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Definitions  
Assay analysis or test containing a number of assessments (features) 
Feature assessment done for a certain type of test or analysis (e.g. cholesterol level, 

staining frequency score, gene expression level) 
Measurement result for an assessment (feature) for a certain sample 
Modules grouping of measurements (results) for the same type of assays (analysis) 
Platform grouping of features (assessments) for certain tests and analysis 
Sample material taken from a subject (sometimes at more than one time point) used for 

analysis or testing  
Sample type type of sample taken from a subject (e.g. blood, DNA) 
Subject source of the samples on which assessments are done (e.g. mice, patients, plants) 
Template predefined set of fields that describe a study element in the Phenotype database 
Treatment the use of an agent, procedure, or regimen, such as a drug or diet, over a period 

of time 

Abbreviations 
CSV Comma-separated value file 
GSCF General Study Capture Framework 
PHdb Phenotype database 
SAM Simple Assay Module 
TSV Tab-separated value file 
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1 Introduction 
 
The Phenotype database (PHdb) enables you to store the metadata of your study design in the same tool as the 
actual measurements.  
Data can be viewed in the PHdb after importing and can also be exported. Sharing data and comparing the set-
up and data of other studies is now possible.  
You can grant persons view or write access to your study or even go completely public. 
 
The PHdb consist of 2 sections (Figure 1.1):  

1. άGeneric Study Capture Frameworkέ (GSCF): in this part the description of a study design is stored. 
This includes the subject data, sample data and other study details. 

2. άaƻŘǳƭŜǎέ part: in this part the actual measurements are imported and stored in so called features. 
 

 
Figure 1.1: General overview of elements within the Phenotype Database.  
 

As indicated in Figure 1.1, one subject can have more than one (N) sample. Each sample can be assigned to one 
or more assays (different experiments). The measurements (results of the tests) are indirectly linked to the 
assays in the Module part via platforms. In the current release of PHdb only the Simple Assays Module (SAM) is 
present. 
 
The PHdb uses so called άTemplatesέ to store all details on the different study elements (study details, subject 
data fields etc). See Chapter 2 for more details on templates. 
The set-ǳǇ ƻŦ ŀ ƴŜǿ ǎǘǳŘȅ ƛƴ ǘƘŜ D{/CΣ ǳǎƛƴƎ ǘƘŜ ά{ǘǳŘȅ ²ƛȊŀǊŘέΣ ƛǎ ŘŜǎŎǊƛōŜŘ ƛƴ ŘŜtail in Chapter 3.  
The measurements are imported in the Small Assay Module (SAM). They are grouped in so called platforms 
which contain features that are used to store the actual data. The measurements are linked to the study data in 
GSCF by the assays (see Chapter 4).  
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2 Templates 
The PHdb uses customizable templates and ontologies to store the metadata of a study. This allows for 
flexibility to capture all information on your study. Templates are used in all elements of the PHdb. 
 
Create your templates before setting up your study. This will enable you to directly enter data in the template 
fields. 
First create your templates in the Sandbox environment. To move your templates from the Sandbox to the 
Production environment, or to change/delete templates on the Production environment, send a request to 
Topdesk (trait.topdesk.net) by using the respective forms: 

¶ Dƻ ǘƻ άŘƛŜƴǎǘŜƴ Ŝƴ ŀŀƴǾǊŀŀƎ ŦƻǊƳǳƭƛŜǊŜƴέ 

¶ Go to ά9ȄǇŜǊƛƳŜƴǘŀƭ ŘŀǘŀέΣ άtƘŜƴƻǘȅǇŜ ŘŀǘŀōŀǎŜέ 

¶ Choose the άPheDB Template New, Import or Modification in Productionέ ŦǊƻƳ ǘƘŜ ŦƻǊƳǎ ƛƴŘƛŎŀǘŜŘ ƻƴ 
the right 

 
 hƴƭȅ ŀ ά¢ŜƳǇƭŀǘŜ ŀŘƳƛƴƛǎǘǊŀǘƻǊέ Ŏan add or modify templates in the Production environment. 
In section 2.1 the possible fields for each type of template are discussed; section 2.2 describes how to create 
and modify templates. 
 
 

2.1 Template contents 
Templates are present both in the GSCF and Modules part of the PHdb. A template contains default standard 
fields and can be extended with additional fields that can be created to fit your study needs. The following 
information is captured in the different types of templates: 

- Study (GSCF): fields in this template describe the study characteristics. Standard fields within the 
template are: title, description, code, startdate and published. Other fields could include: study aim, 
study protocol, participating institute(s) etc.  

- Subject (GSCF): fields in this template describe subject characteristics. Standard fields are name (for 
the subject identifier) and species. Other fields that can be added are for instance gender, age and 
weight. It is not allowed to store person identifying data in the PHdb, meaning a personΩs name, 
address and in most cases date of birth. Exceptions for date of birth are possible, for instance in 
studies on babies. 

- Sample (GSCF) : fields in this template describe sample characteristics. Standard fields within the 
template are: name (as in sample name/ID) and material. Additional fields could include time-point 
etc. 

- Event/Treatment type (GSCF) : fields in this template describe treatment type characteristics. The 
only standard field is the template name. Other types of field that could be added are duration or type 
of diet etc. 

- Sampling event/Sample type (GSCF): this template describes the sample type details. The standard 
fields are (template) name and sample type. Other types of field could include sample volume, storage 
conditions etc. 

- Assay (GSCF): fields in this template describe assay characteristics. Standard fields within the template 
are: name and module (here only ά{!aέύ. For most assays these fields are sufficient. 

- Platform (Modules): fields in this template describe platform characteristics. Standard fields within 
the template are name, platform version, platform type (=module) and comments. For most assays 
these fields are sufficient. 

- Feature (Modules): fields in this template describe the characteristics of the assessments that were 
done. The standard fields are template name and unit (the latter is not required but should be entered 
wherever applicable). For each type of assessment in your study, you need to define a separate 
feature template and specific feature fields. For example for ǘƘŜ ŦŜŀǘǳǊŜ άWeightέ ȅƻǳ ŎƻǳƭŘ ŎǊŜŀǘŜ 
ǘƘŜ ǘŜƳǇƭŀǘŜ ŦƛŜƭŘǎ άIƴǎǘǊǳƳŜƴǘ ǳǎŜŘέΣ ά¢ƛƳŜ ƻŦ ŘŀȅέΣ ά{ƘƻŜǎ ƻƴ ƻǊ ƻŦŦέΦ These details will make your 
method reproducible. For molecular profiling experiments the Minimal Information Guidelines should 
be adhered to.  
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2.2 Create/Modify Templates 
Templates can only be modified in the Sandbox environment or by a template admin. 
There are two ways to create or modify templates:  

1. Dƻ ǘƻ ά.ǊƻǿǎŜκ9Řƛǘέ όƛƴ D{/CύΣ ŎƘƻƻǎŜ ά¢ŜƳǇƭŀǘŜǎέ ŀƴŘ ŎƘƻƻǎŜ ǘƘŜ ŀǇǇǊƻǇǊƛŀǘŜ ǘŜƳǇƭŀǘŜΦ 
2. Choose the option άAŘŘκƳƻŘƛŦȅέ from the dropdown list for a template while creating a study (Figure 

2.1).  

 

Figure 2.1:Create or change a template via the άAŘŘκƳƻŘƛŦȅέ ŦǳƴŎǘƛƻƴŀƭƛǘȅ ŦƻǊ ǘŜƳǇƭŀǘŜǎ ƛƴ ǘƘŜ ǎǘǳŘȅ ǎŜǘǳǇ 
wizard. 
 
Both methods will take you the same screen (Figure 2.2). 
 

 
Figure 2.2: Change an existing template or create a new one. 
 
 
To create a new template  

¶ CƭƛŎƪ ƻƴ άCreate new ǘŜƳǇƭŀǘŜέ ŀǘ ǘƘŜ ōƻǘǘƻƳ ƻŦ ǘƘŜ ƭƛǎǘ όFigure 2.2) 

¶ Enter ŀ ƴŀƳŜ ŀƴŘ ŘŜǎŎǊƛǇǘƛƻƴ ŦƻǊ ǘƘŜ ƴŜǿ ǘŜƳǇƭŀǘŜ ŀƴŘ ŎƭƛŎƪ ƻƴ ά{ŀǾŜέΦ  
The new template is now added to the list. 
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To modify the (new) template: 

¶ Click ƻƴ ǘƘŜ άAŘŘκǊŜƳƻǾŜ ǘŜƳǇƭŀǘŜ ŦƛŜƭŘǎέ ƛŎƻƴ for that template.  
A number of standard fields are present in a template which canΩt be modified (indicated in yellow): 

 

 
Figure 2.3: Add/remove template fields 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: 

¶ Click on the green plus sign behind the appropriate field. The field will now be added to the template 
and shown on the left. 

To remove a field from the current template: 

¶ Click on the red minus sign for the field in the current template (left hand side of the screen). You can 
only remove a field from a template if no data has been entered in this field for any study using this 
template. The minus sign will be grayed out as soon as data is present. 

To remove a general field from a template type: 

¶ Click on the red minus sign for the field on the right hand side of the screen. This option is only 
available for fields that are not used in any template (Figure 2.3.).  

To change the settings of a field: 

¶ Click on ά{Ƙƻǿ ǘŜƳǇƭŀǘŜ ŦƛŜƭŘ ǇǊƻǇŜǊǘƛŜǎέ (folder icon) for that field. 

¶ For fields already in use in other studies, only the comments can be changed (Figure 2.4, all other 
options are greyed out). The change you make is valid for all studies using this template field.  

¶ ¢ƘŜ ƻǇǘƛƻƴ άRŜǉǳƛǊŜŘέ Ŏŀƴ ƻƴƭȅ ōŜ ŎƘŀƴƎŜŘ ƛŦ ǘƘŜ ŦƛŜƭŘ ƛǎ ƴƻǘ ƛƴ ǳǎŜ ƛƴ ŀƴȅ ǎǘǳŘȅ ŀǎ ȅŜǘΦ LŦ ȅƻǳ ƴŜŜŘ ŀ 
field to be required but it is in use as not required in other studies, you need to create a new template 
field ǿƛǘƘ ŀƴƻǘƘŜǊ ƴŀƳŜ όŦƻǊ ƛƴǎǘŀƴŎŜ άTemplate-name_reqέύ. 

¶ Click on Save. 
 

 
Figure 2.4: Change template field settings. 
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To create a new template field: 

¶ Click on ά/ǊŜŀǘŜ ƴŜǿ ŦƛŜƭŘέ ŀǘ ǘƘŜ ōƻǘǘƻƳ ƻŦ ǘƘŜ ά!ǾŀƛƭŀōƭŜ ŦƛŜƭŘǎέ ƭƛǎǘ (see figure 2.3). The screen 
to create a new field appears (figure 2.5). 

 

 
Figure 2.5: Create a new template field. 

 

¶ Enter a unique name for the new field (add a descriptive suffix if a name is 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). 

¶ ¢ŜȄǘ ŜƴǘŜǊŜŘ ƛƴ ǘƘŜ ά/ƻƳƳŜƴǘǎέ ŦƛŜƭŘ ǿƛƭƭ ōŜ ǾƛǎƛōƭŜ ǿƘŜƴ ŎƭƛŎƪƛƴƎ ƻƴ ǘƘŜ ǉǳŜǎǘƛƻƴ ƳŀǊƪ ƛŎƻƴ ƴŜȄǘ 
to that field. 

 
The following types of template fields are available: 
 
Text: 

¶ Short text (max 255 characters): if a longer text entered is entered, only the first 255 characters will be 
stored 

¶ Long text (unlimited number of characters): for text longer than 255 characters. 

¶ Dropdown selection of terms: indicate the needed response options (for instance yes and no). Only 
these values will be possible for this field. If a dataset that is imported contains another value, the 
value will not be imported and left empty. 

¶ Extendable selection of terms: choose this option when you do want response options, but are not 
sure of the exact responses present for this field. Every response not present in the response options 
will be added automatically to the dropdown list.  

 
Numerical: 

¶ Decimal number (1.31): in the PHdb the decimal sign is a dot. Upon importing or exporting data a 
decimal sign can be chosen. 

¶ Natural number (100): integer numbers only (no decimals). 
 
Other: 

¶ Term from ontology (A term that comes from one or more selected ontologies): Please note: this 
option is not functioning properly yet.  
Choose one of the ontologies already prŜǎŜƴǘ ƛƴ ǘƘŜ ƭƛǎǘ ƻǊ ŎƭƛŎƪ ƻƴ ά!ŘŘ ƴŜǿέΦ !ŦǘŜǊ ŎƭƛŎƪƛƴƎ ƻƴ άAdd 
ƴŜǿέ ŀ ǎŜŀǊŎƘ ǎŎǊŜŜƴ ŦƻǊ ƻƴǘƻƭƻƎƛŜǎ ǇǊŜǎŜƴǘ ƛƴ the PHdb appears (see Figure 2.6). 
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Figure 2.6: Search ontologies. 

 

¶ If you know the name of the ontology you need use the top search field. To search the complete list 
enter a space. 
 
 

 
Figure 2.7: Search on ontology name. 
 
If you want to search by concept, use the bottom search field. 
 
 

 
Figure 2.8: search by concept.  
 
Select the appropriate ontology ŀƴŘ ŎƭƛŎƪ ƻƴ ά!ŘŘέΦ ¢ƘŜ ƻƴǘƻƭƻƎȅ ƛǎ ŀŘŘŜŘ ǘƻ ǘƘŜ ŦƛŜƭŘΦ ¸ƻǳ Ŏŀƴ ŀŘŘ 
several ontologies to a field. 
 
To remove the ontology from a field, select the ontology in the field ŀƴŘ ŎƭƛŎƪ ƻƴ άwŜƳƻǾŜέ. 
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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 a checkbox on screen. 

¶ Template: dropdown list of the available templates for that study part. Not in use.  

¶ Omics module: dropdown list of available modules in the PHdb. 

¶ Date: 

¶ Date (2010-01-01): the date can be entered using a calendar or as yyyy-mm-dd. An example of the 
entered date will be shown to check whether the correct date was entered. 

¶ Relative time: not in use. 
 

After choosing the file type and completing the unit and comments field (if appropriate), cƭƛŎƪ ƻƴ άSŀǾŜέ ǘƻ ǎŀǾŜ 
the field settings.  
¢ƘŜ ƴŜǿ ŦƛŜƭŘ ƛǎ ƴƻǿ ŀŘŘŜŘ ǘƻ ǘƘŜ άAǾŀƛƭŀōƭŜ ŦƛŜƭŘǎέ ƭƛǎǘ ŦƻǊ ǘƘƛǎ ǘȅǇŜ ƻŦ ǘŜƳǇƭŀǘŜ ŀƴŘ Ŏŀƴ ōŜ ŀŘŘŜŘ ǘƻ ȅƻǳr 
template. 
 
It is possible to add fields to templates even after data have been entered in that particular study part using the 
template. Data need to be entered manually for the new fields in the applicable study part. 
 
/ƭƛŎƪ ƻƴ άSǿƛǘŎƘέ ǘƻ ǊŜǘǳǊƴ ǘƻ ǘƘŜ overview of the available templates. 
 

 
CƛƎǳǊŜ нΦмлΥ /ƭƛŎƪ ƻƴ ά{ǿƛǘŎƘέ ǘƻ ǊŜǘǳǊƴ ŦǊƻƳ ŀ ǘŜƳǇƭŀǘŜ ŘŜǘŀƛƭǎ ǎŎǊŜŜƴ ǘƻ ǘƘŜ ǘŜƳǇƭŀǘŜǎ ƻǾŜǊǾƛŜǿΦ 
 
 
To get an overview of which fields are currently present in which template, click on compare: 
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Figure 2.11: Compare template contents for a certain template type. 
 
 
By hovering over a template name, the complete name will be shown: 
 

 
Figure 2.12: Toggle columns to hide part of the columns 
 
 
/ƭƛŎƪ ƻƴ ά¢ƻƎƎƭŜ ŎƻƭǳƳƴǎέ ǘƻ ƘƛŘŜ ǘƘŜ ƎŜƴŜǊŀƭ ŦƛŜƭŘ ŎƻƭǳƳƴǎΦ 
Choose a different type of template at the top to go to the overview of those templates. 
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3 Creating/editing a study 
 
Creating a new study and editing an existing study is done in the same ά²ƛȊŀǊŘέ environment.  
You can save your study settings and leave the wizard at any point and return to finish the setup (see also 
section 3.6 on editing an existing study). You can also jump to a next step in the wizard if it is indicated in blue. 
Click on that step at the top of the screen (Figure 3.1). 
Before you create a new study you need to create the appropriate templates or know exactly what should be in 
them (see Chapter 2). 
 

3.1 Step 1: Study details 
To create a new study,  

¶ Gƻ ǘƻ ǘƘŜ ά/ǊŜŀǘŜέ ƳŜƴǳ ŀƴŘ ǎŜƭŜŎǘ ά/ǊŜŀǘŜ ŀ ƴŜǿ ǎǘǳŘȅέΦ  

¶ The wizard is opened on the first step: define ȅƻǳǊ ǎǘǳŘȅ ŘŜǘŀƛƭǎΦ hƴƭȅ ǘƘŜ άǘŜƳǇƭŀǘŜέ ŦƛŜƭŘ ƛǎ ǎƘƻǿƴΦ  

¶ Choose the appropriate template ƻǊ ŎƭƛŎƪ ƻƴ ά!dd/modiŦȅέ ǘƻ ŎǊŜŀǘŜκŎƘŀƴƎŜ ŀ ǘŜƳǇƭŀǘŜ.  

¶ Extra fields will appear depending on the template you choose. Here, ά/Ŝƭƭ ƭƛƴŜ ǳǎŜ ŎŀǎŜέ will be used 

as an example (Figure 3.1). 

 

---- 

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

¶ At the top of the screen the current step of the study set-up 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. 

¶ The title and code need to be unique within PHdb. 

¶ Add at least one contact person for this study. You can add a new person and role if needed.  
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¶ User access: you can authorize persons with a PHdb account to view your study (readers and reader 
groups) or to view and edit your study (writers and writer groups).  
If a person is not present in the list, request an account:   
-go to Topdesk, ά5ƛŜƴǎǘŜƴ Ŝƴ ŀŀƴǾǊŀŀƎ ŦƻǊƳǳƭƛŜǊŜƴέ ά9ȄǇŜǊƛƳŜƴǘŀƭ 5ŀǘŀέ, άtƘŜƴƻǘȅǇŜ5.έΦ  
-for the sandbƻȄ ŜƴǾƛǊƻƴƳŜƴǘ ǳǎŜ ǘƘŜ ŦƻǊƳ άtƘeDB request neǿ ǳǎŜǊ {ŀƴŘōƻȄ ŜƴǾƛǊƻƴƳŜƴǘέ  
-for a production account use άtƘŜDB ǊŜǉǳŜǎǘ ƴŜǿ ǳǎŜǊ ǇǊƻŘǳŎǘƛƻƴέ 
 
A user can also request access to your study on the production environment using ǘƘŜ ŦƻǊƳ άPheDB 
Study view and/or edit access requestέ. Requests will always be verified with the study owner (listed 
in the άContacts part of the study screenέ). 

¶ ¢ƛŎƪƛƴƎ ǘƘŜ άtǳōƭƛŎέ ōƻȄ ǿƛƭƭ ƳŀƪŜ ȅƻǳǊ ǎǘǳŘȅ ŀǾŀƛƭŀōƭŜ ƻƴ ǘƘŜ tƘŜƴƻǘȅǇŜ ƘƻƳŜ ǇŀƎŜ ŦƻǊ ŜǾŜǊȅƻƴŜ όƴƻ 
PHdb account is needed). 

¶ Click on next to save your settings and go to the next step. You can always reǘǳǊƴ ǘƻ ǘƘŜ ά{ǘǳŘȅέ 
screen in the wizard and make changes.  

/ƭƛŎƪƛƴƎ ƻƴ ά{ŀǾŜέ ǿƛƭƭ ǊŜǎǳƭǘ ƛƴ ƭŜŀǾƛƴƎ ǘƘŜ ǿƛȊŀǊŘ ŀƴŘ redirection ǘƻ ǘƘŜ ά{ǘǳŘȅ ƭƛǎǘέΦ  
 
 

3.2 Step 2: Subjects 
The next step is to add subjects and subject details to your study. A subject is the source from which your study 
material(s) are taken. This could be human subjects, but also animal subjects. 
 

 
Figure 3.2: Creating subjects 
 
You can add subjects in two ways: manually or by importing a file containing the subject details. 
 
 

3.2.1 Adding subjects manually 
To add subjects manually: 

¶ /ƭƛŎƪ ƻƴ ǘƘŜ άAŘŘέ ƛŎƻƴ ŀǘ ǘƘŜ ōƻǘǘƻƳ of the screen. 

¶ Enter the number of subjects you want to create (default is 1). 

¶ Choose the appropriate ǘŜƳǇƭŀǘŜ όƻǊ ά!ŘŘκƳƻŘƛŦȅέ ŀ ǘŜƳǇƭŀǘŜύ. 

¶ Enter the name of the subject(s).  
If you are creating more than one subject, this name will be used for all subjects and followed by a 
ƴǳƳōŜǊ όŜΦƎΦ ƛŦ ȅƻǳ ŜƴǘŜǊ ǘƘŜ ƴŀƳŜ άSǳōƧŜŎǘέ ǘƘƛǎ ǿƛƭƭ ǊŜǎǳƭǘ ƛƴ ǎǳōƧŜŎǘψмΣ ǎǳōƧŜŎǘψн ŜǘŎύΦ 

¶ Complete all required fields (depends on the template used). The entered values will be used for all 
subjects. The values can be changed later on. 

¶ LŦ ŀ ŦƛŜƭŘ ǳǎŜǎ ŀƴ ƻƴǘƻƭƻƎȅ όŦƻǊ ƛƴǎǘŀƴŎŜ άSǇŜŎƛŜǎέΣ ǿƘƛŎƘ ƛǎ ŀ ǎǘŀƴŘŀǊŘ ŦƛŜƭŘ ŦƻǊ ǘƘŜ ǎǳōƧŜŎǘ ǘŜƳǇƭŀǘŜύΣ 
but the value you need is not present, aŘŘ ƛǘ ōȅ ŎƘƻƻǎƛƴƎ άAŘŘ ƳƻǊŜέ ŀǘ ǘƘŜ ōƻǘǘƻƳ ƻŦ ǘƘŜ ŘǊƻǇŘƻǿƴ 
list (Figure 3.3). 
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Figure 3.3: Add a value from an ontology. 
 
 
A new screen opens to enter a search term. All concepts for the ontology available for this field are 
shown. 
 
 

 
Figure 3.4: Search for a term in the ontology.  
 
{ŜƭŜŎǘ ǘƘŜ ŀǇǇǊƻǇǊƛŀǘŜ ǘŜǊƳ ŀƴŘ ŎƭƛŎƪ ƻƴ άAŘŘ ǘŜǊƳέΦ ¸ƻǳ Ŏŀƴ ŀŘŘ ƳǳƭǘƛǇƭŜ ǘŜǊƳǎ ǘƘƛǎ ǿŀȅΦ /ƭƛŎƪ ƻƴ 
close when you have finished. 
The new item has now been added to the template field. These new entries can be seen by all studies 
using this template field. 

¶ /ƭƛŎƪ ƻƴ άOƪέ ǘƻ add the subjects. 
The subjects are now added to your study and present on thŜ άSǳōƧŜŎǘǎέ ǎŎǊŜŜƴΦ  
 
 



Extended manual Phenotype Database V2 - v2.0 20160810 15 of 34 
 

 
Figure 3.5: Current subjects present in study. 
  
 
You can change or add data in the table. Changed fields will be indicated green. 
/ƭƛŎƪ ƻƴ άSŀǾŜέ ŀǘ ǘƘŜ ōƻǘǘƻƳ ƻŦ ǘƘŜ ǘŀōƭŜ όFigure 3.6). If you click on the next button without saving, the 
changes will be discarded without warning. 
 
 

 
Figure 3.6: Save changed data in the subject table. 
 
 

3.2.2 Importing subject data 
You can also add subjects by importing an Excel, CSV or TSV file containing the subject data. Only one row per 
subject should be present and the subject names should be unique within the file and your study. 
DonΩt use Excel files for large datasets (>5000 subjects), but convert it to a CSV or TSV first. 
 
To import your subject data: 

¶ /ƭƛŎƪ ƻƴ άLƳǇƻǊǘέ ŀǘ ǘƘŜ ōƻǘǘƻƳ ƻŦ ǘƘŜ ά{ǳōƧŜŎǘǎέ ǇŀƎŜΦ ¢ƘŜ ά¦ǇƭƻŀŘ ŦƛƭŜΥ ǎǳōƧŜŎǘǎέ ǎŎǊŜŜƴ ŀǇǇŜŀǊǎ 
(Figure 3.7). 
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Figure 3.7: ǘƘŜ ά¦ǇƭƻŀŘ ŦƛƭŜΥ ǎǳōƧŜŎǘǎέ ǎŎǊŜŜƴΦ 
 

¶ Click on the icon for άChoose a fileέ. 

¶ Select the file with subject details.  

¶ A preview of the data in the file is shown on the screen. 

¶ Indicate sheet for άUse data from sheetέ (default value is ά1έ). 

¶ Indicate row for άColumn header at lineέ (default is ά1έ). 

¶ 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 type of the άSubject templateέ (e.g. άHuman subject ǘŜƳǇƭŀǘŜέ). Click on άNextέ. The άMatch 

dataέ screen is shown (Figure 3.8). 

 

 
Figure 3.8Υ άMatch dataέ screen. 
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¶ Check the data in the overview. 

¶ Click on άMatchέ to automatically match the columns in the file to the fields in the template. 
The names of the columns in the file are shown at the top of the column.  

¶ Check whether the matching is correct.  

¶ If the matching is not correct, manually choose another field in the PHdb from the dropdown 
menu or set to άDonΩt importέ. The column will then be skipped when importing the data. 

¶ If the matching is correct, click on άValidateέ. 

¶ If a list with problems appears, scroll through the list to see whether unexpected problems 
are indicated. άError number 7έ only means that no value was present and can be ignored if 
correct. 

¶ If no changes in the file are needed, click on άImportέ at the bottom of the screen. 

¶ A message indicating how many rows have been imported will appear when the import has 
finished. The import of large datasets (>5000 subjects) can take a while. DonΩt use Excel files 
for such large datasets. 

¶ Click on the άEdit subjects for studyέ link to return to the wizard (Figure 3.9).  
 
 

 
Figure 3.9: Subjects successfully imported. 
 
 
The subjects are added to the study and shown in the subject screen. 
 
 

3.3 Step 3: Study design 
This step is not required. If you only have one time point on which one sample is taken or if the time aspect of 
the measurement is not important for your experiment, skip this part and continue with άStep 4: Samplesέ ǘƻ 
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 for various study groups.  
Yƻǳ ƴŜŜŘ ǘƻ ŘŜŦƛƴŜ ŀǘ ƭŜŀǎǘ ƻƴŜ άSubjectƎǊƻǳǇέ όǎŜŎǘƛƻƴ оΦнΦмύ ŀƴŘ ƻƴŜ άSample&Treatment ƎǊƻǳǇέ (section 
3.2.2). You then indicate for each Subjectgroup which άSample&Treatment ƎǊƻǳǇόǎύέ ǿŜǊŜ ǳǎŜŘΦ  
 

3.3.1 Creating a subject group 
To create a Subjectgroup: 

 CƭƛŎƪ ƻƴ ά!dd a SǳōƧŜŎǘƎǊƻǳǇέ 
 Enter a name for the group and select the subjects belonging to this group.  

Click on the checkbox in the top left corner of the table to select all subjects on this page. 
/ƭƛŎƪ ƻƴ άSelect all items on ƻǘƘŜǊ ǇŀƎŜǎέ ŀǘ ǘƘŜ ōƻǘǘƻƳ ƻŦ ǘƘŜ ǘŀōƭŜ ǘƻ ǎŜƭŜŎǘ ŀƭƭ ǎǳōƧŜŎǘǎ ƛƴ 
your study. 

 /ƭƛŎƪ ƻƴ άhƪέ ǘƻ ǎŀǾŜ. 
¢ƘŜ ƴŜǿ ƎǊƻǳǇ ǿƛƭƭ ōŜ ǎƘƻǿƴ ƛƴ ǘƘŜ άTƛƳŜƭƛƴŜέ at the top of the design screen. 
Repeat this process to create all groups you need. 
To open a Subjectgroup and change the settings, double click on the name of the group in the timeline.  
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3.3.2 Creating a Sample&Treatment group 
A άSample&Treatment groupέ contains sample and treatment definitions that belong together. If your study is 
designed in blocks of repeated or interchanged treatments, you can recreate those details here. 
¢ƻ ŎǊŜŀǘŜ ŀ άSample&Treatment ƎǊƻǳǇέΥ 

 CƭƛŎƪ ƻƴ άAŘŘ ƴŜǿέ  
 Enter a descriptive name (e.g. placebo) 
 /ƭƛŎƪ ƻƴ άSŀǾŜ ƴŀƳŜέ 

¢ƘŜ άSample&Treatment ƎǊƻǳǇέ ƛǎ ŀŘŘŜŘ ǘƻ ǘƘŜ ŘŜǎƛƎƴ ǎŎǊŜŜƴΦ 
Click on άEŘƛǘέ ŦƻǊ ǘƘƛǎ άSample&Treatment ƎǊƻǳǇέ to add samples and treatment definitions. An overview is 
shown of all the available treatment and sample types in the current study.  
Any changes in the sample or treatment types will affect all instances within the study (not just the current 
άSample&Treatment ƎǊƻǳǇέΦ 
 
To add a new treatment type: 

 /ƭƛŎƪ ƻƴ ά!ŘŘ ƴŜǿέ ǳƴŘŜǊ ά!vailable treatment typesέ. 
 Choose the appropriate template. 
 9ƴǘŜǊ ǘƘŜ ǊŜǉǳƛǊŜŘ ŦƛŜƭŘǎ ŀƴŘ ŎƭƛŎƪ ƻƴ άSŀǾŜ ƴŀƳŜέ. 

The new treatment type is now added to the overview.  
 
¢ƻ ŀŘŘ ǘƘƛǎ ǘǊŜŀǘƳŜƴǘ ǘƻ ǘƘŜ ŎǳǊǊŜƴǘ άSample&Treatment ƎǊƻǳǇέΥ 

 Click on the name of the group and drag it to the timeline on this screen. This timeline represents the 
relative time point within the current άSample&Treatment ƎǊƻǳǇέΦ 

 Drop the treatment on the desired (relative) timepoint. 
 IƴŘƛŎŀǘŜ ǘƘŜ ǘǊŜŀǘƳŜƴǘ ŘǳǊŀǘƛƻƴ ŀƴŘ ŎƭƛŎƪ ƻƴ άOƪέ. 

¢ƘŜ ǘǊŜŀǘƳŜƴǘ ƛǎ ƴƻǿ ŀŘŘŜŘ ǘƻ ǘƘŜ ǘƛƳŜƭƛƴŜ ƻŦ ǘƘŜ ŎǳǊǊŜƴǘ άSample&Treatment ƎǊƻǳǇέΦ 
Adding a sample type follows the same process, except no duration needs to be indicated. 
In section 3.2.3 the functionality of the timelines are explained. 
 
/ƭƛŎƪ ƻƴ άSŀǾŜ ƴŀƳŜέ ǘƻ ǎŀǾŜ ǘƘŜ ŎǳǊǊŜƴǘ άSample&Treatment ƎǊƻǳǇέ ǎŜǘǘƛƴƎǎ ŀƴŘ ǘƻ ǊŜǘǳǊƴ ǘƻ ǘƘŜ ŘŜǎƛƎƴ 
screen. 
 
 

3.3.3 Using the timelines 
The timelines in ōƻǘƘ ǘƘŜ ŘŜǎƛƎƴ ŀƴŘ ǘƘŜ άSample&Treatment ƎǊƻǳǇέ ǎŎǊŜŜƴ ōŜƘŀǾŜ the same. To manipulate 
the timeline or any elements (samples, treatments or Sample&Treatment groups): 

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

¶ Move an element:  Double click to select the element on the timeline. Drag this element to 
another time point and drop. 

¶ Delete an element:  Double click to select the element on the timeline. Click on the red cross to 
remove. 

¶ Zoom:  To change the time window shown on the timeline put your cursor on the 
timeline and use your scroll wheel. 

¶ Scroll left or right in timeline:  Click on the timeline itself and drag to scroll left or right. 
 
 

3.3.4 Finishing your design 
 
!ŘŘ ǘƘŜ άSample&Treatment ƎǊƻǳǇǎέ ǘƻ ǘƘŜ ŀǇǇǊƻǇǊƛŀǘŜ ǎǳōƧŜŎǘ ƎǊƻǳǇόǎύ ƛƴ ǘƘŜ ǘƛƳŜƭƛƴŜΦ /ƘŜŎƪ ȅƻǳǊ ŘŜǎƛƎƴ 
before going to the next step. 
Please note that the timepoints indicated inside ǘƘŜ άSample&Treatment ƎǊƻǳǇέ ǿƛƭƭ ōŜ ǊŜƭŀǘƛǾŜ ǘƻ ǘƘŜ 
timepoint indicated in the design screen foǊ ǘƘŜ άSample&Treatment ƎǊƻǳǇέ. So in case a sample is indicated at 
άм Řŀȅέ ƛƴ ǘƘŜ άSample&Treatment ƎǊƻǳǇέΣ ōǳǘ ǘƘŜ ƎǊƻǳǇ ƛǎ ǇƭŀŎŜŘ ŀǘ άн Řŀȅǎέ ƛƴ ǘƘŜ ŘŜǎƛƎƴ screen, the actual 
time Ǉƻƛƴǘ ƻŦ ǘƘŜ ǎŀƳǇƭŜ ǿƛƭƭ ōŜ άо ŘŀȅǎέΦ 
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3.4 Step 4: Samples 
There are two ways to create samples for your study: 

 Automatically, using the design set-up created in step 3. 
 Importing sample names from a file. 

These methods are explained in detail in the following sections. 
 
 

3.4.1 Automatically generated sample names 
PHdb can create sample names based on the the study design set-up in step 3 of the wizard. This way you are 
certain that all possible samples are present in your study.  
To create sample names:  

¶ CƭƛŎƪ ƻƴ άGŜƴŜǊŀǘŜ ǎŀƳǇƭŜǎέ ŀǘ ǘƘŜ ōƻǘǘƻƳ ƻŦ ǘƘŜ ǘŀōƭŜΦ  

¶ The sample name is always structured as <subject name>_<Sample&Treatment group 
name>_<sample type name>_timepoint. 

¶ The timepoint is the combined timepoint, adding up the timepoint indicated in the 
άSample&Treatment ƎǊƻǳǇέ ŀƴŘ ǘƘŜ ǘƛƳŜǇƻƛƴǘ ƻŦ ǘƘŜ ŎƻƳǇƭŜǘŜ ƎǊƻǳǇ ƻƴ ǘƘŜ ŘŜǎƛƎƴ ǎŎǊŜŜƴΦ 

 
If you have to make changes to the design and need to change the sample names accordingly, choose 
άwŜƎŜƴŜǊŀǘŜ ǎŀƳǇƭŜ ƴŀƳŜǎέ ǘƻ ƛƴŎƻǊǇƻǊŀǘŜ the changes. 
 
 

3.4.2 Importing sample names 
You can import the sample names using an Excel, CSV or TSV file containing all names. You could also use the 
file containing your measurements for those samples. The sample names however need to be unique in the 
file.  
 

To import samples: 
ǒ Click on άImportέ ƻƴ ǘƘŜ ά{ŀƳǇƭŜǎέ ǎŎǊŜŜƴ ƛƴ ǘƘŜ ǿƛȊŀǊŘΦ 
ǒ On the άUpload file: samplesέ screen select the file containing the sample data.  
ǒ The procedure is the same as described for importing subjects (see section 3.2.2). 
ǒ When ticking the box άAttach to subjectsέ the data will be linked to the subjects already present in 

your study. The subject name should be present in the dataset and matched to the subject name for 
this link. 

 
 

3.5 Step 5 and 6: Assays and Assay/Samples 
Assays are used to group results for a particular test or analysis. Create a separate assay for each sample type 
you defined in de Design step (if applicable). 
Next you need to indicate for which samples which assays were performed. In a later phase, the results 
(measurements) are imported into your assays.  
 
To create an assay :  

 Dƻ ǘƻ ά!ǎǎŀȅǎέ ƛƴ the wizard. 
 Click on άAddέ. 
 Indicate the number of assays you want to create. 
 Select an appropriate assay template. 
 Give the assay a descriptive name (e.g. the name of the measured biomarker but also part of your 

study name. This will make it easier to identify when uploading measurements).  
If more than one 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 fields (depends on the template used). 
 Choose the appropriate module for this measurement (e.g. άSAMέ). 
 Click on άOkέ. 
 Continue until you have defined all required assays. 
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To link your assays to the samples: 
 Click on άNextέ. 
 An overview screen appears, showing all sample names and assays in the study. 
 Check the boxes to indicate which samples belong to which assay. 
 To select all samples click on the tickbox top left in the table header. Then click on άselect all items on 

other pagesέ at the bottom of the table.  
Click on the first row to select that assay for all selected samples. 

 Click on ά{aveέΦ 
Saving the assay-sample 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. 
 

 

3.6 Step 7: Overview 
In the final step of the Wizard an overview is given of the study parameters for your study. This includes the 
number of subjects, subject groups, 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 set-up is now ready and you can continue with importing your measurements. 
 
 

3.7 Editing/viewing existing studies 
¢ƻ ŎƘŀƴƎŜ ƻǊ ǾƛŜǿ ǘƘŜ ǎŜǘǘƛƴƎǎ ƻŦ ŜȄƛǎǘƛƴƎ ǎǘǳŘƛŜǎΣ Ǝƻ ǘƻ ŜƛǘƘŜǊ άMȅ ǎǘǳŘƛŜǎέ όƭƛǎǘƛƴƎ ǘƘŜ ǎǘǳŘƛŜǎ ŎǊŜŀǘŜŘ ōȅ ȅƻǳύ 
ƻǊ άAƭƭ ǎǘǳŘƛŜǎέ όƭƛǎǘƛƴƎ ŀƭƭ ǎǘǳŘƛŜǎ ȅƻǳ created, plus studies for which you have reader or writer access). 
5ŜǇŜƴŘƛƴƎ ƻƴ ȅƻǳǊ ŀŎŎŜǎǎ ǊƛƎƘǘǎ ŦƻǊ ŀ ŎŜǊǘŀƛƴ ǎǘǳŘȅΣ ƴŜȄǘ ǘƻ ǘƘŜ άVƛŜǿέ ƛŎƻƴ ŀƴ άEŘƛǘέ ƛŎƻƴ ǿƛƭƭ ōŜ ŀǾŀƛƭŀōƭŜΦ 
/ƭƛŎƪ ƻƴ ǘƘŜ ŀǇǇǊƻǇǊƛŀǘŜ ƛŎƻƴ ǘƻ ƻǇŜƴ ǘƘŜ ǎǘǳŘȅΦ ¢ƘŜ ǿƛȊŀǊŘ ƻǇŜƴǎ ƻƴ ǘƘŜ άStudȅέ ǎǘŜǇΦ /ƭƛŎƪ ƻƴ ǘƘŜ ǎǘŜǇ ǘƻ 
directly navigate to those settings. 
 

4 Modules  
The experimental data (measurements) are captured in ǘƘŜ ǎƻ ŎŀƭƭŜŘ άaƻŘǳƭŜέ section. In this case the ά{ƛƳǇƭŜ 
assay Moduleέ (SAM) is present. On the start page of a Module a short introduction is given of the different 
Module functionalities (Figure 4.1). 
 

 
CƛƎǳǊŜ пΦмΥ aƻŘǳƭŜ ά{!aέ ǎǘŀǊǘ ǇŀƎŜΦ 
 
 
A module contains a number of platforms. A platform groups together features belonging to a certain type of 
experiment (e.g. Tissue Micro Array (TMA) or Multiplex ligation-dependent probe amplification (MLPA) etc). 
Features are assessments for a certain analysis performed on your samples.  




























