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Introduction 5

1 Introduction

ADNA is a utility for working with autosomal DNA data
DNAGedCom.com

Update: Both Family Tree DNA and 23AndMe members can download their data directly from their
respective web sites (September 2014).

ADNA reads the downloaded file into a grid, sorts the data by segment size in centiMorgans and
discards any matches that do not meet the user-configurable threshold (set to 5 centiMorgans by
default). It then iterates through the data, performing a brute-force comparison by chromosome and
segment location, identifying overlapping segments.

Each name in the grid is arbitrarily assigned a color (pastel colors, since they are more easily
perceived by color-deficient persons like me) so that all records for a specific person are rendered in
the same color.

This application has been tested on several real-world datasets graciously provided to me for testing
purposes by members of the genetic genealogy community; | am very grateful for their cooperation.

Although I'm not looking for another unpaid job, | am open to comments, constructive criticism, and bug
reports at my email address.

ADNA is written and compiled in Delphi XE7 from the current release of RAD Studio by Embarcadero
Technologies; Delphi is an object-oriented Pascal for Windows.

Thank you for taking the time to try ADNA.

T. Wesley Erickson
Warner Springs, CA

11 Acknowledgments

Allow me to take a moment to explain how this project came about and to thank some of the people
that made this application possible.

ADNA is the current iteration of an application written specifically to process autosomal DNA datasets

Charles R. Warthen

| wrote ADNA because my lifelong friend, mentor, and high school physics teacher (46 years ago),
Charlie Warthen, has embraced genetic genealogy. Charlie is a true Renaissance Man, who is equally
at home discussing advanced mathematical algorithms, Renaissance musical instruments (many of
which he plays), astronomy, photography, sailing, hiking, bird breeding... the list goes on for a long
time.

When Charlie gets inwvolved in an enterprise, he does so full measure, with no hesitation; and so it has
been with DNA genealogy.
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Margaret Lambson

Margaret is a steering committee member of the DNA Interest Group of the North San Diego County
Genealogical Society, and she has been very helpful to newcomers like myself. She is always ready
with insightful suggestions, feedback, and encouragement; she has also provided data for testing our
various applications.

Carol Wootton

Carol has been particularly supportive during the pre-release stages of ADNA, providing data and
sening as a beta tester.

Kathryn Johnston, MD

Kathy is an incredibly prolific and dedicated member of the genetic genealogy community; she serves
as Administrator for several groups (including the SCGS DNA Project and the H2a2b Project) and
moderates (with Bonny Cook) the DNA Interest Group of the Southern California Genealogical Society.
Kathy is a frequent presenter on a variety of topics (most recently X-Chromosome), and has provided
data and support for our applications.

Meanwhile, back at the ranch... The inspiration for ADNA can be traced back to two events: an
informal discussion at an ISOGG Jamboree in Burbank, and a presentation on autosomal DNA by
CeCe Moore to the DNA Interest Group of the North San Diego County Genealogical Society. Charlie
and | had the same reaction to the description of the process of identifying overlaps that we did to the
YDNA problem: here was a process that cried out for an automated solution; hence, this utility.

1.2 What's in it for me?

Who needs this program?

Actually, nobody. But if you are getting eyestrain or headaches from staring cross-eyed at row after
row of unformatted numbers looking for overlapping ranges, you may find that it makes your life a little
easier.

Why should | use it?

So you can spend your time in more enjoyable pursuits, like contacting people with overlapping
segments to see how you might be related (You guys really know have to have a good time — [l be on

the balcony, sipping a good single-malt whiskey).

This utility may save time and prevent some common errors — assuming, of course, that it is working
as intended...

Which is the other reason you should use it: to report bugs to me so that | can improve the program.
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2 Run ADNA - an overview

The Main form is displayed on startup:

@ ADMA utility for Autosomal DNA = =
File Edit Settings Help

Status: 5.0

Name Chr Start Loc End Loc <M SNPs

Brief nomenclature: ADNA's Main form consists of the following:

e Windows Menu (File, Edit, Settings and Help)
Status label in header

Slider to control color luminance

Edit control to set threshold in centiMorgans
Do It! button

Grid to display data

© 2014 Charles R. Warthen & T. Wesley Erickson
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A processed file yields a display similar to this:

File Edit Settings Help

459 matches for 511 records [

Name Chel.|  Start Locd. | End Loc |
Pam Bodwell 1 3118461 12148559
Branda Wohlgemen 5118401 10595681
Hayedeh Sepold Scott 19695400 26593874
Carsten Edmund Malmberg 31908360 38625611

Amy B Siegle 95069962 105550721 8.65
Susan C Griswold 96059014 115699858 19.82
Peter Melson 97081202 110902085 14.06

& Autosomal comparison results for Thomas Wesley Erickson = = £
File Edit Settings Help

459 matches for 511 records 1
Name Ch| Startloct| Endloc Brenda Booth Decristina
Pam Bodwell 1 5118461 12148559 1288 2085 James Spiegelberg 95069962 10480759
Branda Wohlgemen 1 5118461 10595681 229 1596 Susan C Griswold 96,069,014 9,481,707
Hayedeh Sepold Scott 1 19605400 26503874 9.4 2000 Scott Gregory Brookever 95,069,962 8,856,453
Carsten Edmund Malmberg 1 31908360, 28625611 2.67 1665 Peter Nelson 97,081,262 8,469,429

Lonnie Gene Seawright 97,459,480 8,091,241
Kjell Olef ¥ngve Yngvesson 95,069,362 6,715,351

Kjell Olof ¥ngve Yngvesson

iAmy B Siegle 1 95069962 105550721 865 2900
Susan C Griswold 1 | 96069[!14| 115599853‘ 1982|
Peter Nelson 1 97081202 110902085 14.06

The Matchesform displays records that overlap the selected record on the left on the same chromosome

© 2014 Charles R. Warthen & T. Wesley Erickson
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The user may elect to display all matches sorted either by Chromosome or Name:

£ Matches by Chromosome - U

File Edit Settings Help

459 matches for 511 records 1l

Name Chd:| StartlocZ| End Loc M SNPs -
Pam Bodwell 1 5118461 12148558 12.88 2085
Branda Wehlgemen !% 1 5118461 10535681 9.29 1596
Hayedeh Sepold Scott 1 19695400 26593874 9.24 2000 Pam Bodwell
Carsten Edmund Malmberg 31908360 38625611

Peter Ferdinand Reid 1 69,857,385 6,932,628 6.9|
James Lee Lowen

Per-Olof Vilhelm Jenassen c/a Viktoria

James Lee Lowen 70,453,049 7.8
Per-Olof Vilhelm Jenasson /o Viktoria 1 70,453,049 6,336,964, 4.5/
95069962 105530721 Peter Ferdinand Reid 1 70,453,049 10,766,752 7.8
96069014 115699858 Kjell Olof ¥ngve Yngvesson 1
97081292 110902085 Scott Gregory Brookaver 1 04,382,066 7,403,247 6.5
James Spiegelberg 1 94,382,066 7.403,247 6.5
Brenda Booth Decristina 1 94,841,509 5,943,804 61

Select Output by Chromosome to see all matching segments sorted by Chromosome

£ Autosomal comparison results for Thomas Wesley Erickson - o [EW
File Edit Settings Help

459 matches for 511 records 0

all}  Ainsley J Camroll
Ann Kreugen 10,372,073 5,850,148

Ellen Teale 9,044,659 5,739,232
IGlenn Raymond James Carroll 9,044,653 9,404,479
IJenny Kreugen 10,372,073 5,850,148
Maria Carroll 9,044,653 9404479
Patricia Alice Carroll 9,044,658 9,404,479

Tim Little 9,044,658 7,823,782

Aki Mikael Makacla

Aki Mikael Makaela 55463163
Alan Bruce McGie 36406412

Allyson Marie Lofton 107280282
Allyson Marie Lofton 80231492

Alvin Bemard Berglunder 105378681
Amy B Siegle 95069962

Ne matching records

André Johansen

Allyson Marie Lofton 80,231,492 5982337
Anita M Inacencio 79,977,687 6,566,277

Anna-Karin Bredvold 79,977,687 7,540,163
Eill Toivonen 80,231,492 5,601,619

Select Output by Name to see all matching segments sorted by Name

© 2014 Charles R. Warthen & T. Wesley Erickson
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Chromosome Browser

The Chromosome Browser is inspired by web applications that allow the user to graphically display
segments for up to five people at a time. The "Name" list is populated with records selected by the user
from the Main form (all records by default). Only the first 25 names are checked and displayed due to
screen resolution limitations — fewer if less than 25 matching records exist. The number of segments
mapped onto each chromosome appears towards the left.

£ Chromosome Browser = =
1 2
2 2
3 0
4 1
5 1] 25 names checked
6 1
7 1
g 0

q 3 Clear Repopulate

10 1 MName %"

e

1 0
Aki Mikael Makaela ]
i £ Alan Bruce McGie ]
13 2 Alli Kivineva v
% ‘ Allyson Marie Lofton ¥
Alton-Konrad B Langlie [+
= : Alvin Bernard Berglunder [+l
16 1 Amy B Siegle [+l
. z Amy Louann Laetsch [+l
André lohansen 4]
& 0 Andreas Rune Hagenblad [+]
19 5 Anita M Inocencio vl
0 : Ann Baumann [+#]
Ann Kreugen |
2l L Anna-Karin Bredvold ™ |y
22 0
X 0

Select Output to Browser to see selected segments on each chromosome

Click on the check box after each name to select or deselect that record. Select or deselect all records
by clicking on the check box in the header.

To display selected records, click on the Repopulate button. The number of currently selected names
appears in a label above the name list.

To clear currently mapped segments, click on the Clear button.

Double-click on a chromosome to zoom in on a single chromosome (see Detail form).

© 2014 Charles R. Warthen & T. Wesley Erickson
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Detail Form

Maps all selected segments (from Main form) for the selected chromosome:

£ Browsing Chromosome 7 -
7 Judy Marguerite Thompson
[
.
J Bjérn Johanson
ﬁ Blanche Marie Wallace
Cathrie Ame Carpbel
Charles Brian Dormaier
Dorothy May Bodt
E’ Edward Charles Dyer
E———
‘ Jefrey Calvin Gee
John Lovis Benelo
T —
Luther Kely Walace
Martin Ralph Stickam
| o
Warren Coleman
|
\ |
3203 o e T G o 7 S O O = V= S B o )

Mapped segments for a single chromosome

Move the mouse cursor over a segment to display the owner (name) of that segment and its size in
centiMorgans at the top of the screen.

Color Form

Use the color form to assign color to names (the same color will be assigned to all occurrences):

£ Assign Colors = = £ Assign Colors = B
Find Null v || Apply Close Find Aliceblue v | Apply Close

O Name Color ~ O ::'I\:::.::;hite - Color ~

[J |Ann Baumann #FFEBFE9A [ |Ann Baun Aqua h #FFEBFESA

[ Ann Kreugen #FFFS9AFE [ Ann Kreu Agquamarine #FFFS9AFE

[[J Anna-Karin Bredvold #FFOAFEDS [ | Anna-Kari| — A24re #FFOAFEDS

[ Annalisa Carlson SFFFEBA9A [ Annalisa g:gze HFFFEBAIA

[ Anne Elizabeth Cleary ZFFODYAFE ] ‘Anne Eliza B|c.:k . EFFOD9AFE

[ |Anne Inger Marie Olund ZFFBAFE9A [ Anne Inger Marie Olund ZFFBAFESA

[] Anne Mariz Ingman FFFFESAD1 ] Anne Maria Ingman ZFFFESAD1

[ Annick Hostetler ZFFGAEFFE ] Annick Hostetler ZFFGAEFFE

[ Annie Kathleen Nolan #FFFEF19A [ Annie Kathleen Molan #FFFEF19A

[| Anthony Fordham #FFD30AFE | Anthony Fordham #FFDI9AFE

O Anthony J. McQuillian #FFOAFERS O Anthony J. McQuillian #FFOAFEBS

[] Arlene Folkers #FFFESASB ] Arlene Folkers #FFFESASE

] Arne Wilhelm Horsten #FFOABBFE ] Arne Wilhelm Horsten #FFOABSFE

[ |B Sandvoll Larson #FFDGFESA [ |8 Sandvoll Larson #FFDGFESA

[] Barbara Chandler #FFFESAF3 [] Barbara Chandler #FFFESAF3

[[] |Bengt Olovsson #FFOAFEEC ] Bengt Olovsson #FFIAFEEC

[] Bengt Anders Auberg ZFFFECFOA ] Bengt Anders Auberg ZFFFECFOA

O Bengt Olof Engerstrom Z'""*"""*'"""""""} O Bengt Olof Engerstrom

[] Bente Bernardsen #’F%‘J};E’Q’A 77777777777777 v [] Bente Bemardsen ZFFOFFEQA v

List of names with default colors Select a color, click on "Apply" button

The Color form includes a (right-click) pop-up menu with an option to reset colors to default settings.

© 2014 Charles R. Warthen & T. Wesley Erickson
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3

Menu Options

File | Open

Searches the user's Download folder for .csv (FTDNA) or .dat (23andMe) files. Both file types are
displayed by default; to restrict display to one or the other, select a file extension from the file type
drop-down list.

Family Tree DNA users: look for "nnnnnn_chromosome_browser_results.csV' where "nnnnnn" is the kit
number.

23AndMe users: look for "23andMe_IBD_Segments_" followed by a name, date and time similar to
this:

23andMe_IBD_Segments_Harold_Chancellor_20140920_120110.csv
A Brief Discussion of Legacy Files from DNAGEDCOM.com:
Legacy files from DNAGEDCOM.com are .zip files with the Kit Number (FTDNA) or email address
(23AndMe) as the filename (e.g "37737.zip" or "name@site.com.zip"). The .zip file contains a folder
named "files", which contains three files in comma-separated-values (.csv) format. The filenames end in
"ChromosomeBrowser", "Family_Finder_Matches", and "ICW" (FTDNA) or "AC", "FIA", and
"RF" (23AndMe). Use the "_ChromosomeBrowser.csV' file (FTDNA) or the "FIA.csV' file (23AndMe).

Key Point: Windows does not display filename extensions by default, so these files will likely appear
as "nnnnn_ChromosomeBrowser" and "MyFile_FIA".

The "file type" drop-down also includes an option to display color profile (.cds) files, which allow the
user to maintain multiple color profiles for a given data file.

File | Save...

Writes the contents of a processed file to a "comma-separated values" (.csv) file. This will typically
create a file that is a subset of the original data file (with records below the Threshold discarded).

Note for Family Tree DNA users: this will overwrite a Family Tree DNA file of the same name; consider
changing the filename before saving.

Note for 23AndMe users: the ".dat" file is in "comma-separated values" format; saving will create an
additional file with the filename extension ".csV'. Since Windows does not display filename extensions
by default, the user will have two files with the same base filename. To awid confusion, consider
changing the filename before saving; we suggest appending the date in YYYYMMDD format.

File | Export

Exports the contents of processed file to a Microsoft Excel (.xls) file.

File | Exit

Closes the program.

Edit | Find Name

© 2014 Charles R. Warthen & T. Wesley Erickson
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Searches the "Name" column for a name or partial name (use F3 to search for successive matches).
Edit | Delete Rows

Deletes selected (highlighted) rows. Selected rows can also be deleted using the Control-Delete
keystroke combination.

Edit | God Mode

Allows the user to drag and drop columns and otherwise mess around with the grid (warning: here be
dragons). And yes, "God Mode" should really be under Settings.

Settings | Alternate Encoding

Switches between UTF-8 and Unicode character encoding. If diacritical marks do not appear correctly,
change the setting of this menu item and reload the data file.

Settings | Delete non-matching

Discards records whose segments do not overlap other records. If not selected, non-matching records
will remain in the table without a color assignment.

Settings | Output all by Chromosome

Displays the Matches form comprising a list of all matches for all selected records sorted by
Chromosome and Start Location.

Settings | Output all by Name
Displays the Matches form comprising a list of all matches for all selected records sorted by Name.
Settings | Output to Browser

Displays selected records in a browser similar to the Chromosome Browser on the vendor's web sites.
Double-click to zoom in on any chromosome.

If none of the above options is set, the Matches form is displayed with matches for the current
(selected) record.

Settings | Open in Excel

Automatically opens a file in Excel (or other registered spreadsheet application) immediately after a
File | Export operation.

Help | Contents
Displays this Help file.
Help | About

Displays the program "About" box.

© 2014 Charles R. Warthen & T. Wesley Erickson
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4

Controls and Shortcuts

Main Form:

A status label in the header displays information about the number of records available or processed.
The following controls appear in the header of the main form:

Slider: controls the luminosity of the colors in the grid.

Threshold edit control: value in centiMorgans below which records are discarded during processing (5.0
by default).

Do It! button: processes the currently-open file.

Matches Form:

A status label in the header displays information about current matches.
The following controls appear in the header of the Matches form:

Find button: activates the local context-sensitive menu to search for names (including partial matches)
in multi-record mode (user may also right-click).

Copy button: copies the data from the Matches form to the clipboard so that it can be pasted into
another application (e.g. Excel).

Print button: dumps the contents of the Matches form to the default printer (no other print options
currently available; let the author know if this is a priority for you).

Browser Form:
The Browser form is a graphical representation of segments mapped onto the various chromosomes.

A grid displays the names of all records currently selected on the main form; if the check box next to a
name is checked, segments for that name are mapped on the display.

A status label indicates how many names are currently selected (maximum of 25 due to scaling
limitations).

Detail Form:

The Detail form is a graphical mapping of all selected segments for a single chromosome. By default,
all records in the Main Form table are selected, but the user has the ability to select a subset of
records using any criteria (s)he prefers. The table can be sorted on any column, and multi-column sorts
are supported by holding down the Shift key when selecting subsequent columns. This allows the user,
for example, to sort the table by Chromosome and Start Location by clicking on the header of the
Chromosome column, holding down the Shift key, then clicking on the "Start Loc" column. Clicking on
any column a second time changes the sort order from ascending to descending; it is possible to mix
sorts so one column is ascending and another is descending; feel free to experiment.

© 2014 Charles R. Warthen & T. Wesley Erickson
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The user may select multiple contiguous or non-contiguous records for display using techniques
previously described in this manual (standard Mac/Windows behavior).

The grid on the right side of the Detail form displays the names of all records currently selected from
the main form. Records for which the check box is checked are mapped to the display; the current
release is limited to 418 selected names on any chromosome at a time.

Color Form:

Allows the user to assign colors to names and to create multiple color profiles.

Accelerator Keys

ADNA follows the Windows convention of displaying accelerator keys with an underline when the "Alt"
key is pressed; for example, to open a file, press Alt-F, O.

Function Keys

The following actions are assigned to function keys:

F1 : displays the Help file

F2 : activates Edit Mode in the grid (currently inactive)

F3: finds successive matches following an Edit | Find Name command
F4 : in conjunction with the Alt key, closes the application

F5 : turns off display of segment (rectangle) borders

F6 : turns on display of segment (rectangle) borders

F8 : toggles "multi-select” mode in Browser and Detail forms

© 2014 Charles R. Warthen & T. Wesley Erickson
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5

Processing data files

Actually, there are a couple of things that must be done first... (Side note: Did you ever notice that you
can never do just one thing — you always have to do something else first?)

Since you are reading the Help File, | will conclude that you have successfully downloaded and
installed ADNA (first steps complete!).

Family Tree DNA:

Log in to your FTDNA account and go to the Chromosome Browser:

Family Finder Results Completed: 7/14/2014

(‘Q\\\Mamhﬁ ',% Chromoime Browser Q :}/ Known Relationships . myOrigins
. . ok
R =% ~ -

|

Click on Download All Matches to Excel (CSV Format) to generate a file named
"nnnnnn_chromosome_browser_results.csV', where "nnnnnn" is the user's Kit Number):

Follow Us. Privacy | ContactUs
myFTDNA Family Tree DNA Welcome, Thomas Wesley Erickson - Kit No: 350047 Logout
Home My Account Projects Family Finder Y-DNA mitDNA Other Results Resources _
Family Finder - Chromosome Browser Feedback Refer Friends & Family Page Tour
Optional Views:
Chromosome Browser Tutorial

» Download to Excel (CSV Format) *» View this data in a table » Download All Malclleitp Excel (CSV Format)

-

Compare List Remove

Selectup to 5 matches to compare from the list below

[N}

e

Reset Defaults | | Clear Compare List

23AndMe:

Log into your 23AndMe account; from the Home Page, select My Results | Ancestry Tools:

© 2014 Charles R. Warthen & T. Wesley Erickson
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’/'1 You - 23andMe ”\k"' -
€ il ) B https//www.23andme.com/you < PAlrBa & A=
HOME ~ MYRESULTS  FAMILY&FRIENDS  RESEARCH & COMMUNITY H Chaes » B9 Q -
23andMe
HEALTH OVERVIEW ANCESTRY OVERVIEW
RECOMMEN
W s risis @ ANCESTRY COMPOSITION
Yo ..,g& DRUG RESPONSE ’ MATERNAL LINE
‘»f.- INHERITED CONDITIONS ' PATERNAL LINE
He
23 P‘ TRAITS \% NEANDERTHAL ANCESTRY

ex

=t O nemmoots ® ancestry mol_sg3

& composiTion
ANCESTRY SURVEY

FEATURED CONTENT

23andMe DNA P <0 QUICK QUESTIONS

Thenwe make copies of it
w(amplification), so we have Q
: When you were a child, did

=t v
1 you ever have febrile hd

23AndMe: My Results | Ancestry Tools

From the Ancestry Tools page, select Family Inheritance: Advanced:

S - SN
f{ Ancestry Tools - 23andMe x\+

€ ) @ hip 23andme.com/you/labs/ancestry/ ] Pl & A=
= ~
HOME ~ MYRESULTS ~ FAMILY&FRIENDS  RESEARCH & COMMUNITY ﬂ chales ~ B9 Q
23andMe
ANCESTRY TOOLS DISCUSS RATE

23andMe Tools are features that may still be in development, require specialized knowledge or appeal to only some of
our customers. We encourage you to try them out and let us know what you think!

Countries of Ancestry DNA Melody

By: Mika Macpharson, Brian Naughton, Marcala Miyazawa By: Mark Ackerlay, Thomas Eastman

Countries of Ancestry shows you the country each part of your This lab looks at several components of your DNA and crafts a
genome may have come from. This lab is fueled by the 23andMe  unique melody based on your genotype.

Community's responses to the "Where Are You From?" ancestry -~

e Discuss this feature

Discuss this feature

Family Inheritance: Advanced% Global Similarity Map

By: Lawrenca Hon By: Mika Macphearson

Compare your DNA, bit by bit, to see what segments you share In this map, each icon or colored square represents a person. The
with close and distant family. closer two people are on the map, the closer they are genetically.

You can see how close you are to populations from around the

Discuss this feature world and to your 23andMe connections, all at once.

Discuss this feature

Select Family Inheritance Advanced

At the bottom of the screen click on the "Download all ... shared segments" link:

17
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S e -
/X Family inheritance: Advanc... X | 4
€ ) & hitps/fwww.23andme.com/you/labs/mutti_ibd, ¢ | B~ Google PlrB & A =
N T
\ HOME MY RESULTS FAMILY & FRIENDS RESEARCH & COMMUNITY - =9 Q
> FAMILY INHERITANCE: ADVANCED oscuss ()

Compare your DNA, bit by bit, to see what segments you share with close and distant family.
Use this toel to discover how a DNA Relative may be related to your family. Select a DNA Relative that you are sharing with and up to 5

profiles for comparison. Shared IBD segments will be painted onto a map of your 23 chromosomes.

Compare: With:

[ Select a profile }
COMPARE RESET

Optional Family Member

[ Optional Family Member
[ Optional Family Member

Optional Family Member

Download all of shared segmaqts as aggregated on September 20, 2014, or re-request the aggregation.

Click on the "Download all ... shared segments"” link

You will receive an email with a link to download the assembled data file; click on the link to download
the file to your computer.

The file will appear in the "Downloads" folder defined in your web browser; this usually corresponds to
your personal "Downloads" folder.

If you use a download manager or have changed your web browser's settings, the file may download to
another location; hopefully, you will know where to look for your files. If necessary, use the Windows
"Search" function to locate your data file(s).

Extract the contents of the zip file to a known location; we suggest the "Downloads" folder.
Ancestry:
Currently unknown; if anyone can describe the process for downloading autosomal data, | will assess

the viability of adding support for Ancestry to ADNA.

Okay, now we can get to work...

© 2014 Charles R. Warthen & T. Wesley Erickson
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5.1 Select and edit the data file

Note: Family Tree DNA and 23AndMe members may now download their data directly as described in
Processing Data Files

(The following Family Tree DNA information is deprecated)

(The following 23AndMe information is deprecated)
23AndMe users: locate a file named "UserName-FIA.dat" (where "UserName" is your
DNAGEDCOM.com user-id):

Select File | Open from the menu; navigate to and select a file, then click on the Open button to
display the contents of the file in the grid.

Note: It may be desirable to remove records from the grid prior to processing; for example, you may
want to remove known family members (e.g. parents or siblings) to prevent the display of large
overlapping segments.

To delete a single row, select it (click on it), then:
¢ Press Ctrl-Delete, or
¢ Select Edit | Delete Row(s) from the menu

To delete multiple contiguous rows:
e Click on the first row, shift-click on the last, then press Ctrl-Delete
¢ Click on the first row; hold down shift key & press the up- or down-arrow, then press Ctrl-Delete

To delete multiple non-contiguous rows:
¢ Hold down the Ctrl key, click on multiple rows, then press Ctrl-Delete

The ADNA Utility does not have an "undo" feature at the present time (Sorry, Carol...).

To locate rows containing a name (or partial name), select Edit | Find Name from the menu, enter a
name and click on the OK button. If a match is found, it will be selected and highlighted. To find
subsequent matches, press the F3 function key. If the F3 function key does not work, focus may have
moved away from the grid; click once anywhere on the grid then press F3 again.
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5.2 Process the data file
The default comparison threshold is 5.0 centiMorgans; to change this, enter a new value in the edit
control. If the data file has already been processed, you will be prompted to reload the data file.
Check or un-check Settings | Alternate to affect the display of characters with diacritical marks.
Check Settings | Delete non-matching to delete non-matching records during processing.

Check Settings | Output all by Chromosome to display all matches sorted by Chromosome and
Start Location.

Check Settings | Output all by Name to display all matches sorted by Name and Chromosome.

Check Settings | Output to Browser to graphically display segments for selected records

Check Settings | Open in Excel to immediately open a file after a File | Export operation.

Use the File | Open menu option to select a file for processing; if the user has not yet selected a file

and clicks on the Do It! button, the file open dialog will be presented.

The Do It! button performs what it considers to be the next logical action based on context. For

example, if the user has not opened a data file using the File | Open command and clicks on the Do

It! button, the File | Open dialog will be displayed.

Do It! operations include the following:

¢ Display the File Open dialog to allow the user to select a data file.

¢ Process the currently-open file (sort the table, delete records whose segments are below the
Threshold value in centiMorgans, identify overlapping records and assign a color to each name with
matches). If Delete non-matching is checked, those records are deleted; if unchecked, they are

displayed in the background color (white by default).

¢ Display the Matches form, the Browser form, or the Detail form (depending upon menu selection
and current context).

Main Form

Once a data file has been processed, the user may review or edit the data (e.g. remove unneeded
rows, sort the data for display purposes, etc.), or select rows to pass to one of the other forms.

Matches Form

Click on the Find button (or right-click on the grid) to search for a name. Select Find Reference
(colored) or Find Comparison (matches) from the local menu. Enter a name or partial name and click
on the OK button; the search is not case-sensitive. Press the F3 function key to repeat the last
search.

Click on the Copy button in the upper-right corner to copy the contents of the form to the clipboard for
pasting into Excel or some other application.
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Click on the Print button in the upper-right corner to send the contents of the form to the default
printer.

Browser Form
Click on the Clear button to wipe the display clean for a new operation.

Click on the check boxes to select or deselect records for display; the current upper limit is 25 names.
Click on the All Records check box in the header to select or deselect all rows.

Click on the Repopulate button to display the currently-selected records in the Names list.
Detail Form
Click on the Clear button to wipe the display clean for a new operation.

Click on the check boxes to select or deselect records for display; the current upper limit is 418
names. Click on the All Records check box in the header to select or deselect all rows.

Click on the Repopulate button to display all segments selected in the Main form for that
chromosome.

To use Windows "multi-select” mode, first activate it by pressing the F8 function key; a message will
state that multi-select mode is active, and "Multi-Select" will appear in the Names grid header, then
clear all currently-selected records by deselecting the All Records check box.

To select multiple contiguous records, click on the first record, then either:

e Shift-Click on the last record (hold down the Shift key and click); or
¢ Hold down the Shift key and press the Up-Arrow or Down-Arrow key to select multiple records.

To select multiple non-contiguous records:

e Control-Click on the desired records (hold the Control key down and click on all the records you
want to select).

The ADNA Utility will facilitate the identification of persons with segments in common with the
reference person. ADNA cannot determine if these segments are "Ildentical by Descent" or "Identical by
State". The task of identifying candidates for follow-up to identify possible relatives is left to the user,
but hopefully we have spared him or her some of the tedium.
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5.3

6

Save or export the data

If you have edited your data file, you may want to save a copy to preserve those edits for future
reference; for example, you might want to save a copy of the data with close family members removed
(to minimize large overlapping segments). Note that, even if you delete rows, you will not be able to
save a copy of the file until after the first processing pass (click the Do It! button).

Select File | Save from the Main Menu, assign a meaningful filename and click on the Save button to
save a copy of the file in comma-separated values (.csv) format. Consider appending the date in
YYYYMMDD format or a description of the changes made (e.g. MyFile-FIA-siblings-removed.csv).

Export to Excel (spreadsheet)

To save the processed data as an Excel (.xls) file, select File | Export, provide a filename, and click
on the Save button.

If the Settings | Open in Excel menu item is checked, the processed data will be immediately opened
in Excel (or other compatible spreadsheet application) following a File | Save operation.

Using the exported data

(Section reserved for subsequent update)

© 2014 Charles R. Warthen & T. Wesley Erickson



T. Wesley Erickson
PO Box 128
Warner Springs

CA 92086-0128




	Introduction
	Acknowledgments
	What's in it for me?

	Run ADNA - an overview
	Menu Options
	Controls and Shortcuts
	Processing data files
	Select and edit the data file
	Process the data file
	Save or export the data

	Using the exported data

