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Starting Off: What is Clustering?

* Clustering (or AutoClustering) is a
semi-automated process to attempt to
group your DNA matches by ancestral
lines

* Your DNA matches often can be sorted
into Genetic Networks, groups that
share a common ancestor(s)

* For example, descendants of a common
2"d great-grandparent couple

EloNAGUIDE oo N

What is a Genetic Network?

Diahan Southard Share with a friend o@@ooo

February 11, 2021

What is a genetic network? Here’s how genetic networks apply to your DNA matches and how they can
topple your genealogy brick walls by finding your missing ancestors and solving family history

mysteries!
Why do people (especially science people) use big words to describe simple concepts?

| do not have an answer to this bigger question, but | can tell you that a genetic network is just a

group of people who share DNA. And it's essential to your genetic genealogy research.



Why would we want to try AutoClustering?

* By grouping a number of your DNA
matches together you can possibly identify
how you are related to each of the
different matches

e Sorting matches into Genetic Networks can
allow you to focus on one particular
network of interest, sometimes by “sorting
out” networks that are not your primary
focus

e Each of the members in a Genetic Network
share DNA with others in the group and
provide clues to a common ancestor

Paul

Sam, our
test taker




Goal: Find the Most Recent Common
Ancestor (MRCA)

* Finding common
ancestors allows
determination of exact
relationship

* Once this is found then
we can compare to
other matches to help
see how they are
related as well

cousin



Our Genetic Network

If one
member of
the Genetic
Network has
a tree then it
can facilitate
finding the
common
ancestor(s)

Laura happens to
have a nice tree

Lisa

Mary

Common surname
and/or line between
the 2 trees

Paul
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Jill also has a nice
tree

test taker ]




Non-automated ways to cluster matches
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Automated Methods — On to AutoClustering

What are AutoClusters?

A method to automatically take
matches and sort into groups

AutoClusters

* Result is most often a grid showing
Genetic Networks



Interpreting AptoCluster Results

* Matches grouped <:

into common
groups, each a
different color

 Match names
across top row and
left of chart

* Hovering over the
different boxes
provide more info

e Often there is an
additional listing
of the group
members




At Least 4 Ways to do AutoClustering

* MyHeritage/Genetic Affairs
* GEDMatch
* DNAGedcom

* Ancestry

* NOTE: all of these methods do typically require additional fees



1 - MyHeritage

* Requires one-time

Overview

upgrade fee (519?)

Ken Waters, this is you ~

DNA Matches Ancient Origins

Ethnicity Estimate

Chromosome Browser
A tool for viewing shared DNA
segments between you and multiple
DNA Matches, which can help point

cM Explainer™

Atool for suggesting how you might

be related to a DNA Match based on
the amount of shared DNA and ages.

DNA Tools

* Has set centiMorgan

ranges (35-400 cMs, can

not be adjusted)

* Not interactive, sends
email when the cluster
chart is available

e 3 filesin Zip file:
* Readme

 HTML
e Spreadsheet

to a commeon ancestor.

€D MyHeritage >/ /1

Dear Ken,

A zip file with Joan Waters (born Craddock)'s report of AutoClusters is
attached. In it, you will find three files — an HTML file which contains a
visual representation of the AutoCluster analysis, a CSV file which
contains a spreadsheet version of the AutoCluster analysis, and a ReadMe
PDF file.

Some files may be displayed incorrectly when opened directly from this
email. For best results, view the files on a desktop device. To do this, save
the zip file to your hard drive, extract the contents, and then open the files.

Please note that this file is intended for your personal use only. The
attached file is no longer protected by MyHeritage security and privacy
mechanisms, so please take additional measures to secure your data and
avoid sharing it.

MName

@ Joan Waters (born Craddoc...
€ Joan Waters (born Craddoc...
€ ReadMe
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AutoClusters

An automatic tool that organizes your
DNA Matches into clusters that likely
descended from common ancestors
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1 - MyHeritage
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2 - GEDMatch

* Adjustable centiMorgan
range

* Requires Tier 1
subscription (S15 one-
time or $10 monthly
recurring)

* One BIG negative: Small
database size (only ~1
million estimated)
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https://www.familyhistoryfanatics.com/gedmatch-clustering

https://dna-explained.com/2022/02/21/autokinship-at-
gedmatch-by-genetic-affairs/




3 - DNAGedcom

° MOSt fl exible ﬁ)f‘DNA Home Gather People Data
* Requires download of client and
paid registration floma
° Req u i res d Own | Oa d Of m atCh d ata DNAGedcom Client is here to help you understand your matches
(Ca n ta ke hou rs Or even d ayS) | 5 Collins Leeds Method (CLM)

* Once downloaded you have very
flexible options, not just
centiMorgan ranges

* Works best with Ancestry but can

be affected by Ancestry’s periodic Most Flexible
backend changes; can work with

other testing services but these Allows filtering by cM 1 :
may or may not work at any given ows filtering by cM range as well as grouping (your

time colored dots) --- that’s a BIG deal as it allows working
* Has the CLM (C-Leeds Method) on just a single ancestral group of interest

AutoClustering tool
* Costis S5/mo or S50/yr



4 - Ancestry

e Just released in 2025

* Takes advantage of the largest
database of DNA kits

* Currently the centiMorgan range
is fixed at 65 to 1300 cMs but the
ability to modify the ranges has
been announced to come out
soon

* Does require ProTools
subscription (~S45/quarter)

Ken Waters ~
Matches
All matches narsnt By ancestor By clustsr [l By location
v e G )

Perent/Child
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Why is it useful to be able to adjust ranges?

* Allows fine tuning of the clusters to get the desired grouping

* Focus on a particular cluster of interest that may not be shown with
set ranges currently on MyHeritage and Ancestry (supposedly soon to
change)

* At this time, only 2 services allow setting custom ranges:
 GEDMatch
* DNAGedcom/CLM



One Note on Endogamy

Al matches By parant By ancestor By cluster )

e AutoClustering of
endogamous kits can be By cluster =3
particularly problematic due
to too many interrelated kits

* Ancestry won’t even try to We'e sorry we couldsrt lusteryour matches
b u I | d a Cl u St e r (t h IS iS fo r a n Ll;i:tc::azzi-::;;hg:dri;a:z:ia;:a.:aa for chustering are not assignad to a parsntal sids or

identified 100% Ashkenazi
Jewish kit)



One Note on Endogamy

e AutoClustering of
endogamous kits can be
particularly problematic due
to too many interrelated kits

e This is what the DNAGedcom
CLM (AutoCluster) tool shows
for a 100% Ashkenazi kit

* Notice all the grey boxes and
the small cluster sizes

* Multiple relationships---makes
interpreting very difficult




My Recommendation...?

* For now, best option is DNAGedcom (most flexible and powerful) but
does require lengthy download

» Second preference goes to Ancestry due to the large database; maybe
after they implement the ability to adjust cM ranges it might be my
top pick but for now it’s limited due to fixed ranges

e Are these useful...?

* My opinion: can be helpful to visualize grouping of matches --- but: mostly
require additional analysis/grouping using spreadsheets or other methods
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