TOOLS TO ORGANIZE YOUR DNA

GEDMATCH
BY MARTY FLANAGAN

Free Tools

' Family Trees (also Genealogy

Comparisons /
mem known as GEDCOMs [AY [ P
) ) searches

Use this version if Fast does
not work.

THE FREE TOOLS ON THIS SITE YOU WILL USE TO
UNDERSTAND YOUR MATCHES AND HOW THEY ARE RELATED
TO YOU.

GEDCOM = FAMILY TREES
GEDCOM = DNA (USUALLY THEY ARE ZIPPED)




Tier 1 Toals ©
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One-To-Many - Full Version
One-To-Many - Classic Version
Q-Matching One-To-One
Segment Search

Phasing

Triangulation
Autosegment [[ET)
AutoKinship [(TN)
Multiple Kit Analysis (MKA)
Lazarus

My Evil Twin

Combine multiple kits into 1
superkit

Clusters With AutoTree, Closest
to Single Kit Version m

Find common ancestors (MRCA)
from DNA matchesm

Find surname matches from

DNA matchesm

TIER
ONE
TOOLS
ARE
PAY TO
PLAY

Pay-As-You-Go Tier 1 Access

Get access fo Tier 1 tols when you need them, for how long you need them. You will be charged a one-time fi
for the number of months you choose

Time Period

B vrsa [ = max

Auto-Renewal Tier 1 Access

Gel access 1o Tier 1 tools every month, and save $ when paying for a yearl You will be automatically charged
manthly or yearly for these options

Monthly Recurring - $10 / month

] visa I o e

Yearly Recurring - $100 / year

UNAKITS 1N ©OT yOur 3 ITee upioaas
Account  Click here to upgrade to Tier 1 to unlock unlimited kits

The number of online users is 159

LEGEND
(Status indicators shown to the right of each kit below)

v
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Kit has completed all processing and has good status

Click on pencil if you wish to EDIT or DELETE kit profile

Likely duplicate - may need to be deleted

Research Kit

Unknown Status

Click on kit number to go directly to one-to-many results

Your DNA Resources

¥ leia

HM Laird
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Upload Your DNA

2 v
Generic Uploads (23andme,
FTDNA, AncestryDNA, most
others)
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New User Blogs on GEDmatch  Videos on GEDmatch Q matching info
Welcome New User

Using GEDmatch: | have uploaded my kit. Now what?

It will take up to two days for you to be able to use your kit to find matches with our total GEDmatch database
using the "One-to-many comparison result"

If you have just uploaded your DNA kit you may want to look into your heritage as this is almost immediately
available. Heritage is found using admixture tools. We have dozens different programs for looking at your
heritage, each specializing in different aspects. | suggest you click on "Admixture Oracle with population search"
and enter the nationality you think best describes you.

You will find this title in the "DNA Raw Data" box on your GEDmatch home page. When you get to the page with a
pie chart, make sure you look at Oracle. That is where your more specific heritage is found. Try repeating your
heritage search with other admixture calculators to get the best understanding of your heritage.

When your kit has processed (within two days from when it was uploaded) use the one-to-many comparison
result to see your matches compared to our total database. Your matches will be listed from the closest to the
most distant; how close is shown in the "Gen" (generation) column. A one (1) Gen is you or your parent. Two is a
first cousin; a grandparent is the common ancestor. Three is a second cousin, a great grandparent is in common,
etc.

https://www.youtube.com/watch?v=id7JJINoTNk

Start your incredible DNA journey from here!

@ MNew user? Watch "How To Use GEDmatch”

@ GEDmatch and Law Enforcement Matching

Message of the Day

The GEDmatch team has been busy the last couple of months. Check out what we've added, updated, and improved!

June/July Release Roundup Published

Read the release notes >
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# AYour Ancestors were Smith
and Jones ar Brown.......

Welcome to the A Your Ancestors were Smith and Jones | Facebook Group
DNA project we also offer the Matchfinder

Tool to enable you to find new matches
https:/fwww.facebook.com/groups/4467824 79684203

or Brown.......

SEIELL d Frojecl

® Member - County Antrim & County Down Ancestor
O Member - County Kerry Dna and Genealogy

O Member - Dunbartonshire, Scotland Ancestors

O Member - Early Nauvoo Settlers

O Member - Skaggs Descendants of North America

GEDmatch Kit Number:

Showing 1 to 100 of 838 entries

Sort

Lptions:

® KIt Number

Name

Y-Haplo

Mt-Haplo

mmon Ancestor

RELATIONSHIP PREDICTOR

TYPE IN THE NUMBER OF CENTIMORGANS (Cm) SHARED
AND REVIEW THE PROBABILITY AND POTENTIAL SUB-GROUP

Relationship Probabilities tor 342 shared cM

Relationship prediction algorithm developed by Brit Nicholsen. Read the me

2C Group
1C1R Group
Half-1C Group
2C1R Group
3C Group

G-Grandparent/G-Grandchild

6.5%

0.3%

0.1%

IC, 1C2R. Half1C1R

1C1R

Haif-1C. Half-G-Aunt/Uncle/NieceMNephew

C1R, Half-2C Hal-1C3R, 1C3R

3C, 2C2R. Ha-2C1R. Half-1C3R

G-Grandparent/G-Grandchikd

52.0%

20.8%

20.3%

(51




’\':a::r with Phased data

[E2se Pairs with Mo Masch

Validity of segments:

—
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Minimum segment ch

| | EXAMPLE IS ONLY USING
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Pos'n[B37 End Pas n|Centimargans (eM)] ShPs [Segment threshala[Bunch limit SNP Densicy Ratic]
570 | 197.833.758 | 2.8 |1.83¢] 161 [ e ] 020 |

ONE TO ONE ON CHROMOSOME 23 (X = SEX) PATERNAL 15T COUSIN

Individual marker indications:
Base Pairs with Full Match |

Base Pairs with Half Match

Base Pairs with No Match

Validity of segments:

[SMP Density 0 to 0.5. Darker blue means higher
density.

Large gap between adjacent SNPs
No Match

Comparing

Segment threshold size will be adjusted dynamically with an average of 200 SNPs. About 2/3 will occur between 182 and 217 SNPs.
Minimum segment cM to be included in total = 7.0 ¢M
Mismatch-bunching Limit will be adjusted to 60 percent of the segment threshold size for any given segment.

Chr|B37 Start Pos'n |B37 End Pos'n|Centimorgans (cM)|SNPs |Segment threshold| Bunch limit|SNP Density Ratio
23| 23,249,796 52,067,217 44.2 3,140 212 127 0.41

23| 110,057,445 | 121,960,910 17.6 1,200 194 e 0.4

23| 151,094,798 | 154,892,230 7 394 218 130 0.41

Chr 23

enage tize redustion: 1715




https://web.archive.org/web/20200304063547/

http://lwww.y-str.org/p/ancient-dna.html

https://www.youtube.com/watch?v=DbGF7bdouEQ

RECOMMENDED BOOKS

“THE FAMILY TREE GUIDE TO DNA TESTING AND GENETIC GENEALOGY’
BY BLAINE T. BETTINGER



