. Sir Robert de Cheseholme 
was in 1359 appointed constable of the royal castle 
Urquhart, now a ruin by the lake Loch Ness. The Chis-
holms established themselves, through the marriage 
of his son, as a highland clan with the castle Erchless, 
Strathglass (see picture) as their family seat. The estate 
was owned by the family until it was sold in 1937. In 
addition to these Chisholms, there is a branch of 11 test 
takers who write their names Chisolm and Chism. 
They have a mutation DYS385b = 15 which evidently  
appeared after the name was assumed. The first record 
of the Chisholm coat of arms with a boar’s head couped 
is from the year 1296. It later developed to include to 
wildmen supporters and a crest with a hand holding 
aloft a dagger through the boar’s head.
 25 test takers have the name Rice, most of whom 
are known descendants of Edmund Rice (1594−1663). 
He emigrated to Massachusetts Bay Colony in the 1630s. 
His background in England is unknown, except for the 
fact that he was born in Buckinghamshire. Edmund 
Rice ended up owning a lot of land in Sudbury, serving 
as a deacon, and being an influential figure in the area. 
Since ten of his twelve children lived to adulthood and 
had children of their own, he has many descendants. The 
Edmund Rice (1638) Association, Inc. was founded in 
1912. The picture of the memorial, which was erected in 
1913, is from their website. There are other 12-marker 
haplotypes that are close to Ht 2 among the Rices, but it’s clear that Ht 2 was 
the original within the family.
 22 by the name of Gentry can lead their genealogies back to North Carolina 
and other places in USA during the 18th century, some of them to Nicholas Gentry, 
born ca 1655 in Essex, England.
 Most test takers of the name Hamby, 11 ones, have Ht 2. The name is derived 
from the estate Hamby in Lincolnshire, England, where one Walter (ca 1120−ca 
1180) was the first known man with the name (he wrote himself de Hamby).
 5 Belangers prove to have a recent connection and with this haplotype. It’s 
a French-Canadian family, originally from Normandy, where François Belanger 
was born 1586 at Plouigneau. The haplotype is the original one for this family 
(two others with the name has one mutation each, on different markers).
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Other families with Ht 2

25 persons with the name Todd have this haplotype and form ”group 2” in the 
Todd Project. One of them is a confirmed I-L205. The lineages goes back to dif-
ferent Todds appearing in Pennsylvania or who were born in Ireland and Scotland 
in the 17th and 18th centuries.
 Seven individuals with the name Little belong to patrilines appearing at dif-
ferent locations in US. The oldest known is that of John Little (about 1641−1704) 
in Surry county, Virginia. The family belongs to haplogroup I-L205. Six other 
Littles have individual differencies on some markers, but Ht 2 is the modal 
haplotype of the family.
 18 men with the name of Harper are able to trace their lineages to different 
Harpers in the southern states of the US during the 18th and 19th centuries, and 
in some cases back to the British Isles. Their haplogroup is I-Z63.
 That English names dominat in regard to making conclusions about entire 
families can be explained by the fact that Y-DNA testing has so far been more 
popular in English-speaking areas than in other places.

The distribution of Ht 2 in different haplogroups 

I-M253 (I1): 69 confirmed examples. I-L214 (also I1): 1 example from England. 
I-P30 (also I1): 1 example from UK.

I-L22   (I1a1b): 32 examples.
I-P109 (I1a1b1): 38 examples.
I-L205 (I1a1b2): 8 examples, 2 each from England and the Netherlands and 1 

from Scotland.
I-Z74 (I1a1b3): 1 example from England. I-Z75 (also I1a1b3): 1 example from 

England.
I-L258 (I1a1b3a1): 5 examples, 4 from Finland and 1 from Poland.
I-L813 (I1a1b3b): 1 example from the Netherlands.
I-CTS9346 (without ISOGG name, below I1a1b3b): 1 example from Sweden.
I-L300 (I1a1b4): 3 examples from Finland.
I-Z60 (I1a2a1): 1 example from the Netherlands.
I-L573 (I1a2a1c): 1 example from Germany.
I-Z63 (I1a3): 7 examples, 1 each from Czech Republic, Poland, Russian Federa-

tion and UK.

Are any of the carriers of this haplotype matches to each other?

FTDNA will indicate two people matching each other if there is a possible common 
ancestor within the past one thousand years based on the similarity of their STR 
markers. Sometimes, by chance, the most recent common ancestor is much further 
back in time than that. Of our members, two have not yet tested more than 12 
markers. The others, who have analyzed 37 or more markers, have on the 37 or 
more marker comparison level in 11 cases no matches among other members of 
our project. This is not to say that they don’t have interesting matches on their 
own. The record holder when it comes to interesting matches among the 27 project 
members appears to be B8417 who has a perfect match at the 37 marker level; 
the both of you may upgrade to 67 markers to clarify whether your relationship 
is as close as the 37 markers indicate or not (97 % probability that your most 

→
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recent common ancestor lived within 8 generations). On the other hand, one of 
our project members still does not have any matches at the 37 marker level.
 The clusters of matches between the members of our project are as follows:
 Kit number 279612, with the oldest know ancestor Anders Jonsson Rund-
vall, b. 1823 in Göteryd in the southwestern part of Kronobergs län, has as the 
best match N34884, a descendant of Carl Magnus Collander, b. 1760 in Vaasa, 
Finland. Between them there are three differences at 67 markers, and one dif-
ference at 37 markers (which below is expressed as 3/67−1/37). The latter also 
matches 155579 with roots in Norway in the 18th century at 7/67−3/37.
 Kit number 319503 with the oldest known ancestor Sven Svensson Hertzman 
b. 1831 in Vedby in northwestern Skåne, matches 331885 at 2/37 who lists Anders 
Månsson b. around 1734, who in 1783 lived in Grönby, Anderslöv, Skåne, and 
259537 at 4/37 who lists Magnus Lönegren b. 1703 who can be traced from the 
year 1730 when he moved from Dädesjö to Algutsboda parish in Småland. The 
two matches also match each other at 3/37. Only the latter of the two matches 
has tested at the 67 marker level so far. Both 331885 and 319503 match, at 4/37, 
the previously mentioned 155579 with roots in Norway in the 18th century and 
the above mentioned Rundvall. 319503 has a 4/37 match with 134465 from Has-
slö in Blekinge (please consider adding the name and year of the oldest known 
ancestor). Test taker 177347, who through a relative who turns out to be a 2/67 
match has secured his paternal line Pruitt from Salisbury, England, is connected 
to the previously mentioned Norwegian at 3/37 as well as to the Hertzman and 
Rundvall descendants. The Norwegian line also has a 6/67−3/37 match with test 
taker 315960, who descends from Per Jönsson b. 1766 and d. 1825 in Ljunghus, 
Skanör, additionally three 4/37 matches with 1) 304262, a descendant of Johan 
Oscar Thorman b. 1851 in Motala, 2) 163768, a confirmed P109, from Motala 
(please consider adding the name and the year), and 3) 130570, also a confirmed 
P109, a descendant of Olof Jönsson b. 1620 and d. 1672 in Siknäs, Nederkalix.
 As can be seen, these people sporadically appear as each other’s matches − and 
all of these 12 persons have a varying number of Chisholm matches (the closest 
match being a 4/67−1/37 match to the Rundvall descendant). If coincidental diver-
gence hasn’t played a role here, a guess is the many really belong to the subclade 
I-P109. However, as of yet, there are only two people who have confirmed this 
through SNP testing. Hopefully, several people from these clusters will decide 
to test SNPs that have been found downstream of P109 (CTS11525, CTS9875, 
F1583, PF3247); this would probably shed some light on things.
 Among the carriers of this haplotype, some have the same 12 marker haplotype 
by chance and their most recent common ancestor is 3,000 years or so back in 
time. One example of this is test taker N48161, a descendant of Jöns Clausson b. 
1715 in Glemminge in the southeastern part of Skåne. This is the same person 
from above who has the 3/37 match with the Rundvall descendant and the 4/37 
match with the Collander descendant (these two don’t show up as his matches 
at the 67 marker level which they all have tested). The Glemminge descendant 
also has Chisholm matches (the best match at 3/37), but has through SNP testing 
determined that he does not have P109. Meticulous SNP testing proves to be very 
important in order to determine who shares a more recent ancestry.
 On the following page is an overview of suggested tests each project member 
having Ht 2 may chose to do next. The numbers are FTDNA kit numbers.
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Magnus Bäckmark 
Thanks to Steve Trangsrud, the I1 Project
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An mtDNA branch within H1* appearing in Northern Sweden
− of which two members this far have found a recent connection

H1 is the largest of the subclades of the 
major mtDNA haplogroup H (with a 
share of 30 %), from which it branched 
off 15−20,000 years ago. 13−14 % of all 
Europeans belong to H1. In addition to 
these figures, FTDNA also reports that 
the frequency  is 46 % in the Iberian 
Peninsula. However, this appears to be 
incorrect (see next paragraph).
 H1 and its subclades is predomi-
nantly found in North Africa, Europe, 
and the Middle East, also in lower in-
frequences in Northeastern Siberia and 
Central Asia. The highest infrequences 
are found among the Tuaregs in Libya 
(61 %) and the Berbers in Morocco (20 %). 
The spread into North Africa is believed 
to have started from the Iberian Penin-
sula 8−9,000 years ago. That’s where the 
highest frequency is found within Europe, 
especially among the Basque (28 %). In 
Scandinavia, 18 % is found in Finland. Of 
special interest to Scandinavians is the 
fact that there is still no known Saami 
maternal lineage belonging to H1. (Ottoni 
et al., MitochoNdriAl hAPlogrouP h1 iN 
North AfricA − AN EArly holocENE Ar-
rivAl froM iberiA, 2010.)
 The latest statistics regarding the matrilineal haplogroup H1 and its sub-
clades in Sweden indicate a frequency of somewhere between 8.9 % (54 of 604 
persons in the Swedish DNA Project) and 11.4 % (49 of 428 persons in the Swedish 
Haplogroup Database). If we instead look at the present population as a whole 
(more specifically 1,703 individuals born in the country during 2003), then the 
frequency in Sweden is 14.1 %, with the highest frequency in Gävleborgs län 
(23.5 %), followed by Dalarna (21.6 %), and Kalmar län including Gotland (19.4 %). 
The lowest frequencies are found in Västmanland (7.1 %), Västerbotten (7.5 %), 
and Västernorrlands län (8.8 %). If we look at the three metropolitan regions, 
they all have a lower frequency of H1 than the country as a whole, with the lowest 
frequency in Malmö (7.3 %). If we compare Götaland, Svealand, and Norrland, 
then the frequency gradually increases the further north we get. (Lappalainen 
et al., PoPulAtioN StructurE iN coNtEmPorAry SwEdEN, 2009.)
 We are now going to look closer at on branch belonging to H1 but none of its 
over 200 named subclades. The notation H1* (with an asterisk) indicate all the 
members of the root group whose subclades below H1 are not yet named. 11 of 
our project members, who have completed a full sequence test, fall within this 
designation. (There could also be a number of H1:s among those who only have 

The first known locations of six of 
eight maternal lines with exactly the 
same mtDNA.

→
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tested HVR1+HVR2. Unfortunately, we’re not able to know this since the defining 
mutation of H1 is G3010A which is located in the coding region. So, those H1:s 
who haven’t yet completed the full sequence test are only assigned the label H. 
Test takers with the same HVR1+HVR2 haplotype as the previously mentioned 
group are also found within haplogroup H3.)
 The relationship between the group of eleven can be reconstructed according 
to the overview above.
 Of the eight people who have the same mtDNA haplotype, those who are 
members of the H1 Haplogroup Project have been assigned to the predictive 
subclade H1-T16311C! − the back mutation of C16311T, which they all have. 
That is, it has been assigned as the defining mutation of that predictive subclade 
(which at this pint only is used as a working hypothesis within the H1 Haplogroup 
Project). The following of the eight are members of our project:
 26048, descendant of Sigrid Johansdotter, b 1731, d 1822, Glissjöberg, Sveg, 
Härjedalen.
 264958, from Brita Jonsdotter, b ca 1770, Ytterlännäs, Ångermanland.
 319581, from Cathrina Jonsdotter, b 1745 in Falmark, Skellefteå, Västerbot-
ten.
 330473 from Malin Nilsdotter, b 1683, Åbyn, Burträsk, Västerbotten. →
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One of the others is a descendant of Karin Nilsdotter (where?, when?), whose 
granddaughter Karin Pålsdotter (1694-1760) died in Björsbyn, Nederluleå, 
Norbotten (according to the GEDCOM file, is there more information regarding 
Karin Nilsdotter?). Yet another is a descendant of Karin Jakobsdotter, whose 
daughter was born 1713 in Sunnansjö, Nordmaling, Ångermanland. A third one 
descends from Marina Soper, b. 1833 in Maine, USA. The remaining one hasn’t 
indicated from where or when his or her maternal lineages first appear. With a 
clearer picture, the probability of discovering the connection between the lines 
within the genealogical timeframe, where such exists, would increase.
 Since the known locations are all in Norrland (the northern part of Sweden), 
with one exception, it’s an indication that their most recent common maternal 
ancestor lived there or not too far from there.
 Today, the eight have 182 full sequence matches (not counting each other). 
Of the GD = 1, 2, and 3 matches, some are found in Morocco and Egypt to the 
south, in Scandinavia to the north, the Iberian Peninsula and the British Isles to 
the west, and Eastern Europe and Russia to the east. (Lineages found in Austra-
lia, the USA, Jamaica, Puerto Rico, and Brazil presumably have their roots in 
Europe.)

An observed problem with H1-T152C!

Additionally, there is a newly tested individual who was discovered to be closely 
related to 330473. The two maternal lines originate from two daughters of Brita 
Stina Larsdotter b. 1803 (in Åbyn, the same village as her oldest known maternal 
ancestor lived in), a descendant of the above mentioned Malin Nilsdotter. On 
the line from Brita Stina Larsdotter to the newly tested individual, the muta-
tion C152T (in the HVR2 region) has mutated back to its original state. This is 
written as T152C!. The exclamation mark indicates a back mutation. That is, 
the nucleotide base C was originally in that position, which due to a mistake in 
the DNA copying process (mutation) was replaced by the base T in the, at the 
latest, most recent common maternal ancestor of the eight (nine) individuals. 

“Exponse” your maternal ancestor

You can benefit from entering the name, year, and location of your most 
distant direct maternal ancestor in your account. This information will 
be visible in your project comparison tables. In addition to providing a 
better picture of where different branches appear, it may also prompt a 
fellow family researcher to contributing to your line even further back in 
time. You may of course also exchanged information via email − with the 
person directly, if it’s your own match, or through a project administrator 
if you find an interesting person through the project comparison tables. 
Provide the kit number (which you’ll find in the comparison table), and 
the administrator will forward your inquiry to the person behind the kit 
number. − This applies also for the oldest known ancestor on the pater-
nal line, for those who have done a Y-DNA test.

→
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Once again, at some point during the 19th and 20th centuries all the way to the 
newly tested individual, a mutation happened, back to C.
 It is not very helpful that the newly tested individual was assigned the label 
H1-T152C!, since the mutation T152C! has happened in various places on the 
H1 tree. In other words, the nucleotide 152 is relatively unstable. Hence, ”H1-
T152C!” is misleading as an experimental haplogroup label. The newly tested 
individual has GD = 1 matches and higher, none of whom have any connection 
to Northern Europe. Through research in the historical records we can tell that 
in this case they belong to different (but close) branches within H1* on which 
the mutation T152C! has taken place.
 The matching system at FTDNA is designed in that way that persons who 
have received different haplogroup labels are not shown as matches to each other 
in their full sequence match list. The reason is that a different haplogroup (when 
right labeled) usually means that a relationship to persons with the haplogroup 
compared to isn’t possible within the genealogical timeframe, since even the most 
recent named subclades are up to several thousand years old. In this case there 
is a GD=1 match to the eight, but at present that match is only visible in their 
HVR match list.
 Hopefully FTDNA might adjust their matching algorithms so people with 
up to GD=3 is shown in the full sequence match list, regardless of what haplo-
group lables those persons have been assigned? When the maternal family tree 
eventually gets better mapped, with more tested lineages and named subclades, 
a problem like dissolves anyway, when the experimental haplogroup label is 
replaced with one that proofs being better.
 The lesson at present is that one can pay attention to the matches in the HVR1 
and HVR1+HVR2 match list (provided one have a haplogroup label with only few 
letters, like H or H1, because so rough determinations are hardly wrong). If there 
are matches with a geographical origin close your own, compare your mutations. 
Mutations in HVR1 and HVR2 are easily compared in the comparison table of 
projects you both might be members of. Mutations in the Coding Region are, 
though, not shown on the Internet, so at least those ones you have to exchange 
with your match by copying into an e-mail or taking a screenshot of the list of 
mutations shown below mtDNA > Results in your account. If your connection 
prove to be so recent that it can be identified in written records, a haplogroup 
designation error of the H1-T152C! type has been made. In that case, you thereby 
have valuable knowledge to share that helps the reserach on the mtDNA tree 
forwards.     

                                                                                   Magnus Bäckmark

Get a second opinion about your mtDNA haplogroup

It is possible to get a ”second opition” about your mtDNA label on James 
Lick’s webpage mtDNA Haplogroup Analysis (http://dna.jameslick.com/
mthap/). First, when logged in at FTDNA, go to mtDNA > Results and 
click Download FASTA. Then a so-called FASTA file is downloaded to the 
file with downloads on your computer. At the webpage mentioned you 
then browse for that file and click Upload. It all doesn’t take more than 
a couple of seconds.
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News about the Swedish Haplogroup Database (SHD)
 
In our introduction mail, and in the previous issue of SwediSh dNA Project 
NewS (No 1, 2013), we mention SHD, a database of people that historically has 
been living in present-day Sweden and whose haplogroups are known (con-
firmed or predicted). You as Y-DNA or mtDNA tested (with FTDNA or any other 
company) are making a great contribution if you add your straight paternal 
(father, father’s father etc) and maternal (mother, mother’s mother etc) ances-
tors, and if you like their children, to the database. All these share the same 
haplogroup. In addition to our own contributions we add ancient DNA (aDNA) 
haplogroups from examinations of archeological human material, such as the 
Viking woman Estrid Sigfastsdotter, living in Broby, Täby in Uppland during 
the 11th century. She was found to belong to mtDNA haplogroup J.
 Why should I join SHD and have do I do it? In SHD you find results from all 
test companies, not only FTDNA, and here you can search for not only the earli-
est known ancestors, but all the persons in the paternal and maternal trees. 
You can also search for places and find people geographically with a certain 
haplogroup. The possibilities for comparison with other testers’ trees are great. 
If you find something interesting it is easy to send a message to the other tester.
  By participating you also contribute to a better knowledge of the distribu-
tion and frequency of haplogroups across the country, interesting for research 
about when and from where present-day Sweden was populated. This can be 
studied in the Statistics section of SHD, with maps, pie charts and tables. As 
a complement, you can also view these statistics for our FTDNA project, the 
Swedish DNA Project.
 Go to http://dna.scangen.se?lang=en and enter your paternal tree (with your 
YDNA haplogroup) and your maternal tree (with your mtDNA haplogroup) un-
der ”Add your data”. Login with a password of your choice, create a tree and 
then either manually enter your ancestors, or send them with a file. There may 
be some delay if you choose the file alternative. People younger than 100 years 
will not be shown publicly.
  We continue to improve SHD with new functions and enhancements. As you 
may have noticed, FTDNA has implemented a new YDNA tree and now only 
shows the terminal SNP (mutation) defining your place in the large haplogroup 
tree. The big advantage with this system is no more name changes, I-L22 will 
always be I-L22. However, the long, hierarchical names (with alternately let-
ters and numbers) better show where a certain SNP is located in the large tree. 
To be able to show the statistics as flexible as possible, we use the hierarchical 
names in SHD (according to the standard of ISOGG, International Society of 
Genetic Genealogy). When adding your YDNA tree to SHD, you need only enter 
the terminal SNP (such as L22) and SHD will convert it to the long name for 
you.

→
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This is a map of the earliest known ancestors with mtDNA haplogroup J, that is 
Estrid Sigfastsdotter’s haplogroup. Move the mouse cursor over a mar ker to get 
information about the person’s name, the place and the exact haplogroup (some 
may be more detailed, such as J2a1a1a2). Click the marker to see the tree, with 
the option to make contact.

What’s next? We have plans to present statistics not only for the oldest ancestor 
in the trees, but also for certain points in time. The distribution and frequencies 
of haplogroups may not be the same if we are talking about the Middle Ages or 
the 1900’s. As the number of persons in the database increase, such statistics 
will be more and more interesting. So, keep contributing with your family trees 
in SHD!

 
Anders Berg


