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1 Introduction

The Phenotype databagPHdb)enables youo store themetadataof your study design in the s tool as the
actual measurements.

Data can be viewed in the PHdb after importangd canalsobe exported Sharing dataand compaiing the set-
up anddata of other studiess now possible

You can grant persons view or write accasgaur study or evego completely public

The PHdb consist of 2 sectiofffgure 11):
1. d&Generic Study Capture Framews(kSCF)n this partthe description of a studgesignis stored
This includes theubject data, sample datand other study details
2. & a 2 R dpfar8 @& tis partthe actual measurements are imported and stored in so called features.

Generic Study 1
Capture Framework —— Module (e.g. SAM)
(GSCF)
1 1
N N
) (—— T
Study Platform
R \_1__/
N N
Subject \ Feature
1 1
N N
1| N
Sample Measurement
N
N
N
Assay

Figure 11: General overview of elements within the Phenotype Database.

As indicated irHgure 11, one subject catnave more than one (N) sampEach samplean be assigned tone
or more assay@ifferent experiment$. The measumments (results of the testgreindirectlylinked to the
assays in the Modulpart via platforms In the current release of PHdimly the Smple AssaydModule (SAM)is
present

ThePHdb uses so callédemplateg to store all detailon the different study elementgstudydetails, subject

data fieldsetc). See Gapter 2 for more details on templates.

ThesetdzL) 2F | ySg &0GdzRé Ay (GKS D{/ C: talzh Eha@er&a KS a{ ( dzR&
The measurements are imported in tisenall Assaiodule (SAM) They are grouped in so called platforms

which contain features that arused to store the actual dat@he measurements are linked to the syudiata in

GSCF by thassaygseeChapter 4.
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2 Templates

The PHdbuses customizable templates and ontologiestore themetadataof a study Thisallows for
flexibility to capture dlinformationon your study Templates are used il elements of the PHdb

Create your templatebefore setting up youstudy. This will enablgouto directly enter data in the template
fields.
Firstcreate your templates in the Sandbox environmert. move your templates from the Sandbox to the
Production environmentor to change/delete templatesn the Production environment, send a requést
Topdeskftfait.topdesk.ne) by using the respective forms

T D2 (2 GRASY&adSy Sy FFy@NrI3 F2N¥dzZ ASNBy¢

T Gotod 9 ELISNA YSytik $y Rk &3 Rl G 61 aS¢

f Choose th@&PheDBTemplate New, Import or Modification in Production ¥ NRY G KS T2 N &

the right

hyt &@SYLXaled S | R “¥Aagdommodif téndlatés n @ Roduction environment
In section2.1 the possible fields for each type of template discused; section2.2 describes how tareate
and modifytemplates

2.1 Template contents

Templates are present both in the GSCF and Modules part of the PHdimplate contains defauitandard
fields and can be extended with additional fields that can leatad to fit your study needs he following
informationis capturedin the different types ofemplates:

- Study(GSCEYields in this templatalescribe the study characteristics. Standdedds within the
template aretitle, description, code, startdatand published Other fieldscouldinclude study aim,
studyprotocol, participatingnstitute(s)etc.

- Subject(GSCFY¥ields in this template describe subject characteristics. Standard fieédsame (for
the subject identifier) and specie®ther fields that can be added are for instangender, ageand
weight It is not allowed to store person identifying data in the PHdlaninga perso@ name,
address and in most cases date of bilxceptions for date of birth are possible, for instance in
studies onbabies.

- Sample(GSCF)fieldsin this template describe sample characteristics. Standatds within the
template are:name(as in sample nanid) and material Additional fields could include timgoint
etc.

- Bvent/Treatment type (GSCF)fields in this template describe treatmenhtpe characteristicsThe
only dandard feld isthe template name Other types of field that could be added are duration or type
of diet etc.

- Samping evenfSample type(GSCF}his template describes the sampigpe details. The standard
fields are(template)name and sample type. Other types of field could include sample volume, storage
conditions etc.

- Assay(GSCEFYields in this templat@lescribeassay characteristics. Standard fields within the template
are:name and module (herenly& { ! aFbrinost assays these fields are sufficient.

- Platform (Modules) fields in this templatalescribeplatform characteristics. Standafglds within
the template arename, platformversion, platforntype (=module) and comants. Formost assays
these fields are sufficient.

- Feature(Modules} fields in this template describe the characteristidgthe assessments that were
done The standard fields atemplatename and uni{the latter is not requiredut should be entered
wherever applicablg For each type adissessmenin your study, you need to defireseparate
featuretemplate and specificslature fieldsForexample fori K S ¥ SMeightizZNI® 2@z O2 dzf R
0 KS (S YL JECNIE SEER MBS REKZRY 38 £ 25y Thig§édetails vilE mbke your
method reproducibleFor molecular profiling experiments the Minimal Information Guidelines should
be adhered to.

O«
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2.2 CreatBModify Templates
Templates can only be modified in the Sandboxironment or by a template admin.
There arewo waysto create or modifytemplates:
1. D2 (G2 da. NPDRSRORADERBAFSEE I yR OK22aS GKS | LILINE LINJ
2. Choose theption AR R K Y 2 fRoinThé dropdown list for a template while creating a studiggre
2.1).

New study stucy

@ Define the basic properties of your study

Enter all the basic information of your study. Keep in mind that the more specific the information that is fille

TEI‘Tip|c'ItE .DeCoDe_'\"u'Pb'_study template v|@
This template is to be used to de study.
Acc_test_|S
Title % | DeCoDe_WPE_study template
PK_tes
Description ‘ add / modify.. v
P
Code - *
Start Date 9

Participants

<

Figure 2.1Create or change a template viathtR Rk Y2 RAFT& ¢ TFdzy Ol A2yl ft A& F2N GSYL
wizard

Both methods will take you the same screggiigure 2.2).

add / modify..

Select Template

Showing Templates for Study (compare).

Please select a template to edit or create a new

template.
DeCoDe_WP6_study template L,J‘
Acc_test 1S Z B §
PK_test ZE D e

Create new template

Figure 2.2Change an existing template or create a new one

To create a new template
O A OjQedeyiewd SY LI | (5S¢
 Enterr yIFYS I yR RSé
The new template is nowdded to the list.

G OKRuré22fii2Y 2F GKS tAad o
ONRLIIA2Y F2NJ GKS ySg GSYLX I GS | yF
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To modify the (new) template:
1 Clickky ®BRBk NBY2 0S8 (SYLiirthat®mprteSt Ra¢ A 02y
A number of standard fields are presentatemplate which ca2be modified(indicated in yellow)

DCL Sample infoermation ) Available fields

Figure 2.3 Add/remove template flds for a template

On the left side you see the fields present in this template, on the right side the fields available for this type of
template.

To add an existing field
1 dick on the green plus sign behind the appropriate field. The field will rmadudled to the template
and shown on the left.
To remove a field from theurrenttemplate:
9 dick on the red minus sigior the field in the current template (left hand side of the screey®u can
only remove a field from a template if no datasbeenentered in this field foanystudy using this
template. The minus sign will be grayed out as soon asidat@sent.
To remove a general field from a template type
1 Click on the red minus sign for the field on the right hand side of the screen. Thaa aptinly
available for fields that are not used in any templa@gre 2.3.).
To change the settings @field:
 Qickonad { K2 g GSYLIX I (i S(folflexin) fer tHatMi®d.JS NIi A S a ¢
1 For fields already in use in other studies, only the commentdeachangedKgure 2.4, all other
options are greyed out). The change you make is valid for all studies using this template field.
f ¢KS 2RAARWYNBRIR:E OFly 2yfeé 6S OKFYy3aSR AF GKS FASER Az
field to be requiredbut it is in use as not required in other studies, you need to create a new template
fieldg A G K | y2(dKSN yTenrfatepamemdgi by adl yOS a
M Click on Save

Figure 2.4 hange template field settings
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To create a neviemplate field:

 Qickona/ NBI 4SS ySg FASEtRe I GKS(seéedigue 23Theesgreed KS a! G
to create a new field appears (figure 2.5).

Figure 2.5Create a new template field.

Enter a unique name for the new figlddd adescriptivesuffix if a namas already in use)

Click on the dropdown list button to show the possible field types.

The unit field is optional (and in most cases not applicable).

¢SEG SYGSNBR Ay GKS a/2YYSyidaé FTASER Attt 0S5 OA:
to that field.

=A =4 -4 =4

The following typesf template fieldsare available:

Text:
1 Short text (max 255 character$f) a longer text entered is entered, only the first 255 characters will be
stored
1 Long text (unlimited number of chacters): for text longer than 258haracters.
1 Dropdown selection of terms: indicatee neededresponse options (for instance yes and r@nly
these values will be possible for this fielfla dataset that is imported contains another value, the
value will not be importecnd left empty
1 Extendable selection of terms: choose this option when you do want response options, but are not
sure of theexactresponses present for this fiel@veryresponsenot present in the response options
will be added automatically to the dropdown list.
Numerical:
9 Decimal number (1.31)n the PHdlthe decimal sigris a dot. Uporimporting or exportingdataa
decimal sign can be chosen.
1 Natural number (100)integer numbers only (no decimals)
Other:
1 Term from ontologyA term that comes from one or mowelected ontologiesyPlease notethis

option is not functioning properly yet.
Choose one of the ontologies already$a Sy i Ay GKSRRAY 86 2@ OF ABNI @A Q1 A
ySgé | aSHNOK aONEBS yhe AHeIbdppears (seeig@egS a4 LINBaSy i Ay
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Search for ontology x

#/Search by ontology acronym. Fill in the
acronym of the ontology you want to add.

Enter a (part of a) term. Select the desired
term from the list. The ontology to which this
term belongs, will be added to the system.

Add Cancel

Figure 2.6Search ontologies

1 If you know the name of the ontology you need use the top search fleidearch the complete list
enter a space.

Search for ontology ®

® Search by ontology acronym. Fill in the
acronym of the ontology you want to add

fd

(NCRO} Non-coding RNA Ontology

(CANCO) Cancer Chemoprevention Ontology
(ANCESTRO) Ancestry Ontology

(NCIT) National Cancer Institute Thesaurus

(LOINC} Logical Observation Identifier Names and Codes

(NCBITAXON) National Center for Biotechnology Information (NCBI) Organismal Classification

(ONTOLURGEN v care ontology

) Ei

(NCCO) Nursing Care Coardination Ontolagy

Figure 2.7Search on ontology name

If youwant to searchby concept use the bottonsearch field.

Search for ontology ®

Search by ontology acronym. Fill in the
acronym of the ontology you want to add

® Enter a (part of a) term. Select the desired
term from the list. The ontology to which this
term belongs, will be added to the system

horsel
(N Horse
(LOING) Horse
D) Horse cancel

(CRISP) horse

S) Horse

Horse
(CSE0) Horse
(SNOMEDCT) Equus caballus

(SNOMEDCT) Family Equidae

Figure 2.8: search by concept.

Select the appropriatentologyl Y R Of A O] 2y d! RRéd ¢KS 2yiz2ft238 Aa
several ontologies to a field.

To remove the ontology from a field, select the ontolagyhe fieldr y R Of A O] .2y awSY2 @S¢
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Figure 2.9: Remove ontology.

File:option to upload a file and attach it to the template

True/false:this will result in acheckboxon screen

Template:dropdown list of the available templates for that study paibt inuse.

Omics moduledropdown list of available modules in tiHdb

Date:

1 Date (201601-01). the date can be entered using a calendar or as yggydd. An example of the
entered date will be shown to check whether the correct date was entered.

1 Relative timenot in use

=A =4 -4 -4 A

After choosing the file type and completing the unit and comments field (if appropridte), @19 @§¢ ai 2 &l @S
the field settings.

tKS ySo6 FTASIR ADI¥2boFRRERSGRAAKBAE!G T2NI dKAA (GeLIS 27
template.

It is possible to add field® templateseven after data have been enterdd that particular study part using the
template. Data need to be entered manually for the new fieldghe applicable study part

I £ AOPAHNYKE (2 oNBigwlofdfe aiiaflablé tkn$lates.

Test_stu @

Currently, this template contains the following fields. Drag fields
to reorder. Drag fields to the list of available fields to remave the
field from the template.

title (Short text)

description (Long text)

CAIdzNBE wHomnyY [/ fAO0] 2y a{o6AGOKe¢ (2 NBOGdzZNYy FTNBY |

[etN
(0p))

Y LJt

To get an overview of which fields are currently present in which template, click on compare:
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@

Phenotype
data b}a/ se

Select Template

Showing Templates for Stu i

Flease select a template to edit or create a new template.

Figure 2.11: Quopare template contents for a certain template type.

By hovering oveatemplate name, the complete name will be shown:

Template fields for templates of entity

If you want more space or more information, I:
Show entries

Mame & Typs = Unit | Comment = Requied = NMC. | Cel.

Study

tect

Hum...

Tes. test tecty Tes. Tec. Tez. Tes Tes.

If 3 cohort

was used

the name or

code of the

cohort can false v
be define

here (define

a cohort

template)

If the study

wEs

performed

within a

consortium  false v

Cohort

e STRING

‘Consortium

ERiNG  STRNE

can indicate
this here

Study part of
2 false

consortium, v
is

Date OATE false

Add an
appropriste
document
zontaining
additional
information
for this
study.

In wihich
institute was
the study
performed;
indicate the
full address  false v
information

{to be

replaced by

Consartium
= TEXT

Document FILE false

Institute

(sTRING  TTRINE

persons-
affiliations?)
Participating
nsttuziz) | 99F v
In which lab
was the
. study
Lab id STRING periome; false 4
indicats the
reomnumber.
name STRING false
Fill out the
S aim or
‘Objectives TEXT ausstions of false 4 v
the study

Institute
{TEXTY =T

Showing 1to 10 of 15 entries

= Y

(First] (Previous] [l (2] [Next] [Lat]

Figure 2.2: Toggle columns to hide part of the columns

/ £ AORIAYY Sa 2t dzyy aé
Choose alifferent type of template at the top to go to the overview of those templates.

G2

KARS G(KS 3ISySNI ¢
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3 Creating/editin@ study

Creating a new study and editing an existing study is dotiee samed 2 A T enNd@riment.

You can save your study settings and leave the wizard at any point and return to finish thg sstugdso
section 3.6on editing an existing studyyou can also jump ta nextstep in the wizardf it is ndicated in blue.
Clickon that step at the top of the screefigure 3.1).

Before you create a new stugyu need to creat¢he appropriate templates oknow exactly whashould be in
them (see Gapter 2).

3.1Step 1: gudy details
To create a new study,
1 & G2 GKS a/ NBFGiS¢ YSydz yR asStSOG a/ NBFGS Iy
f  The wizard is ogned on the first step: defin@ 2 dzNJ a 1 dzReé RSGFAfad hyteé (K
f Choose the appropriate templat2 NJ Of Ad@todiz § ¢ Gli2z ONBIF §Sk OKFy3S I
1 Extra fields will appear depending on the template you chobe,d / St t f A vilfbe dsadS Ol a
as an example (Figure 3.1).

w U

c

@ Phenotype [ Losout ]

Edit study [testauto2 ( >

© Define the basic properties of your study
Enter all the basic information of your study. Keep in mind that the more specific the information that is filled cut, the mare valuable the system will be.

Template cellline e case g Publications

Title

Contacts

5 * 2015 P
Start Date s B ¥ Strubel, jolanda / Principal Investigator

Objectives

Institute (TEXT)

Authorization

Consortium (TEXT)
Public Design

Readers

Writer Groups

Figure 3.1: Step 1 of creating a study: entering the study details.

At the top of the screen theurrent stepof the study setup is shown.

Enter the required fields (indicated with a green arrow). Click on the question mark icon for more
information on the expected content for a field.

1 The title and code need to be unique wittidb

1 Add at least one contact persoarfthis study. You can add a new person and role if needed

1
1
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1 User access/iou can authorize persongith a PHdb accourtb view your studyreaders andeader
groups or to view and edit your study (writers and writer groups).
If a person is not presem ithe list,request an account
goto opdeskd 5A Sy aidSy Sy || PRIIBEEN FEINHEKENBNSKWE5 . ¢ ©
forthesand® E Sy OA NR Y Y Sy (ieDBzedbesiin® Sdzf NIV { iy RO 2E Sy JANRY Y
-for aproductionaccountuse t RENB Ij dzS&a i ySg dzaSNJ LINPRdAzOG A2y ¢

A user can also request access to your study on the production environmentiuging PBeNE d
Study view and/or edit access requésRequests will always be verified witte study owner(listed
in the éContactspart of the study screef).

T ¢AO| Ayd®0 fiAKSBE a2 E 6Aff YI1S &2dzNJ addzRé | gFEAfLofS 2y
PHdb account iseeded.

f Click on next tsave your settings angb to the next step. You cawaysrell dzNJy/  (i2dzRigkeS & {
screenin the wizardand make changes.

I tAO1TAY3I 2y a{l @S¢ oAt trediddBandz2 G G0ROPR &f & IAGAGET G KS GAT I NR

3.2 Step 2ubjects

The next steps to add subjects and subject details to your stullgubject is the source from which your study
material(s) ardaken This could b&uman subjects, but also animal subjects

@ Phenotype

Edit study [DEMO]

@ Define or import your subjects

List all subjects and enter information about them. You can alse import your subjects from an excel sheet.

Figure 3.2Qreating subjects

You caradd subjects i two ways: manuallyr by importing a file containing the subject ddai

3.2.1 Adding subjectsianually
To addsubjectsmanually:
T /1 tA01 ARREGKO2¢ Iofithelsdtedn 02 GG 2Y
1 Enter the number of subjects you want to credtiefault is 1)
f  Choose the appropriatéd S Y LI | RRkO2NIAGFI&E. I GSYLX (S0
1 Enter thenameof the subject(s).
If you are creating more than one subject, this name will be used for all subjects and followed by a
YdzYo SN 0 SdId A T 2o2d3 ORiyel SINOAGBK S5 AVEHEY NB& dzf § Ay adzaSC
1 Complet all required fields (dependm the template used)The entered values will be used for all
subjects. Th values can be changed later.on
T LT + FASER dzaSa ISy 824E2IBKHOIPRNIAAYRBRGAYIOBRIANR FAS
but the value you need isnotpresenR&k A 08ARBKY2AB¥3I Il d GKS o62dd2Y 27
list (Hgure 33).
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Add subject(s)

x

Please note that all required fields have to be filled, before the subjects can be added. You can enter specific information for different

subjects after adding them

Count 5 @

Template Cell line use case template V)@
This is a template for cell lines. (Currently called Cell line use case template as Cell lines is in use already.)

Name = @
Species ® [Arabidopsis thaliana v @
al

Culture Medium

erg
Homo sapiens
Culture Medium Content | nys musculus

Rartus rattus
Rattus rattus rhadinovirus 3

Solanum lycopersicum
Culture Environment

Origin Tissue
)

Culture Refreshment
Frequency

(EXTENDABLESTRINGLIST)
Cell Type

Ok Cancel

Figure 3.3Add a value from an ontology.

A new screen opens to enter a search teiti concepts for the ontologgvailablefor this field are

shown

add more... *

herse

Figure 3.4 Search for a term in the ontology.

iAA

{ St SO0 GKS | LILINE LINRR ((SS
close when you have finished.

NIYGENDY I 2/dR GfyA Q{RRR yYdaf GALX S

The new item hanow been added to théeemplatefield. These new entries can be seendtlystudies

using this template field.
1 [/t A OQ| é2add#e subjects

The subjects are noadded to your study and present on§hSizo 2 SO a ¢

Extended manual Phenotype Database-V2.0 20160810

aONBSy o

140f 34

l.-’:



@ Phenotype vetoioonce: 1 (D)

database

P o o

Edit study [DEMOI S subjects

@ Define or import your subjects

List all subjects and enter information about them. You can also import your subjects from an excel sheet.

Template: Cell line use case template

o name ¢ | species ¢ | Culturemedium ¢ | Culturemediumcontent ¢ | Culture frequency & | Cul
o [subject 1 [Homose v | = [ | [
o [wwas [wwe) | = | |
o [subject 3 [Homose v| | Eg [ | [
o |subjects [Homose v| | & I ][
o [subject 5 [Homose v | | = [ [
< »

Showing 1 t0 5 of 5 entries

= Previous = Next Q Aa @ mport @ Delete

Figure 3.5Current subjects present in study.

You can change or add data in the talildangedields will be indicated green.
| tA0Y @B & i (KS 0 FAguieBoy. If gof click krthe ingxtdittdn without saving, the
changes will be discardetithout warning

ST

Edit study [DEMO] stucy /st

@ Define or import your subjects

List all subjects and enter information about them. You can also import you

Template: Cell line use case template

show |10 ¥ |enwies

a] name ¢ | species ¢ | Culturemedium ¢ | Cultureme
(w] [subject 1 [Homos: v | |geen =
@ [subject 2 [Homose v | | =
o [subject 3 [Homos: v] | =
8] [subjecta  [Homose v | B
8] | subjects  [Homos: v | =

Showing 1 to 5 of 5 entries

= previews = Nexw  © At (@ mport © Delee

Figure 3.6 Save changed data in the subject table.

3.2.2 Imporing subject data

You can also adsubjects by importingrmExcel, CSV or TH¥ containing the subject dat®nly one row per
subject should be present and the subject names should be unique within the file and your study.
Don@use Excel files for large datasets (>5680bjectg, but convert it to a CSV or TSV first.

To import your subject data:

T /€A01 2y AGLYLERNI¢ 4G GKS oL3i202Rr AT YK S3 dao{ SHRISACGT as(
(Hgure 3.7.
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@ phenotype Hello jolanda! @

database
. H Upload file
Upload file: Subjects P
@ upload file and specify parameters
Below you can upload an excel file, csv file or tab separated file. Please also specify the parameters for the import.
— Upload file
Choose A File )
Use data from sheet [ v @
Column header at line [1 v
Separator [. V@
da/MM/yyyy (EUfindia/South America/North Africa/AsialAustra
Date format lia)
r—Parameter
Template [Mouse v
study [ DEMO - Demo_studie_J5 v

Figue3.70 KS a! LJf 21 R FAESY adzaeSOia¢ aAONBSyod

Click on the icon foiChoose a filé.

Select the file with subjedtetails

A preview of the data ithe file is shown on the screen.

Indicate sheet fotlUse data from sheét(default value ide).

Indicate row fordColumn header at liri(default isédé).

If you are uploading a CSV or TSV file, select the appropriate separator: a comma or semicolon for a
CSV (check your file) and tab for a TSV.

Leave the date format (dd/MM/yyyy) unless it is not appropriate.

Select ype of thedQubject templateé (e.g.0Human subjecti S Y L. ElitkSoéiNexts. ThedMatch

data¢ screen ishown (Figure 38).

=A =4 =4 -4 -8 -4

= =4

@ Phenotype wetosoonss 1 (D)

database

Match data Match data

@ Match the rows and columns from your file

Beloy tore the data you provided.

g Clear mapping
LMT iant code pecies Histology biopsy Type of tissue mz
[ montimpert] v| | [montimpert v| | [mentimpert v| | [Dontimpert
LMT0237 Homo sapiens adenoma fresh frozen
LMT0253 Homo sapiens carcinoma fresh frozen
LMT0232 Homo sapiens adenoma fresh frozen
LMT0235 Homo sapiens adenoma fresh frozen
LMT0250 Homo sapiens carcinoma fresh frozen
4| 3
Showing rows 1 to 5 out of 2 total of 9 example rows [~}

= previous @ validate [ Import

Figure 38Y Maich dat& screen
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1 Check the data in the overview.

1 Click ondMatche to automatically match the columns the file to the fields in the template
Thenames of the columnén the file are shown at the top of the column.

Check whether the matching is correct.

1 If the matching is not correctnanually choose another fieid the PHdrom the dropdown
menu or set tadDon@import¢. The column will then be skipped when importing the data.

If the matching is awedt, dick on dvalidatet.

If a list with problems appears, scroll through the list to see whether unexpected problems
are indicated 6Error number € only means that no value was present and can be ignored if
correct.

If no changes in the file are needed, clickdimport¢ at the bottom of the screen.

A message indicating how many rows have been imported will appear when the imgort ha
finished. The import of large datasets (>5CMbjectg can take a while. D@use Excel files
for suchlarge datasets.

1 Click on thesEdit subjects for studyink to return tothe wizard(Fgure 39).

= =4 =

=a =4

Store data

& Data imported succesfully

19 line{s) from your file have been succesfully imported and no errors were found.

You can choose to: < )

Figure 3.9 Subjects successfully imported.

The subjectareadded to thestudy and shown in the subject screen.

3.3 Step 3: Study design

This step is not required. If you lgrhave one time point on which orsample is takemwor if the time aspect of

the measurement is not important for your exg@ent, skip this part and continue witbQep 4:Sampleg i 2

import your sample names

In the design step you can specify the details of your study design if applicable, e.g. treatments and their

duration, samples taken at different time points featrious study groups.

Y2dz YSSR (2 RSIbetSNER dzl)E Sé6 a8 O @ ¥ SampleSPreatmerd NP yEREhy S &
3.2.2) You then indicatefor eachQubjecigroup whichdSample&Treatmend NB dzLJ6 4 0 ¢ 6 SNB dza SR @

3.31 Creating a subject group

Tocreate aSubjectgroup:
G A Ol ddagizo@!S O I NP dzLJE
Enter a namdor the groupand select thesubjectsbelonging tathis group.
dick on the checkbox in the top left corner of the table to select all subjects on this page.
I £ A O%leceaffitenso®2 § KSNJ LI 3Saé¢ |G GKS o2GG2Y 2F (GKS
your study.
I t A0 é2yii2ahal @S

CKS yS¢ IANRAzZLI ¢ N X S t@SyeSuK dtiieydesiyn/scréei S a

Repeat this process to create all groups you need.

To open &ubjectgroupand change the settingsdouble click on the name of the groipthe timeline
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3.3.2 Creating &ample&Treatmergroup
AdSample&Treatmengroupg contains sample and treatment definitions that belong together. If your study is
designed in blocks of repead or interchanged treatments, you caecreate those details here
¢ 2 ONISamplé&Tieatndens NP dzLJE Y

G AO0ORRYY 86¢

Enter a descriptivename (e.g. placebo)

/| £t A0Y PBY y& YS¢
¢ K Sample&TreatmenrA NR dzLJ¥ A& | RRSR (G2 (4KS RSaiA3dy aONBSyo
dickondER A G ¢ TSanyle&TiedtmienSiNE tzlatid samples and treatment definition&n overview is
shown of all the available treatment and sample types i ¢arrentstudy.
Any changes in the sample or treatment types will affect all instances withisttialy (not just the current
6Sample&Treatmend NB dzLJE @

To add a new treatment type:

[ £tA01 2y 4! RwilayeSrégatmentAyiReS NJ o !

Choose the appropriate template

9YGSNI 6KS NXBI|jdzA NBRSTFYSEtvBa yR Of A0l 2y 4
The new treatment type is now added to the overview.

¢2 I RR GKA& G NXBISanpeyTieatierdl NIEKBLIOYWINNB y i &
Qick on the name of the group and drag it to the timeline on this screen. This timeline represents the
relative timepoint within thecument 6Sample&TreatmenH N2 dzLJE ¢
Drop the treatment on the desired (relative) timepoint.
yRAOIGS G4KS GNBIFIYXOré RdzNI GA2y |yR Of A01 2Yy
¢KS GNBFOYSYld A& y26 | RRSBnpe&Lredtriedd NIPAISStaA yS 2 F
Adding a sample type follows tharae process, except no duration needs to be indicated.
In section 3.2.3 the functionalityf the timelines are explained.

a
KS

O dzN

I tA0Y OBy y& YS¢ (2 Sam@&kTréakferdQI&NNBY @ SddAy3Ia yR (2 NBildz

screen.

3.3.3 Using the timines
The timelinesnd 2 G K (1 KS R Sanmp@&TreatryfeRB NIPKd3LIG & O KB Shyie. BoSnripd&e
the timeline or any elements (samples, treatmentsSample&Treatmengroups)

1 Add an element: Qick on the name of the element you want to add and drag it to the
timeline. Drop it at the desired timepoint

1 Move an element: Double click to select the element on the timeline. Drag this element to
another timepoint and drop.

1 Delete an element: Doubk click to select the element on the timeline. Click on the red cross to
remove.

1 Zoom: Tochange the time window shown on the timeline put your cursottios

timeline and e you scroll wheel
1 Scroll left or right in timeline:  Clickon the timelineitselfand drag to scroll lefor right.

3.34 Finishing your design

| RR Haffle&Breatmerd N2 dzLJa ¢ (2 GKS FLILINBLINARIF GS adzoeS0i 3 NP dzLo

before going to the next step.

Please note that the timepoints indicated insideK Sam@le&Treatmend NB dzLJ( @Attt 0SS NBE I GA DS

timepoint indicated in the design screenNd (i@8ple&Treatmenf NP d3bJh case a sampldrslicatedat
Gm RI & Sanfpd&TiedrEenBONE dzLJE = o0dzi G KS 3INER dzLJ A &creedf the@&ual I G
timell2Ayd 2F (GKS alYLXS gAft 06S do RI&atgod
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3.4 Step 4: Samples

There aregwo ways to create sampgfor your study:
Automatically, using the design sap created in step .3
Importing samplenames from dile.

These methods arexplained in detail in the following sectians

3.4.1 Automatically generated sample names
PHdb can create sample names based on the the study desigp $etstep 3 of the wizard. This way you are
certain that all possible samples are present in youdygt
To create sample nanse
f GCAOIGSESNIKGS al YL Saé¢ |4 GKS o620G2Y 2F GKS {loftSo
1 The sample name is always structured as <subject nang&amgle&Treatmengroup
name>_<sample type name>_timepoint.
1 The timepoint is the combined timepoint, adding ugttimepoint indicated in the
éSample&TreatmerA NR dzLJE YR GKS GAYSLRAYG 2F GKS O02YLX SaGS

If you have to make changes to the design and need to change the sample names accordingly, choose
GwS3ISYSNFGS &l YLI Sthe/chanigesi ¢ (2 Ay O2NLIZ2NF GS

3.4.2 Importingsample names

You carimport the samplenames using an Ex¢€SV or TSWe containing all names. You could also use the
file containing your measurements ftrose samples. The sample nhames however need to be unique in the
file.

To importsamples

O Clickondimporté2 y (IKB6LXa$3a¢é &ONBSYy Ay (GKS 6AT I NR®

0 OnthedUpload file: sampléasscreen select the file containing the sample data.

0 The procedure is the same as described for importing subjectsés#mn3.2.2).

0 When ticking the boxAttach to subjects the data will be linked to the subjects already present in

your study. The subject name should be present indhtaset and matched to the subject narfor
this link

3.5Step 5 and 6: Assays and Assay/Samples

Assays are used to grougsultsfor a particular test oanalysisCreate a separate assay for each sample type
you defned in deDesignstep (if applicable).

Nextyou need to indicate for which sgotes which assays were performed. In a later phaserdbalts
(measurements) are imported into your assays.

To create an assay :
D2 (2 althawiza®.ae Ay
Click ondAdcE.
Indicate the number of assays you want to create.
Select an appropriate asgdéemplate.
Give the assay @escriptivename (e.g. the name of the measured biomarkat also part of your
study name This will make it easier to identify when uploading measurements
If more thanone assay is created the name will be followed by a number (_1, 2 etc). This name can be
changed afterwards.
Complete the required and other fielddepends on the template used)
Choose the appropriate module for this measurement (63AM).
Click oroOke.
Continue until you have defined all required assays.
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To link your assays to the samples:

Click ondNexte.

An overview screen appears, showing all sanmalmes and assays in the study

Check the boxes to indicate which samples belong to which assay.

Toselect all samples click on the tickbox top left in the table header. Then clidetatt all items on

other pages at the bottom of the table.

Click on the first row to select that assay for all selected samples.

Click o gvet @
Saving the assasampk settings can take a long while, depending on the number of samples. If you have more
than 5000 samples, select one assay at a time for all samples and save.

3.6Step 7: Overview

In the final step of the Wizard an overview is given of the study paramébde your study. This includes the
number of subjects, subjegroups, treatment and sample types, samples and assays. If you see any strange
numbers, click on the corresponding step in the wizard to return to that step.

Your study setip is now ready athyou can continue with importing your measurements.

3.7 Editing/viewing existing studies

¢2 OKIFy3S 2N gASs G(GKS aSiiamy aai A $ES adifayal MyidzRASSH za
2N 66 addzRASa¢ o fereaded, plysStudies for wiich gaR hagedeadeodavriter access).
5SLISYRAY3I 2y @2dzNJ  O0Saa NAERG&E FEBRANElI ORI B {40 @wle £ ¢
I £tA01 2y GKS LILINPLINAREFGS A02y (BpdezLIAYi SixwS/dd@Re@y¢ 6
directly navigate to those settings.

4 Modules

The experimental data (measurements) are captured iKS a2 O ésecldR Inths 2aBedk@S A Y LI S
assay Modulé(SAM) is presenOn the startpage of a Module ahort introduction is given of the fierent
Module functionalities (igure 4.1)

CAIdzNB nodmY az2RdzA S a{!aé¢ adGFNIL LI 3ASSP

A module contains a number ofgtforms. A platforngroups togetherfeatures belonging t@ certain type of
experiment(e.g. Tissudlicro Array (TMA) oMultiplex ligationdependent probe amplification (MLP&{c).
Features ar@assessments for a certain analys&formed onyour samples.
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