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DNA Gedcom Client A onn

* DNA Gedcom is a desktop program created by Rob Warthen that will gather your autosomal DNA matches
and downloads match data into a database. It is an enhanced version of the browser-based precursor

program by the same name.

To install, download the client interface program to your PC.

« DNAGedcom Client for Windows (Current Version 3.1.3.9) - Instructions / Installer 5 x

* DNAGedcom Client for Mac (Current Version 3.1.3.8) - Instructions / Installer

* Data is saved into a single SQLite relational database on your PC; no need to re-download it again as it will
only download new matches not previously gathered (unless database was deleted).

* Allows gathering of different data such as In Common With (ICW) matches, links to family trees, MRCA, etc.
that can be analyze using other DNAGedcom tools or viewed as comma delimited value (csv) text files .

e Performs clustering functions, surname lists, and more.

Help pages: https://doc.dnagedcom.com/?Help

Source: https://doc.dnagedcom.com/help/gather-tools/



https://doc.dnagedcom.com/help/overview/
https://doc.dnagedcom.com/help/gather-tools/
https://doc.dnagedcom.com/?Help

Background: Ancestry Blocked Downloading
Client DNA Match Data

In May 2020, Ancestry blocked 3 party software, Genetic.Affairs and Genealogical
DNA Analysis Tool (GDAT)", from accessing DNA data for people using their services.
These 3™ party entities ran many clients simultaneously, causing Ancestry’s site to
slow down and in some cases crash.

Ancestry position was:

» that providing login credentials to a third party and downloading DNA match
information was against their Terms Of Service (TOS).

» Ancestry’s TOS states you won't run a scraper program.

Web scraping is a technique to automatically extract content and data from websites using
bots.

t Formerly Genome Mate Pro (GMP).



So How Does DNAGedcom Software Obtain Your
DNA data?

The DNAGedcom program only exists on your PC. For each DNA site (Ancestry,

My Heritage, etc.) you enter your username and login data which then can be
stored locally on for any subsequent logins.

DNAGedcom logs onto the DNA site and uses ‘scraping’ to obtain the requested
data. Note DNAGedcom limits the rate of data transfer to avoid overwhelming
the site with high bandwidth downloads and so they haven’t restricted access.

It locally gathers your data and only you use it on your PC.



Why use DNAGedcom? Advantages?

* The manual gathering of DNA matches often goes on “for more than
day can easily collide with operating systems updates, power failures
and user errors of all sorts. Unless you know how to restart a gather
without losing data, avoid this approach.”

* DNAGedcom “uses an incremental gather plan to gather the closest
matches first. You can reset the lower cM to keep gathering data for
matches who share less DNA.

* Because a subsequent gather with the same upper limit starts where the
previous one left off, the new gather will pick up any new matches above the

previous lower limit and then proceed to pick up matches in the new lower
range.

https://doc.dnagedcom.com/help/tips-and-tactics-for-gathering-dna-data/



https://doc.dnagedcom.com/help/tips-and-tactics-for-gathering-dna-data/

Data Gathering

* Data can be obtained from 23andMe, Ancestry, Family Tree DNA,
MyHeritage and Gedmatch

» Gather Matches that overlap each other

» Gather ALL matches

 Gather various individual matches

* Triangulation data

» Gather your matches ancestry information and links to trees

* Ethnicity (Ancestry only; don't collect ethnicity data unless
you have a defined purpose.)




Data available for DNA GedCom

Available Data from Vendors

Vendor Match ey In Common With fiopeyates Trees | Ethnicity
some Segments
AncestryDNA | vyes NA >=20 cM’ no yes yes
MyHeritage yes yes yes yes yes not yet
FTDNA yes yes yes no yes not yet
53andMe ves ves All or#fllterfed by |Filter for.matches W|tP>1I< o not yet
overlap® or kit name |overlapping segments
Gedmatch Yes yes Yes (Tierl) yes yes not yet

" Ancestry’s threshold of “fourth-cousins-and-closer” or 20 cM ancestry-shared-matches

Source: https://doc.dnagedcom.com/help/gather-tools/

T Use overlapping matches if you plan to run the Chromosome Matrix App (CMA) tool.

“Overlap” refers to a segment overlapping another match’s segment. “All” also includes
segments that don’t overlap another kit. This may be useful as these segment matches may
show up on other platforms. “All” will compare every single match to every other match. This
can be a lot more data and take longer to download. * Not true triangulation data.


https://www.dataminingdna.com/ancestry-shared-matches/
https://doc.dnagedcom.com/help/gather-tools/

DNAGedcom Client Interface A onceseon

DNA Gedcom

home qge h as ‘ﬁ\‘DNAG“’“’"‘ Gather ~ Autosomal  People Data o
N O ® 0 @
four tabs

1 Gat h er Welcome to the DNAGedcom Client 3.1.3.9.
. Select from the top menu items to Gather data or Process your information.

A t m I You are currently storing your data in C:\Users\SULLRICH-Dell\Documents\Genealogy\1
u OS O a DNA\DNA Gedcom\FTDNA Gedcom in database file DNAGedcom.db

Database Available

2.
3. People
4,

Data

Open Folder

How to use DNAGedcom client:
https://doc.dnagedcom.com/?fbclid=IwAR28fZKEtRdjEQN1tQOJrE8xquo0QURrcyA nudqgtKusegVYsSiCvKOCAtQ



https://doc.dnagedcom.com/?fbclid=IwAR28fZKEtRdjEQN1tQOJrE8xquo0QURrcyA_nu4qtKusegVYsSiCvK0CAtQ

DNA Gedcom Client Interface - Settings ¥ onacedcon

DNAGedcom homepage has

‘Ynnmedmm Gather  Autosomal  People Data 'a' .
Settings and Open Folder, @),
Welcome to the DNAGedcom Client 3.1.3.9. CO m m a n d S .

Select from the top menu items to Gather data or Process your information.

You are currently storing your data in C:\Users\SULLRICH-Dell\Documents\Genealogy\1 N
DNA\DNA Gedcom\FTDNA Gedcom in database file DNAGedcom.db

Settings

Database Available

DB Folder:

Database Name:

]

Open Folder

Fix Database

Genetic.Family Bridge
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@ “Open Settings” lets you choose location of the database.
“Open Folder” opens saved files and the database.

DNA Gedcom Client help: DNAGedcom How to Use Guide



https://doc.dnagedcom.com/?fbclid=IwAR28fZKEtRdjEQN1tQOJrE8xquo0QURrcyA_nu4qtKusegVYsSiCvK0CAtQ

DNA Gedcom Client Gather

Select one of the 5 DNA match databases to gather match data.

Home Autosomal People Data
. @ ) Ancestry
O pt I O n : e Gather data from Ancestry, including Matches, ICW and Matches Trees

23 and Me

Gather data from 23andMe, including Matches, Chromosome and ICW.

1. Gather 3 \

@ > Family Tree DNA
FamilyTreeDNA
Gather data from FamilyTreeDNA, including Matches, Chromosome, ICW and Matches Trees

My Heritage
@ BETA Gather data from My Heritage, including Matches, Chromosome, ICW and Matches Trees. (Beta)

@ [gchh] GEDmatch Genesis
Gather data from GEDMatch..... In Beta
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DNAGedcom Client Gather — Ancestry.com

AnCEStry Inte rfa ce: Home Gather Autosomal

People Data

0 Add Ancestry login

Stephen!

. . . o Stephenl oy
information, login. 9

: : Remember Me
Modify Credentials
e Select Ancestry _

database

9 Select cM ranges

Time remaining is 0:06:08

Gathering Matches currently at 24.4cM 1.0% Complete 200 of 19563

Web Login

Profile

@ Check options for

r
Stephen Ullrich

Gail

ICW*, gather trees and

Kathryn
Stephen Ullrich

minimu I to |maximu

Clear ICW

e Clear Tree

cM Range
Gather ICW

6 Start data gathering Gather Trees

Gather Ethnicity
@ Progress bar

/ or ethnicity options

O O K

Clear Ethnici

CAUTION! “Clear xxx” buttons will delete all existing ICW, Tree or
Ethnicity data from your database before re-gathering the information.

*ICW = in common with (i.e., matches that share a common ancestor)

Gather DNA Data

Run Report

Match Demographics
all
new
close
distant

19563

432
19131

11



Data File Content - Ancestry

L Mame Date modified Type Size
File info: £39) icw_Stephen_Ullrich.csv 11/20/20214:32 .. Microsoft Excel Comma... 2102 KB
A B C D E F G .
1 matchid matchname matchadmin icwid icwname icwadmin Source Ancestry ICW data flle:
2 |6705FBEA-BANN Ann JETALEAA-DOSE O.C. Liz Ancestry . .
3 6705FGEA-6:ANN Ann 50320837-5B55- leb12489 leb12489 Ancestry iIcw FirstName LastName.csv
4 B705FBEA-B ANN Ann 82AD00SF-D5S9LC Marleen Marleen l.._...__. Ancestry - —
5 |6705F6EA-BIANN Ann 6DCE4306-9453 LINDA LINDA Ancestry
6 |6705F6EA-6]ANN Ann 64DCH052-C9BL Nanakas Manakas: Ancestry
7 |6705FBEA-BANN Ann 99ELFBDG-CECE Seth I . Seth . Ancestry
3 |6705F6EA-B.ANN Ann AA3CI976-CCOE evans, evans_ J  Ancestry
9 |6705F6EA-6]ANN Ann 2BEBGECO-0842 B.K. Dan Ancestry
10 |6705F6EA-BANN Ann C7246428-T6A4 T.W. Andrea Ancestry
icw_Stephen_Ullrich )

Ancestry’s ICW data shows match person and the name of ICW match and
administrator’s names.

Second Ancestry file: a_FirstName_LastName.csv (Ancestry tree search results)

A B C D E F G H | J K L M M 0O p
1 |testid matchid name admin surname  given hirthdate deathdate birthplace deathplace relid source  personid fatherid motherid matchguid
2 |E8613A83-002643C2-|eearmed leeannet 1 5.67EH)E 5.67EHOB 5.6?E+DS|002643C2-!EE
3 |EB613A83 002643C2- leeanned leeannet Griffin John Edward 21/10/1900 13/10/1961 Horsham,, Victoria, Royal Melbourne Hospital, 10 2.84E+10 2.84E+10 2.84E+10
4 |EB613A33-002643C2- leeanned leeannet Baxter Andrew Abt-1734 1862 Scotland Yorkshire, England 100 2.22E+11) 2.22E+11 2.22E+11
5 |EB613A83-002643C2- leeanned leeanner  Standley  Lillian Margaret 17/08/1904 27/08/1995  Kensington Hill Vict Melbourne Victoria Austra 11 5.67E+08 2.84E+10 2.84E+10
& |EB613A83-002643C2- leeanned leeannet Renkin lohn 22-Feb,-176¢ 24th-July,-184 Govan, Lanarkshire, Workington, Cumberland, 112 2.22E+11 2.22E+11 2.22E+11
7 |EB613A83 002643C2-lecanned leeanne:r  WILSON  Jane 24-0ct-1770 28-Aug-1843 Carlisle, Cumberlan Cumbria, Cumberland, Eng 113 2.22E+11
& |EB613A83-002643C2-leeanned leeanne: Guy Thomas 9-July-1865 24-Dec-53 Parish of Paywit Swan Hill, Victoria 12 2.84E+10 2.22E+11 2.22E+11



Gathering Data from My Heritage

My Heritage Login

Stored Credential Email Address Password 1 * Log O n to M y H e rlta ge req u I res
| [T a login at My Heritage website.

I

- (]

Match File:

-
Chromosome File: E x
Discover. Preserve. Share.
Gathering Matches currently at 17.6cM 16.1% Complete 1249 of 7772
YOUR FAMILY-HISTORY
Time remaining is 0:14:30

ICW Running: Sleeping - MH Wait time set to 0 seconds

Profile Robert Ullrich

cM Range ) |15 | to |400 |

Gather Chromosome

Gather ICW = m

Gather Triangulation 0 Clear Triangul

Gather Trees 2. SeIeCt DNA tester

GMP |[): | D-A48FC2E5-0AA4-4F64-ABFA-C97ASBSCE2SE N I 3 . G at h e r O pt i O n S : C IVI )

ID for GMP (Genome Mate Pro) software use only. Chromoso.mes, ICW,
: . Triangulation, Trees.
Now called Genealogical DNA Analysis Tool (GDAT).

13



My Heritage Data Gathering Strategies

The gathering of matches can take several days or

Gathering Matches currently at 16.2cM 20.8% Complete 160 .
w longer so best to let run in background. For

Time remaining is 6.17:56:00 . . . .

(W Running: Sleeping - MH Wiait time Se 10,000 matches and 1 minute wait time, it would
take 18 days to gather all.

Profile STEPHEN Ullrich
On your PC, turn off sleep mode, stand-by or

cM Range G Do [0 hibernate to prevent stopping downloads.

Gather Chromosome

Gather ICW . . .

Gather Triangulation Another option is to gather incrementally,

<

Gather Trees

starting at higher shared cM ranges. Also don’t
gather all options at once.

However, once gathered the data remains and
starts with matches not yet gathered.

Slee
ICW and tree data are the most time-consuming processes. "

When plugged in, PC goes to sleep after

Never ~

14



Alternative Way to Gather from My Heritage

:::r:;rci:::nlt-ioalgin Email Address Password MyHeritage data are among the mOSt
o| e[ challenging to gather because they offer
¥ Remernber Ve the most data and because MyHeritage
enforces a pause of almost a minute
Match File:
Chromosome File: between eaCh matCh gathGFEd.

[ ]

MyHeritage also has ‘Load files’ option.
Download the files first directly from

You are logged into My Heritage

Profile Robert Ullrich
MyHeritage and then load them into
e DNAGedcom. It drastically decreases the
o esta Itional Tfamily members .
oA vacnes] DNA Tools _é Get suggestions time needed to download the ICWs, etc..
Exporting entire DNA Matches list ’ Y Filters = Sortby Q
A file of your entire DNA Matches list will be ready in a few minutes ! :=  Export entire DNA Matches list H
We will email it fo you at sullrich26@gmail.com as soon as it is ready | At MyHerItage on your DNA MatCheS
@9 ” 4% (3,002.3 cM) & Export shared DNA segment info for . .
- all DNA Maiches page, click on the 3 vertical dots to
[ ox © Whetare oiARches? download the match and segment files.
Ir\\g} STEPHEM Ullrich DMA Matches list Movember 28 2021-FT-G44577.zip &) 11/28/2021 5:54 PM Compressed (zipp.

STEPHEM Ullrich DMA Matches shared segments Movember 28 2021-FT-G44577 zip @ 11/28/2021 &:01 PM Compressed (zipp.



Gathering Data from Family Tree DNA

Home Gather Autosomal People Data

5 —
DNA Gedcom FTDNA Login

Stored Credential Kit Number Password

options: x I [
1. Gather

You are logged into FTDNA
:> O
amilyTreeDNA

Profile Stephen Ullrich

Match cM Range
I Chromo cM Min

Gather Chromosome

Run Report
Gather ICW
GED Gather Trees
[match]
GMP ID: | tF xQ== |
Gather Options: Chromo cM
Min Gather Options: Chromosomes, ICW, Trees.

*Chromo cM Min’ option no longer as important as matches below 6 cM matches not included.

Gather DNA Data

Select ‘Run Report’ any
time you want to
generate reports (CSV
files) from the database
without gathering.

16



Gathering Data from Gedmatch
Home Autosomal People Data

plancesery GEDmatch Login
D N A G e d CO m EMail Address Password:
O pt i O n S : sullrich26@gmailcom | sessssssses “

Remember Me
1. Gather

<

Logged into GEDmatch Genesis

* Enter Gedmatch kit 1D,
S

[EEB} GEDmatch Genesis
Gather data from GEDMatch..... In Beta

Gather Options: ‘Gather Matches/ICW’ or ‘Gather Trees’

17



DNAGedcom — 23andMe Data Collection

23andMe Login

P roce d u re E-Mail / Username: Password: @
€@ Login to Gather % Remember e
matches
. Finished Gathering Shares.
@ Select Profile & the g

ICW options.
€ Type of ICW Gather
O Hit ‘Gather Matches’

Profile:

Choose ICW to Gather

Gather Matches that Overlap each other ©
Gather Matches that Overlap each other | b‘

Gather ALL Matches

Filename: “<profile name>_23andMe_RF.csv”

From dropdown menu, select: “Gather Matches that Overlap each Other” OR “Gather ALL Matches”

The overlap means comparing a match that has a chromosome segment that overlaps the other match.

18



Gathering Data from 23andMe — ICW Options

e 23andMe doesn’t have a clear way to get shared matches.
So, the way it works is each match is compared to each other
match.

* Gathering matches that overlap means they only compare a
match that has a chromosome segment that overlaps
another match.

* If ‘A" matches you on chromosome 1 between 1 and 10,000 and ‘B’

matched on chromosome 1 between 5,000 and 15,000, they
overlap and the tool will then compare those 2 people.

[ A |

B




File Output & Data Content - 23andMe

E@ STEPHEM ULLRICH_Combined_23andMe_FlA.csv = 11/20/2021 501 ...  Microsoft ... 9,016 KB
E@ STEPHEM ULLRICH_Owverlap_23andMe_FlA.csv @ 11/19/2021 3:04 ...  Microsoft ... 9,235 KB
@

!@ STEPHEM_ULLRICH_23andMe_RF.csv 11/20/20271 10:54 ...  Microsoft ... 372 KB

{} Combined _23andMe_FIA: combines the ‘Overlap’ and the ‘All’ FIA segment data

{} Overlap_23andMe_FIA: a listing of all segments shared by any two of your matches
(including but not limited to those you share)

{} _23andMe_REF: a listing of people you match, along with information regarding the
match

Note: The csv files are for your use outside of the DNAGedcom client,
and this data is also stored within the DNAGedcom database.
FIA = Family Inheritance Advanced; RF = Relative Finder



RF Data from 23andMe

RF is the list of matches and related information, formerly called Relative Finder.

File name: @ STEPHEM_ULLRICH_23andMe_RF.csv

A B C D E F G H

1 Name Sexn Birth Year Relationship Predicted Relat Predicted Range OMNA Sharec Segments 5 F
17 KW male third_cousin third_cousin  third_cousin-fourth_cousin 0.0075 3
18 |Isahelle female third_cousin  third_cousin-third_cousin 0.0075 2
19 |Richard male fDLII"thﬂlLIS'IFI third_cousin-fifth_cousin 0.0075 2
20 \Magge | female third_cousin  third_cousin-fourth_cousin 0.0071 3
21 |allen La male fourth_cousin  third_cousin-fifth_cousin 0.0089 2
22 |Ryan M male third_cousin_o third_cousin_once_removed-thi 0.0069 3
23 |Dennis male third_cousin  third_cousin-third_cousin 0.0069 3
24|Jaquel1,r female fourth_cousin  third_cousin-fifth_cousin 0.0068 1
23 | Heier female fourth_cousin third_cousin-sixth_cousin 00064 1
26 |Karen female fourth_cousin third_cousin-fifth_cousin 0.0062 z
27 |Christopher male third_cousin  third_cousin-fourth_cousin 0.0062 3

H | ) K L Ml M 0
Segment ¥ | Paterna ¥ | Maternzg * | Birthplg * | Residen| ¥ | Ancestry ¥ | Family Surnames ¥ | Family Locations "lhlu:rtes

3 Lawlor, Fitzpatrick, Schlieske

Cavanagh, Seismann, Fallon, Curran, Lennon

Ostrowski, Laszinski, Landowski, Platta, Burant,

Doherty and Dubia and Sevo, Gerritts

LR = W R W R R



Other Data Options

Gather Trees: Check this box to gather the Tree information for the selected Profile
to your DNAGedcom database. A separate CSV file named ‘a_tester_name.csv’ is
saved to your computer (Ancestry, My Heritage, Family Tree DNA).

Gather Ethnicity: The ethnicity information for each match will be saved for your
matches to a CSV file named ‘m_tester _name.csv’

File name: ‘a_tester_name.csv’

v W X ¥
ethnicregions ethnictraceregions matchurl

A B C D E F K L Pl M ]
- - - - - - 2021 077,2021 2021 061,2021 07¢https://www.ances- -
1 |testid matchid name admin surname  given b'rthdat‘iznu_o??,zozl_ 2021_074,2021_067 https:ﬁwww.ances-EI'd SOUFCE personid fatherid motherid
2 |EBR13AB3-A 00061D90-C annedyner 2021_077,2021_2021_070 https:/fwww.ances 1 19415405811 19415405815 19415480668
3 |EBB13AE3-6 00061090-C annedyner ickard loseph 6-Feb-187/2021_077,2021_2021_058,2021_05¢ https://www.ances 10 28045947590 | 23457791594 28457791599
. - L
4 |EBG13483-5 00061D50-C annedyner Connelly  Catherine  Abt-1g7g 2021 061 2021_058,2021_07Chttps://www.ances 19
C . ]
5 |EB613A83-6 00061D90-C annedyner Hodge Christopher May-1870 2021-077,2021 2021 076,2021 02¢https://www.ances Example of Ancestry data
i 12021 077,2021_2021_074,2021_07: https://www.ances
& |EBR13AEB3-A 00061D%90-C annedyn Dixon Kate I:h:t::ur:ler-il.:2[:'21_0},:Frzrl qqqqqqqqq AP S —— 13 for a matCh
7 |EBG13AE3-6 00061D90-C anne annedyner Cahill Henry W.  Abt-1874 2021 g77.24 H - 14
_ 072 Ethnicity data www.ances
8 |EBR1SAB3-& 00061D90-C a annedyner Cunningham Evelyn Abt-18B4 2021 061,22 www.ances 15 19420319405 28458640576 28458640585
0 |EBG13AR3-6 00061090 edyner annedyner Maher Thomas E  16-Jan-28 2021 _077,2021 2021_061,2021_05¢ https://www.ances 3 19415405815 19415405816 19415405817
10 Co4

List of people found in a match’s tree.
Includes given name, surname, birth & death dates & locations.




Autosomal Analysis: Collins Leeds Method (CLM)
and Chromosome Matrix Clustering (CMA)

* Two clustering options: CLM and CMA

Genetic.Family, part of the DNAGedcom family of tools, is here to help you collaborate with your matches.

l"% Collins Leeds Method (CLM)

Create a Collins Leeds Method Clustering of your matches

CMA

Create a Chromsome Matrix App Clustering of your matches

23



What is Collins Leeds Cluster Analysis?

* Collins Leeds Analysis: tool for clustering your DNA matches based on the Leeds
Method. The number of clusters depends on range of cM included. For example,
use 90 to 400 cM to include matches that are second and third cousins; as they

are related to you through only one grandparent. Manual Leeds Method

Leeds Method: identifies DNA matches who —

are related to you AND to another match. e

Continue to find the other matches in your e

match list who share DNA with that first one, —— —
etc. Coecater

Helps you group together people who are —_—

related on similar branches of the family. s —



Collins Leeds Clustering Analysis

Collins Leeds clusters group matches to a common ancestor .

The goal is to assign

Clusters to the MRCA. Paternal grandmother
This then can be used to Paternal great-
. . grandfather
identify the

genealogical

Maternal grandfather
relationship of those

found in the ClUSter. https://dna-explained.com/category/dnagedcom/



https://dna-explained.com/category/dnagedcom/

Collins Leeds Clustering Analysis: Relationships -
Common Ancestor

Not everyone in a cluster may be descended from same common
ancestor(s).

The 3C( ) with 57 cM I:ll_—__—l

([]) is not related to the

3C 1R with 68 cM. The

other cluster members

(L) are related to a sy Py
MRCA and match | caogchn

https://www.danaleeds.com/who-is-in-a-supercluster/

26
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Autosomal Analysis with Collins Leeds Method
and Chromosome Matrix Clustering

Collins Leeds Options DNA kit to analyze

Collins Leeds Method / @ (2) Inclusion threshold: minimum percentage

it Filter of people within a cluster a person has to

DNA Kit: @ (23andMe) STEPHEN ULLRICH . match to be included: % = 50%; 2/3 = 66%

cM Range: ) to [ @ Inclusion those who match the most others
inclusion Threshold: |12 Q) - within the cluster will be in the upper-left

Sort: — @ i corner. Supercluster: others that have a

Cluster Sort: By size, Superclustered - . ..

curname List significant amounts of cross-cluster matches
Include Unclustered Matches - Open HTML When Done will appear near it. cMs sort by h|ghe5t cM first.
paint idine © (5) Include Chromo Data (@) Filters matches for matching surname(s). Type in a

Include Ancestors

surname or multiple surnames separated by commas. Will
return matches that have that surname in their family tree.
Choose your DNA Kit and parameters and hit Run grouping Best with Ancestry.com where most people have trees.

@ Paint midline, self-matches will be painted black both in
the Excel and HTML clusters.

Help: https://genetic.family/Help/CLM#options



https://genetic.family/Help/CLM#options

Collins Leeds Method Output

CLM Cluster

The Collins Leeds Method for YD ™% ]

358 cM
33.7 cM
32.1 cM
26.1 cM
259 cM
24.3 cM

Stephen

Feter
Brittany
Vince
Brooke
*Despard
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Viewing Your Cluster - CLM

HTML format cluster maps are drawn with filled in squares, each representing a
match between two people. Clusters, generally, appear whenever groups of people
match each other and with the person whose kit is being analyzed.

HTMLFile: @ cIm3d_Stephen_Ullrich_20211116042458 20 400.html M ousing over any colored square will show the kit
names of the two matches.

You will notice three types of color-coded
squares (or four, if you opted to show the
diagonal).

1. Solid color squares indicate a match between
two members of the same cluster.

2. Pale squares with two colors indicate matches
between members of the two corresponding

Cross match solid-colored clusters. Bi-colored squares
between;l;;ters 20 typically signal the presence of supercluster (a set
an

of closely related clusters).



Viewing Your Cluster — CLM cont.

3. Note: Squares with a small green
leaf in indicates known ancestor(s)
in common.

4. Pale squares showing grey plus
one pale color indicate a match
between a cluster member and
another kit.

5. Opting to color the diagonal
(solid black squares) provides a
reference point for more easily
locating a kit in the left column
and the top row

30



CLM: Viewing Cluster in Chromo Browser

The Collins Leeds Method for YD ' (Gedmatch)
View Cluster E
w
View Chromo Browser % (
(2l e = c D (
e > o S o & (0] o] S
ARG BEELE = gx £
a —~ 025 clciclS|® @ "= S
Ecr co®ES 5 0F L O 8 co
SO0PF <ot v? % O2EC

17

15.7 cM Joan

16.3 cM Sharon Bé

155cM Kari Ann Bas®

155 cM Fred E [ b e o e e i e e e e e e ] e e
154 cM FredE 7 |

23.0 cMPouglas Michael | g

171 cM *macksie

(D Right click anywhere within the cluster and options appear, 2) select “View Chromosome Browser”.
This will open the browser, showing chromosome(s) and the matching segments for each cluster member (shown
in a later slide). You cannot view chromosome browser when using Ancestry data.

(3) Note that some boxes within the cluster are white in the cluster, this corresponds to matches that don’t
sufficiently overlap (e.g., Fred & Martin ) with each other but do overlap others in the same cluster (purple boxes).
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Cluster in View Chromosome Browser

The Collins Leeds Method for YD (Gedmatch)
In Chromosome View the segments are visually displayed.

Chromosome Browser For Cluster 1 In the browser the

! segment size and the
Stephen S Brittany relative position
Vince [s B|:ctrugke *Despard )
*Tony S along chromosome

*John 41G Mary " Peqay \ 120 are displayed. (1)
JL” bt —
Melissa = Sarah shows largest
cPa? Kmac Bura segment size matches
“FanMan Jormadetie *Sheldon in the cluster.
RA Judith et _ ,

oK *Christabe / 4. Right click over
‘Mang “mh Kristoffer segments to
Fred Douglas . display the match’s
macksie Judith Anonymous User )
Brandy ' info, @

1. Right click within the cluster, select “View Chromosome Browser”.

2. This shows chromosome browser. Scroll down to find which chromosome(s) the
shared segments are found (2), in this case on chromosome 17.

3. Martin and Fred’s box was white in the cluster as they don’t overlap sufficiently to
match each other, @, hovering over the segment reveals the segments owner.
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CLM “View Cluster” Option

=============

=============

Collins Leeds Output

nnnnnnnnnnnnnnn

LLLLLLLLLLLLL

MyHeritage =

ﬁﬁgﬁ-g???ﬁéﬁiﬂé?@ . -
i 3 People in Cluster1o0® L CE
er Shared cM Sereon
T 254 Barbara
ab View Cluster
K 254 tephen
ne View Chromo Browser e 3 @

: ryce

IN
°y 245 William
- 245 *Maureen

1er

Ancestors In Cluster
@ Click within any Cluster to reveal options.

Surname Given Clusters Matches
@ Select the option “View Cluster”.
@ Output lists Shared cM and match name and @Click on person and it will open family tree if there is one
any known Ancestor (s) found in the cluster. associated with this kit.
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CLM Superclusters — Ancestry example

Cluster 1 Chrm 4

sses o
o el el ol

e Superclusters are sets of
adjacent, related clusters with
matches in common between
two or more of the clusters.

b5 ooseS

o0®

* They are surrounded by a dark
grey line. Superclusters show a
set of clusters sharing the same
or closely related lines of
descent.

A el e e
ol Ll

[ TXTTYY Y] * & *eee8s &

Red box has people with matches found in other clusters.

Cross clusters matches could be people sharing 2 segments from a common ancestor.

LY
Cluster 3: Chrm 14
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Example of Clustering with a Specific Surname
Ancestry DNA Matches Collins Leeds Output

i The Collins Leeds Method for Stephen Ullrich(Ancestry)
Collins Leeds Method

Kit Eilter: Black box is same
DNAR‘SQt {Ancestry) Stephen Ullrich v klt agaInSt itself,
Numbers within

cM Range: 20 fo 400

- diagonal black o
Inclusion Threshold: | /2 Type in surname Q
Sort: By Inclusion [~ ‘ bOXES refer tO the n
Cluster Sort: By size, Superclustered - cluster #. \ % Jg g o % g 5 5 % E
o
Surname List: ® 200N Set Sean - o =
Include Unclustered Matches Open HTML When Done @ 267cM mict W
Paint Midline Include Chromo Data @ 247cM | N
Include Ancestors @ 234cM LS
@ 318 CMl
@ 255 CMl Orl
@® 201cM| (
Choose your DNA Kit and parameters and hit Run grouping ® 218 le ‘
@& 209 CMI . T b W
@ 387cME Vitori | Note: Squares with a

- small green leaf
within them indicates
ancestors in common.

/E”EFHTEU by Genetic.Famiby

Clicking on tree symbol, opens Ancestry tree.

Clicking on name, opens your DNA match’s page in Ancestry.com.
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Ancestry Links for Shared Surnames in CLM Output

Match Name
29.0 cM Set

® 267cM mict | ;
How are you and Gdiet related?

Ancestry DNA match page will
. . Common Ancestors &
Open When CI'Cklng On a name. According to Ancestry member trees, these are the

common ancestors that connect you and Gdiet.
View a common ancestor to see the relationship

Ancestry tree opens when S—
clicking on the Tree icon, @ . could be your 3rd cousin through:
g Rt

e seatonsi

i‘ll“lCEStl‘}_-’ Home Trees Search DNA Help Extras

Anna Wieland

} J 2nd great-grandmother
FH R
1812-

View Relationship

Trees Ethnicity Shared Matches

wanans ol DNA Tree

~ 'sLinked Tree ={ 203 People

¢ 3 Expandi

s

Thisis a preview of the public tree linked to Gdiet's DNA results. Surnames that appear in both your tree ¢

Gdiet's tree are marked in green.

John Willy Adolph An...
1869-1925

Adolph Johann Friedr...
1897-1976

Agnes Louise Christin...
1873-1847

l Private

Joseph Francis "Bimp...
1882-1873

Florence Kinecki
1902-1930

Anna M Sobczak
1833-1854

e be e e e e Pe

Johann Friedrich Ado J carlHeinrich Dieterich

1825-1885 1 Sophia Elizabeth Fric...
. . Carl Heinrich Peter (...

Hermine Maria Aman... ‘l arl Heinrich Peter (

1843-1820 L wilhelmine Antoinet...

Karl Wilhelm Jérgensen X Niels J3rgensen

1835-1808 1 Christine J Nilsen

Bernhard Heinrich W...
Karolina Wilhemine ... 1 ermhard Heinric
1842-1928 L Maria Christina Schr...

Marcin Kinecki 4 Marcin Kinecki

1858-1930 L Wwladyslawa Wodzinski
Wyktoria Glabicki 1 Marcin Gtabicki
1857-1888 L JozefaKrysinski

(vEVEVIVIVIVIVIVIVEVEY

Jakub J Sobczak 1 Maciej Sobczak

1845-1922 1 Theresa Dobersztyn

1% Joh Bembenek
Katarzyna J Bembenek onannes emee
1846-1938 l‘l Anna Wieland |

Common ancestor couple (MCRA) outlined in green.

A fast way to find ICW ancestral couple, may not be initially visible if beyond 4 gen.



CLM- Ancestry Excel Cluster Report

Excel Report workbook has three tabbed worksheets: Chart, Data and
Ancestors tabs. This is same date available in HTML output page.

F | I e homenc I ature fO r C LM: cdm3d_Stephen_Ullrich_20211104052412_25_400-Anc.xlsx
URL to Ancestry tree.

Excel CLM data tabs

1 Cluster SupercMame  Admin b Patch LI Tree LIRL fulot-
1 1 1 bdaru B 324 hitpzdwe hitpetree
& B FEFFFGFH FI | FJ FKFLFkFNFOFPFOFRFSFT FURYFW X FY 12 1 10.5. 417 hitpsfe hitpoftres 12047, appears to be Bennett Biniek
ﬁ T E5 Z '% = = E 2 1“:; 3 E [ 13 1 1 Richar 546 httpede hitptree 12hd, appears to be Bermett Biniek
S 2 &4 g = £ % § < é A= @ g 4 1 1 Grego 357 hittpsfwe hitpoftree 24h4, 3C 2R BernnetiBieniek conned
BELE-3%:=5 CuzE £EEx5 2 9. 15 1 1 Miche 34.8 hitps e hitpditree 24M, 3C2R, BieniskiSaydak Bienieki
1 2 % E g E 352 t(:'jl z E E g 2 E % f % =R 1 & 1 1 bdarge 265 hittpzdwe hitpetres 12047, appears to be Bennett Biniek
164 |81 Corie Furphul 17T cf] 17 1 1 bdaru b 415 hitpsfe
]IEE S "ud?ar}?eﬁl}\!‘;aém“b'b o) 18 1 1TE.M. 336 https:fae hitpftree 12M7?, appears to be Bennett Biniek
T/ | 8 Alexandra | Llowiecki[15.4 ch)] 19 2 1 Karen 28.2 hitps: .
e |8 "hs) .4 o) 20 2 1 Rober 28 hittpsfie 12047, appear=s to be Bennett Biniek
TES |8 Fels Sleppy] T3 ch| . . . 1
170} 8 Kim E Lolg[h 1 i) 21 2 1 l=teph 302 hitpzdve httpeftree [Private .
171 Frankie &ldndge 4.3 chi) 22 2 1 mpste 296 hittpztwe hitpetres 12047, appears to be Bennett Biniek
Ej :JMangwlﬁl.itﬂ CT\K’U —— 23 3 1 mgban 2.1 hitpsfe httpﬁze [Private 1207, appears to be Bennett Biniek
ushin Whiteaker| 1.2 cl ;
173 Boston sunderland| . ch) C h 24 4 2 Elizak a‘utaw e 26M7, 2G GF ElernbfeneckFElembene
115 8 ville-veikko | orkkalal . ¢ o] a rt ta 25 4 2 Ann S 270.8 hitps e 12M, 2C 271ch Bieriek| Bernett)iBer
175 Bl "Helen]| 15,2 civ] 26 4 2 REB. 189.8 https:fie 120, 3-2C: BennetfBernbernek infirs
I et hiit 7 4 2 scwin 291 hitps v 26M7, 26 GF BembeneckiBermbene
14 Mora L3regor] 15,6 i) 28 4 2 Andre 265 hitps:die 2BM47, 2G GF BermbeneckiBermbene
152 "I:tl;js‘:iﬂlj.] CML E5E 29 4 2 M5 39.4 hitpzdwe hitpetres 2BM47, 2G GF BermbeneckiBermbene
L [stetastisnasit . a0 4 2 Jonatt 383 httpsw: hitpitree 12, NT Johann Bieniek (Bennett]
T3 “HH| 19,4 cid| K1l 4 2 k. 314 httpze 2BM47, 2G GF BermbeneckiBermbene
1 l1va Seagall 1.2 e 2 4 2 Ellen! 97.1 hittps e hHpoftres 12k, 2C1R, BermettBermbenek Bier
LY e LS 3 4 2 Kevin 56.2 hitps s hitpiltree T2H3M, [Bernett(Bieriek iBermbened
Td¢ “David|12.3 cii] 3 4 2 Jearn 513 hitpzfie 12M47, appears to be Bennett Biniek
o Hobert keeping P
149 Jenriter Hata — Chal I ncestors .:+.:,
[Pata | Ancestors (+)

Ancestry clusters, allows user searching

or annotations to be added.

Any User Ancestry notes are also captured.
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CLM- Ancestry Excel Cluster Report, cont.

Report is a workbook Ancestral tab worksheet. This is same data
available in HTML output page.

File nomenclature for CLM: cdim3d_Stephen_Ullrich_20211104052412 25 400-Anc.xlsx
Excel CLM data tabs:

A B C

1 Surname Given Clusters Matches
Cluster 40 - D.B.
Cluster 40 - J.R.
Cluster 40 - michq
Cluster 40 - Sean

4 Walsh Mary 40,57 Cluster 57 - KMac
Cluster 17 - Heatl

Cluster 17 - Joshu
Cluster 17 - Thom
Cluster 17 - willpc
5 Dickerson Thomas 2,17 Cluster 2 - wilson
’ Cluster 1 - Stephz
Cluster 17 - willpe
Cluster 55 - John
Campbell Mary 1,17,56 Cluster 56 - John
Cluster 26 - Julie

An CEStors ta b Cluster 51 - Cathe

Chart Dat N

6




Chromosome Matrix Analysis (CMA)

Clusters of ICW Matches Sharing Segments on the Same Chromosome

The CMA Tool uses a matrix to show your matches in clustered groups
sorted by chromosome and segment address. CMA requires match
ICW, and chromosome data be gathered with the DNAGedcom Client.

FTDNA, 23andMe, Gedmatch and My Heritage data are currently
supported.

CMA can analyze data in the database or, alternatively, CSV files
created by the DNAGedcom Client. CMA creates two kinds of output:
HTML and Excel formatted matrices.



CMA Cluster Analysis - Settings

Home Gather People
DNA Gedcom ~

option: CMA

Data

Kit Filter:
DMA Kit (23andMe) STEPHEN ULLRICH
(23andMe) STEPHEN ULLRICH
2 . Autoso ma I cM Range: (FTDNA) Stephen Ullrich
. (Gedmatch) YD369507C1
Min SNPs:

{MyHeritage) Robert Ullrich
Chromsome: {(MyHeritage) STEPHEN Ullrich
FTDNA Match/ICW Files

Include Non-ICW Segments = S

Include Ancestors -

T ey T WFr LFvF L

1N

N Select kit

Select options

Select from your database a specific DNA kit (Ancestry, MyHeritage,
FTDNA, 23andMe, or Gedmatch) and user. Select other options.
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CMA Output Options

CMA Settings

Setting Purpose
. o e . K.It a.nd Match Selectlo_n . _
Kit Filter Prefilter list of kits in the database
DNA Kit and CMA
. Selects the target kit for clusterin
CMA Source option & g
Kit Filter: .
Sets the kit data source to the
DNA Kit: (23andMe) STEPHEN ULLRICH v DNA Kit .
t <+« DNAKit DNAGedcom Client database
cM Range: 10 to |15 . Sets the kit data source to previously
. Match/ICW files .
Min SNPs: 0 / output CSV files
Chromsome: A Selects matches based on total cM
Include Non-ICW Segments ™ Open HTML When Done cM Range
- shared
Include Ancestors . .
: Selects matches based on criteria for
Min SNPs .
cluster membership
Filters matches for a single
Chromosome

Include Non-ICW
Segments

Open HTML

chromosome

Allows other relationships for cluster
members to be shown
Automatically opens the saved HTML
output on completion
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https://doc.dnagedcom.com/help/chromosome-matrix-app-cma/#_Kit_Filter
https://doc.dnagedcom.com/help/chromosome-matrix-app-cma/#_DNA_Kit_Method
https://doc.dnagedcom.com/help/chromosome-matrix-app-cma/#_Match_File/ICW_File
https://doc.dnagedcom.com/help/chromosome-matrix-app-cma/#_cM_Range
https://doc.dnagedcom.com/help/chromosome-matrix-app-cma/#_Include_Unclustered_Matches
https://doc.dnagedcom.com/help/chromosome-matrix-app-cma/#_Open_HTML_When

CMA Output Options cont.

Home Gather People Data

CMA
Kit Filter:
DNA Kit: {23andMe) STEPHEN ULLRICH
cM Range: 10 to 1500
Min SNPs: 500
Chromsome: Al
Include Non-ICW Segments O Open HTML When Done

Include Ancestors -

If “include Non-ICW Segments” is
selected, those matches that do not fit
into any cluster will also be shown.?

€ cIm3d_vL _20211207012411_10_400.htm @
€ cm3d_vI _20211207062447_15_400.html @

"Cross-cluster matches in the output matrix are
still drawn, so you can see partial relations.

The density of unclustered matches can sometimes
indicate endogamy or, more recently, pedigree collapse
within a tree or simply other connections among families
over time.

The lower the cM range selected for
CMA analysis can greatly affect file size
and increase processing time.

12/7/2021 5:27PM  Chrome H... 373,311 KB
12/7/2021 &:353 PM  Chrome H... 46,197 KB
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Chromosome Matrix Analysis (CMA) Features

Results for Chromosome 1

Match details: start/end locations, cM

& SNP values, username Web Browser View (HTML)

Chromosome 1/
l EmEEUEUEU'ﬂ.Iz—J
50 o ng.g %EE-{E
_ i = — v OE =
| §5:52350862249 T TGEESOTODOGY =G
=2 2ETEgEuigZ g MO OWZOmMmZ2O00NxO
s @ o Eomadla r = O =
Start End M SNPs 2ol 288a28058A8h® Ken 4 -
@ 752566 9329289 18.22 5632[) Ke g 4 o
@ 3105493 8066914 1222 3712 Patrici A Patricia il 4 ..
@ 3105403 8087250 13.02 4096Panielle Viole [l 4
@ 3105493 8066914 1222 3?12! Emme: Il 4 elle Violet 4
@ 11824133 17206882 10.76 2944 Noel E it AN
@ 15350967 21558490 1250 3968Carl G mme
@ 15528487 21558490 12.01 3840 Noel
@ 15858587 25421777 1629 5760) McKe :
@ 16413201 22361845 11.84 3840 Dai Glambe _ Emmett , % Patricia
@ 16413201 25282961 1551 5376GREGALAN d —
@ 16413201 25282081 1551 5376[KIM ANN BR( (
@ 16413291 22361845 1184 3840] Daniel Jose
@ 16654994 22176542 11.33 3584EONALD ED 1
@ 17578553 25421777 13.91 4992

Matches are assigned colors by rows. Hover over a colored square to see both kit
names.

Solid indicate a match between two members of the same cluster.
Black squares: The diagonal (solid black squares) provides a reference point for
more easily locating a kit in the left column and the same person in the top row
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23andMe CMA: Match Details Chromosome 2, Cluster 6

Chromosome 2

Start
1

1407815
7030541
7161586
7161586
7166507
7166507
7813089
29643332
30796361
30805631
30957326
31014166
31112433

End

7417071

7032618
20448561
16036368
16036368
19546795
16036368
20839346
46733783
45690315
46733783
45796235
46838003
45783327

c
19.38

17.15
2434
17.64
17.64
2258
17.64
23.86
2263
1817
20.58
18.03
2003
17.43

SNPs
1803}

1414
3023
1974
1974
2711
1971
2937
4421
3698
4110
3668
4049
3601

Brian
Christy
Louise Juwe

Lois
Adam
Dennis |
Teml

a3

Matthew
Matthew

David
STACEY
Alyssa

Nagelh:

t

-ty
[=]
—

Adam

Dennis
Terri

M atthew

M atthew
David

STACEY
Alyssa

Nagelh
Justin

=

Veber

Scotty !

Patrick

egments

Clusters 1 and 6 show
that Matt, a nephew, is
member of both
clusters; representing 2
different segments on
chromosome 2. Note
clusters could be either
maternal or paternal
matches.
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Basic Autosomal Triangulation
3 people match the same autosomal DNA segment

Triangulation group kits A, B & C match on a DNA segment
All 3 kits are compared pair-wise.
Cross-matching triangulates n>3 kits

Triangulation Cross Matching Analysis

#  Kit A

1l A

2l B B, A

3] C |CA

4 D D, A

5 E E, A , E,D

6| F F, A F BIF,C/F,D|FE
A <- Genetic -> B cross Match  Select cross-match option for

triangulation of multiple kits n>3

*Kits should not be parents or siblings but cousins
© S. Ullrich 2021



23andMe Triangulation Change
May 2021

23andMe DNA ICW Match List

elative in c n ou ix
. 3rd Cousin dth Cousin ’ 1 5
i) sile. _ _ Yes /
(1.08) (0.41)
. 3rd Cousin Distant Cousin
@ Amie 5 Yes

{0.37) N {0.09)

h 4th Cousin Distant Cousin v
shawn ¢ (0.58) (0.09) es

Yes, under “Shared DNA” use to mean that the three people
triangulate on at least one segment.

Now a ‘Yes’ under “DNA Overlap” means that they share an

overlapping piece of DNA with the tester. It DOES NOT mean
that they all 3 match each other on that segment. Now SCiis
also ‘Yes'.

Purple and Orange overlap but
don’t triangulate.

For triangulation changes at

23&Me see Roberta Estes’ post:

https://dna-

explained.com//23andme-

changes-triangulation-doesnt-

work-the-same-way
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https://dna-explained.com/2021/03/08/23andme-changes-triangulation-doesnt-work-the-same-way/?fbclid=IwAR0mUfNRQjq1fDarcPGxmjoW-MtvVYmMArJfeo4e57vH_LL991brBkzWCtc

FIA File from 23andMe

File name: E@ STEPHEM ULLRICH_Overlap_23andMe_FlA.csv

Cross comparison of overlapping segments = “triangulation” data

Personl ~ |Person2 « |Chromd ~ | StartPoint | v |[EndPoint |~ | Segment, c| »|Genetii v |SNPs |~
Louise Terrl cooine: 2 3,726,163 15,999,597 26.8 2812
Terri Louise 2 3,726,163 15,999,597 26.8 2812
Lois & Louise 2 4,011,444 16,036,368 26.09 2738
Louise Lois 2 4,011,444 16,036,368 26.09 2738
Lois Terri 2 1 243,044,147 268.81 46799
Terri Lois 2 1 243,044,147 268.81 46799
Adam Lois 2 1 155,392,642 171.12 299524
Lois Adam 2 1 155,392,642 171.12 29924
Adam Terri 2 1 242,393,658 268.81 46799
Terri Adam 2 1 242,393,658 268.81 46799
Adam Louise 2 3,753,153 16,036,368 26.8 2817
Louise Adam 2 3,753,153 16,036,368 26.8 2817
Dennis, Terri 2 5,179,958 16,036,368 20.02 2250
Terri Dennis . 2 6,179,958 16,036,368 20.02 2250
Dennis/ 00 Louise 2 6,179,958 19,693,784 25.25 3023
Louise ki Dennis .. 2 5,179,958 19,693,784 25.25 3023
Adam Dennis 2 6,233,660 15,979,519 9,745,859 19.82 2222
M- Adam 2 6,233,660 15,979,519 9,745,859 19.82 2222

1

E Segment length Person 1 & 2.

This shows the segment data for the 2 matches

(Persons 1 & 2) that overlap each other and not the
person whose kit was used. This shows “triangulation”

(only 23andMe) for this cluster.
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Segment Overlap Data from 23andMe

This shows the segment data for the 3 matches (Louise, Terri, Dennis)
that overlap each other and match with the test subject, Steve.

Cross comparison of overlaps = “triangulation” data (maybe, needs to be verified.)
Cluster members comparing segment size.

Chromosome 2

Segment location x 10*°

Compare StartPoint EndPoint 3456789101112 13 14 15 16 17 18 19 20 21
Louise/Terri 3,726,163 15,999,597 12.3

Dennis/Louise 6,179,958 19,693,784 135

Terri/Dennis 6,179,958 16,036,368 9.8

Steve/Dennis 7,166,507 19,546,795 12.4

Steve/Louise 7,030,541 20,448,561 13.4 I
Steve/Terri 7,166,507 16,036,368 8.8

Steve's Cross-over points

EEI STEPHEM ULLRICH_Overlap_23andMe_FlA.csv

Ends of “Triangulation” segments
define cross-over points

Values in segment are the
segment’s length (x10°)
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CMA- Cluster View Toggle

Toggle to remove non-ICW Segments

[Toggle Cluster View] cM: 15 - 400, Min SNPs: 500
CMA for YD Includes Non-ICW

Chromosome 1

Non-ICW excluded from clusters

Start End cM SNPs
58874059 81489207 2270 31 85| *Sean

591705486 861466227 2200 3629 Caitlin

Segments

59174026 81489305 22.00 3174 Frank )

61355010 79144319 17.10 2786) “Lynne S S N

231972217 239341587 17.30 ‘ITBBI Rolf |

231972217 239341587 17.30 2425 *Rolf

240690431 246746101 16.80 1274 *MME |

240783716 247142532 17.20 1319 *Eunan i

240783716 247253566 17.30 1364 Martin i
24U183110 247203000 1/.30 1304 marun | |



CMA- Cluster View - Gedmatch

Non-ICW segments can be filtered out (uncheck box).

o
Include Non-ICW Segments Include NDn ICW Segments [ g
Chromosome 9 : 2 2= 2 F 8. segments
CATHERINE I
Kizysztof —
I |
I Daniel I
2025225 E2 E£5¢x33
mzpPE2ELY 8.2 E2cEE
— =T E m = 3 O = = o c fn [ E [
Start End cM  SNPs ECEac=50z8=8=%5 3 S Segments
1 2167664 628 911 Bi 1 .
386004 2165758 6.03  794| CRAIG ! B B |
908750 3676408 8.07 1054 Be t |
1250520 3862693 733 o1f ¥ stac t |
1511125 3676408 573 800 Ri 3 |
1522815 8516194 1599 2538| Michelle Micl i [
2864819 4876202 520 781 Michae ;
26437484 88003668 3828 6748 CATHERINE B T ]
29500531 78859359 2041 3630 Krzysztof Rem! i I
31505016 76495550 1511 2680
36856268 75731311 9.81 1@! Benjam 8 | ]
36887241 80968185 17.41 2743 Ma 2 I
38440543 81744542 17.00 2545! Daniel 1 I
78267078 90322023 1840 2045 Allonna < B
79250502 84589869 7.70 1311] Steve AKlop 1 ]

Benjamin has a segment overlapping the others in cluster 1 but doesn’t match any
of them. If people in Cluster 1 are ICW with a paternal ancestor, then this would
indicate that Benjamin is a maternal relative.



CMA- Gedmatch Cluster View- Multiple Kits

Kits that match both Y D369 and KEWWE
Kit | Chr|5tart Posn |E’:I Pasn | ch [SMPs|Mame |Sex|Err3i | Segments P52 500
CMAfor Y Chromosome
A499 1 | 59174026 | 81489305 | 22 |3174|Frank W | \S5@yahoo.com
Chromo | o34 1 | 61235684 | 79158657 [17.2|1061| *Lynne | F .@hotmail.com
KW877 1 | 61355010 | 79144319 [17.1(2788| *Lynne | F @hatrmail.com
GZ635 1 |231972217|239341387|17.3| 1768 | Rai M n@gmail.com
SY214 1 |231972217|239341587|17.3|2425|  #Roif | M n@gmail.com
¥]194; 1 |231972217|2393209278)17.3 3597  *Roif | M n@gmail.com
Chromosome 10 GedmatCh IDS
kws7: |0 10| 2788008 | 4339849 | 75 K\WS87xXX *Lynne 23&Me
Start End cM SNPs *
16285342 26118299 1620 1390' Lynne MyH
58874059 81489207 2270 3185 *Sean |
59170546 81466227 2200 3629f Caitin Mar ] GZ63XxXX Rolf Ancestry
59174026 81480305 2200 ?4' Frank . *Rolf 23&Me
61235684 79158657 17.20 1061} “Lynne B .
61355010 79144319 1710 2786 “Lynne ] Y J19xXX Rolf 23&Me
159527480 178454768 2500 4742 Carl
204006597 215851464 1520 2204 __ *Rhally
231972217 239341587 1730 1766 Rolf |
231972217 239341587 1730 2425 *Rolf
231972217 239329278 17.30 3597 *Rolf | |
232385051 238747111 SEWERYN [ I
240690431 246746101 *MME | I
240783716 24714253 20 1319) *Eunan I
240783716 1730 1364f  Martin | I

Link to DNA Chip SNP Info

Note *Lynne and *Rolf appear more than once. 1. They may have multiple DNA kits from different companies uploaded to Gedmatch
2. Two different kits from different people. Number 1 seems to be the case as Lynne’s kits came from My Heritage and 23&Me.


https://app.gedmatch.com/OneToMany1TierBeta.php?kit_num=M054269

Use CMA to Find MRCA Among a Cluster

CMA Results — 23andMe data

Chromosome 12

Start
1

1633171
1720704
1729635
1729635
6631169
10785031
10905266
16476269
17054504
17407792
17407792
19868032

End
12652734

2024382

8929916
10350587

7729433
19805311
19540094
21467024
72043972
28833768
59158101
58783581
50196394

cM
27.74

16.41
18.39
19.75
15.30
19.61
12.59
15.42
5460
15.13
3853
38.02
26.75

ShPs

3271 i

1945|
2032
2374
1838
2891

1971|

2504 )

11509 CATHERINE
3122 Jena
8431| Mark

3354I Magge
6287 Kim

Catherine: 2C1R;

Tl T s ==

Descendants Chart
J. Biniek /

Jenalb

M arlk

Catherine Me |

Cluster group (#5) the MRCA is
J.Biniek/E.Bembenek (Catherine) and
MRCA is (Jena, Mark.

I Maggie). A.Biniek is father of J.Biniek.

The only MRCA shared by all is
, Who are the most distant
known common ancestor.
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CMA with Ancestors Included

Results for Chromosome 1 and MyHeritage Results with “Include Ancestors” checked

Include Non-ICW Segments - Include Non-ICW Segments -
Include Ancestors & h Include Ancestors

Chromosome 1 Chromosome 1

£22:3%50862239 “253§0g0=2Z59
2002202532233 C2g20a539x3I
SRS ESRsdE=56C FEeEZRsfExe=55¢8
Start End cM SNPs Ao OWZO0D=20020A0M0 Start End cM SNPs CAWZ200=20000 0

. 752566 9329289 18.22 5632|| Ke 4 4.. - : ?jggigg ggggg?i gg; gii‘lgll = Ke 4 . -

. 3105493 8066914 1222 3712 Patrici: 4 ) atricii

. 3105493 8987259 13.02 4096Panielle Viole 4 . 3105493 8987259 13.02 4096Panielle Viole 4

. 3105493 8066914 1222 3712 Emme 4 . 3105493 8066914 1222 3712 Emme:

. 11824133 17296882 1076 2944 Noel I . 11824133 17296882 1076 2944 Noel I

O 15359967 21558490 12.50 3968|Car\ G &) 15359967 21558490 1250 3968|:arl Glambor

) 15528487 21558490 12.01 3840 &) 15528487 21558490 1201 3840

O 15858587 25421777 16.29 5760| McKe &) 15858587 25421777 1629 5760| McKe

. 16413291 22361845 1184 3840' Dar . 16413291 22361845 1184 3840' Dar

. 16413291 25282061 1551 5376 GREG ALAN 1 . 16413291 25282961 1551 5376 GREG ALAN 1

. 16413291 25282961 1551 SSTGIIM ANN BR( [‘ . 16413291 25282961 1551 SSTGIIM ANN BR( i

. 16413291 22361845 11.84 3840| Daniel Jose . 16413291 22361845 1184 3840| Daniel Jose

. 16654994 22176542 11.33 3584 PONALD ED\ . 16654994 22176542 11.33 3584 PONALD EDV

. 17578553 25421777 1391 4992 . 17578553 25421777 1391 4992

Note: Squares with a small green leaf % within them indicates ancestors in common



DNAGedcom People Functions

DNA Gedcom
Homepage tabs:

3. People

7

Home Gather Autosomal Data

Genetic.Family, part of the DNAGedcom family of tools, is here to help you collaborate with your matches.

Surnames

View the Surnames of your matches

®_,

Ancestors Search

Search for Ancestor names in your database.

WikiTree GEDCOM Tool
Extract up to 10 generations of Ancestors of a WikiTree ID

Kits

Search Kits for Surnames, People, and Trees
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DNAGedcom Surname Tool
@Listof

Surnames

Q I | Al Home Gather omal Data
: W S Last Name # Matches # Ancestors

. . Belton @ 9
* Viewing surnames of :
g Belzer 3
Belzle 6
matches :
Bemben 3
Bembeneck 2
Bembenek 18
Bemis 5
Bemiss 7
Last Name First Name Birth Date Death Date Birth Location Death Location Sex
embenek Katarzyna J Busha Sep-1846 16-Oct-1939  Kamier\ Krajeriski, Poland Brooklyn, Kings, New York, u
United States of America
Bembenek Jacobus 24-Jul-1798  UNKNOWN Husyatyn, Ternopil, Ukraine nr domu 102 u
Bembenek @ Marcellus Mathew 23-May-1873 24-Jun-1946  Cerkawica, Kamnienica Prussia, ~Wausau, Marathon, Wisconsin, U
Poland United States
Bembenek Victor Dominic 23-Mar-1901 12-Feb-1980  Polonia,Portage Co, Wisconsin,  Polonia, Portage, Wisconsin, u
United States United States

@, select a surname and @, list of ancestors associated with the surname is shown.



Other Data Options — Triangulation data

My Heritage  Gather Triangulation

Check this box to gather the Triangulation data for the selected Profile to

your DNAGedcom database.

A separate .CSV file named “tester name_Triag.csv” is saved to your

computer. Used with the separate GDAT program.
Clicking the “Clear Triangulations” button will delete all existing Triangulation

data from your database before you re-gather the ICW information.

A B

1 Kitld Matchl
188 | D-G4457756-6254-7192-7227- D-A48FC2ES-0AAL-4FE4L-ABFA-COTASBSCEISE
188 | D-G4457756-6254-7192-7Z27- D-A4BFC2ES-0AM4-4F64-ABF A-COTASBSCEZSE
190 D-G4457756-6254-7192-7227- D-A48FC2ES-0AAL-4FEL-ABFA-COTASBSCEISE
191 |D-G4457756-6254-7192-7227- D-A4BFC2ES-0AM4-4F64-ABF A-COTASBSCEZSE
192 | D-G4457756-6254-7192-7227- D-A4BFC2ES-0AMS-4F64-ABF A-COTASBSCEZSE
193 | D-G4457756-6254-7192-7227- D-A4BFC2ES-0AMS-4F54-ABF A-COTASBSCEZSE
194 | D-G4457756-6254-7192-7227- D-A4BFC2ES-0AM4-4F64-ABF A-COTASBSCEZSE
195 | D-G4457756-6254-7192-7Z227- D-A4BFC2ES-0AAS-4F54-ABF A-COTASBSCEZSE
196| D-G4457756-6254-7192-7Z27- D-A4BFC2E5-0AM4-4F64-ABF A-COTASBSCEZSE
197 | D-G4457756-6254-7192-7227- D-A48FC2ES-0AAL-4FEL-ABFA-COTASBSCEISE
198 | D-G4457756-6254-7192-7227- D-A4BFC2ES-0AM4-4F64-ABF A-COTASBSCEZSE
199 D-G4457756-6254-7192-7227- D-A48FC2ES-0AAL-4FEL-ABFA-COTASBSCEISE
200|D-G4457756-6254-7192-7227- D-A4BFCIES-0AAL-4F64-ABFA-CITASBSCEZSE
201 |D-G4457756-6254-7192-7217- D-A4BFCIES-0AA4-4FB4-ABFA-COTASBSCEISE
202 |D-G4457756-6254-7192-7227- D-A4BFCIES-0AAL-4F64-ABFA-CITASBSCEISE

N2 NCAAe T ICA RIRA_TI09 7777 MeAAREMIFCNAMA_AERA_ARF A_MOTAGRG,EICE

C

Match2
D-69ABBSCT-4501-4A10-93A9-EF 1DS0ERE2CE
D-A4958235-EREC-4EC]1-BRAL-4F3375CA25F]
D-A4558239-EBEC-2EC1-BBAL-4F3375CA25F]
D-142462BF-BB2A-4DF0-90A4-60D37FG2ERBSDE
D-5BABEOTT7-3EBO-4551-AECE-ADEBES1A3GFT
D-D027F011-0C39-492A-BCAA-ATA525FET11E
D-4E45DC53-0C81-4F0C-BB6D-5BFOCB4BADTE
D-270F1C0A-9676-4B6E-B4BC-A365B0E82040
D-4BFOO7E5-091A-4EF5-A28BA-E88AE33986F1
D-21EBODES-BBAS-4DAR-BYT96-E62B507D4582
D-21EBODES-BBAS-4DAA-BT96-E626507D4862
D-C5BFSEFA-D772-4D22-AFB1-11B1779BBE2A
D-B73571F4-BFES-4C53-9D69-CE12885DD 288
D-3BOE7034-ASFE-4983-AEFA-2FB4B24BB241
D-00429C13-26DB-4EE5-BC0B-97111DDAG246

MNoANAIC 2.7ENARAFFC_ MNR.OTI1 1 NNARTIAR

D

Chromo
some

15
10
22
2
8
4
20
17
17
2
15

[ER - RSO

=
3

E

Start
Location

2
0

[y
pa M2

=
== =RLU R

BV =T S = T - R R ]

F

End
Location

2
]
2
13
3
10
a
1]
1
12
2
10
7

&
1]
2

G H |
Centi-
mMorgans Start End ]
12.1 24,057,739 29,415,560 rs®
6.6 834,736 3,760,134 rsdi
6.1 22,235,510 24,995,202 rsit
195 135 R28 RAD 137 QR0 00 r=1°
13 . .
s Example of triangulation data
12]
1 (tester_name_Triag.csv) for a
2 match showing part of the list
o| of data.
12.2 3,105,493 8,066,314 rs7!
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Genetic.Family Chrome Extension

4+
] Genetic.Family Home Data Autosomal People Projects Options @ [Log off STEPHEN ULLRICH]

DNAGedcom auxiliary Genetic.Family extension added to browser.

ﬂGe%etic.Family

Genetic.Family, part of the DNAGedcom family of tools, is meant to be your hub for gathering and organizing data.

~

Chrome Extension Updates! What can | do with my data?

Have you seen our new WikiTree Integration? Check out the "Autosomal” link at the top of this page. It will let

) L o you search your matches directly within the website.
With the extension installed, check out Rob's WikiTree Page and

look on the far right for our Genetic.Family section, where you can Try it out!

see the shared data for both him and his uncle. )
Be sure to read about the Privacy Settings on the Options Help to i

learn about what it means to opt-in to sharing your ldentifier data, ]
as well as other data.

L . . . ) . B o . . . . 1
This is our first opt-in sharing meaning you can only opt in for tle Sé;E: The goal Of Iett|ng yOU bOth WOFk W|th|n the Sltes yOU re
yourself. Encourage others to make Genetic.Family people, ) e . . .
associate WikiTree 1Ds, and opt in! gma used to via our chrome extension, as well as a website where

e
You can install it here. ] you can view gathered data.
you n

You can read the Getting Started section of the help for a rundown help@g For both Ancestry enhancements, you don't have to gather
of what you can and can't do. . . . . .

’ ) your data at all - it works entirely within the site. Just need
the Chrome Extension”. Facebook post

Webpage: https://genetic.family/



https://genetic.family/

DNAGedcom Help

DNAGedcom Help

Search

Search the documentation I
Overview Gather Autosomal
L »
People Data FAQs

DNAGedcom Help Page -
Table of Content

Presently (Dec 2021) not all
sections are completed.

Help: https://doc.dnagedcom.com/
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https://doc.dnagedcom.com/?fbclid=IwAR1OrWdDYzMKbufKQQ6IHjvoAP4qm2nHQMnfjXdPopSM4QR5Vb3jqblnQ-w

Troubleshooting

* Search DNAGedcom Facebook Group for an answer or pose a question or contact
support or look in the Help webpage.

e 23andMe issue: if a new relative is added to your match list by 23andMe during
the time the client is gathering info - the client ‘falls over’ with an error message -
You have to log out of 23andMe and the client. Start again.

» Database Error: "database disk image is malformed”. Fix Database from the
settings page. If this doesn't work, exit the program, remove the .db-wall and .db-
sh files. Be sure to leave the .db file itself as that is your actual data. If there are
any other .db files (besides the actual .db file itself), also remove those.



Resources and other tools

Overview slide presentation by Rob Warthen:
https://www.dnagedcom.com/DNAGedcomJamboree2018.pdf

Can display triangulation data using 2 other programs
e AUTOSOMAL DNA SEGMENT ANALYZER (ADSA)
https://www.dnagedcom.com/adsa/adsamanual.html.php

* Genealogical DNA Analysis Tool (GDAT)

* https://sites.google.com/view/genealogical-dna-analysis-tool

Autosomal Tools GWorks (Gedcom)

Autosoma | DMA Segment Analyzer

MWorks - Autosomal Grouping Tool (Excel)
KWorks - Autosomal Grouping Toal (Web)

Another Clustering Tool: Shared Clustering
https://github.com/jonathanbrecher/sharedclustering/wiki I

JWorks and Kworks: sorts matches DNA segments into sets of overlapping DNA and also assign
ICW status within the sets. Finds Triangulation Groups and eventually a common ancestor.
JWorks/Jworks Kworks.pdf (Input files from on-line version of DNAGedcom)

https://www.dnagedcom.com/)
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https://www.dnagedcom.com/DNAGedcomJamboree2018.pdf
https://www.dnagedcom.com/adsa/adsamanual.html.php
https://sites.google.com/view/genealogical-dna-analysis-tool
https://github.com/jonathanbrecher/sharedclustering/wiki
https://dnagedcom.com/JWorks/Jworks_Kworks.pdf
https://www.dnagedcom.com/

Questions?

DNAGedcom Demostration



Appendix



Original lllumina Chip v1 (Ancestry) SNP
Overlap with [llumina GSA chip (23&Me)

m GSA chip: 23&Me*, FTDNA**,
My Heritage**,Living DNA***

m New Affymatrix Sirius**** chip
version 2 chip contains 759,757
autosomal markers (Living DNA).

m OmniExpress chip used in ~20
million of the roughly 30 million
current tests.

* as of Sep 2016; **April 2019;
**¥*San 2017;**** Nov. 2018,

Link to Slide 50

Illumina OmniExpress & GSA Chips
Overlap in Tested SNPs

Infinium® OmniExpress-24 Approx. Infinium™ Global Screening

v1.2 BeadChip 135,000 Array-24 v2.0
713,599 SNPs SNPs 665,608 SNPs
illumina
9374160039 24x1-GR
(LIREETER e
n D laying af e MY erlap of tested SNPs
between the lllumina OmniExpress and GSA BeadChips .
DNA Chip
Ancestry

**Source: https://casestone.com/threlkeld/blog/114-living-dna-announces-move-from-illumina-microarray

© S. Ullrich 2021


https://casestone.com/threlkeld/blog/114-living-dna-announces-move-from-illumina-microarray

Other Data Options — Sync data to or Use Clusters
with Other DNA Analysis Tools

Sync to Genetic Family: If you are a Genetic.Family.com user, the enable button
will upload the data you’ve gathered to your collection of DNA profiles. See
Genetic.Family for more information about its collaboration tools and services.

Genetic.Family Bridge

Supports Rootsfinder DNA and Genetic Affairs tools.

For Genealogical DNA Analysis Tool (GDAT) (formerly GMP) users, a unique ID is
assigned to downloads.

DNAPainter’s new Cluster Auto Painter feature can use DNAGedcom Clusters,

paints segments for matches gathered by DNAGedcom after running the Collins
Leeds Method (CLM) (requires a subscription fee).



