
Clients, projects and biospecimens 
 

To collect biospecimens, a client and project must be registered first. 

 

To add the client: 
 

1. Navigate to the ‘Quick Access’ tool bar and select ‘clients’ 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

2.  Add the information for the client and select ‘save’ 

3. Clients will be given access to the site, but will have very limited privileges, however, a 

username and login will need to be created for the client contact. 



 

 

 

 

 

 

 

 

 

 

 

  

Note that no projects can be added 

for a client until the client contact has 

been created 

1. Add the Client contact details and ‘save’ 

2. Navigate to the ‘Login details’ and enter username and 

password under ‘create new user’ 



To add the client: 
 Once you have added a client contact, you will see that and “add” button is available. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

You can provide a link to where the 

documents are stored in the system 

Select the sample types to be collected in 

the study. Multiple types can be selected 

If the lab will perform analysis for the client on samples in 

the project, ensure that the service is selected here 

(Refer to analysis service setup document) 



To add Biospecimens: 
 

 

There are three methods to add biospecimens into Baobab LIMS. 

1. Kits (see document: Kits and Kit Shipment) 

2. In Batch 

3. Single biospecimens at a time 

 

BATCH 
1. Navigate to ‘Quick Access’ and select ‘Batch Samples’ 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Specify the number of biospecimens in the batch – this will automatically 

create them in the batch 

Specify where the samples in the batch will be stored. Only 

managed storage locations will appear in the search bar and 

the hierarchy and number of available positions will be 

available. 

 

 

 

 

 

 

 

TOP TIP: Note that a box will be selected. Samples which 

belong in different boxes (due to box configuration and tube 

size for example) should not be placed in the same batch. 

 

Take note of compulsory fields indicated by the red square 

If the batch consists of aliquots from a parent 

sample, the parent sample must be captured in 

the system first and will be available in the drop 

down list 



2. Once the batch has been created, navigate to the “biospecimens” tab and select sample type 

and scan the barcode.  

 

 

 

 

 

 

 

 

 

 

3. Select “sample due” [batches can be created prior to sample receipt- as such, they undergo the 

state change from Registered – Due – Received. The image below indicates which information 

related to the sample is captured at each sample state change] 

 

 

 

4. Scan or enter the subject ID, Volume and unit, and select “sample received” 

TOP TIP: BARCODES MUST BE UNIQUE, SUBJECT ID CAN BE THE SAME 

 

 

  



SINGLE SAMPLES, ONE AT A TIME 
 

 

1. Navigate to ‘Quick Access’ and select “Biospecimens” 

2.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Specify where the samples in the batch will be stored. 

Only managed storage locations will appear in the 

search bar and only the available positions in a box will 

be shown 

 

Leave this field blank if you are adding a ‘parent’ 

biospecimen. 

If an aliquot is being created, select the parent from the 

drop-down list of available biospecimens 

 

 



 

 

 

 

 

Data entered in the sample 

donor module will be available 

as a drop-down list 

Data entered in the disease 

ontology module will be 

available as a drop-down list 

A biospecimen captured in this manner will have no 

state changes and once the save button is pressed, 

will immediately be in the received state – this is 

because all information (barcode, sample ID, 

volume, unit and sample type) have all been 

recorded on this single form 


