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Welcome to the AGAR Data Entry Portal  

We are very excited to welcome everyone to the AGAR Data Entry Portal. The application was 
designed to streamline data entry (to make it easier for labs to enter data), to make sure that data is 
complete and high-quality (using validation rules applied while data is being entered), and to ensure 
that your data is sent securely to AGAR.  
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1. GETTING STARTED 
 

The portal is a web-based application, so you will need a computer with internet access. Google 
Chrome is the recommended web browser for this app (download for free at 
https://www.google.com/chrome/browser/desktop/ ). Alternatively, Mozilla Firefox can also be 
used (which may be preferred by some hospital IT departments)(https://www.mozilla.org/en-US/) . 
 
You will be provided with an individual username and password to access the app – keep them safe. 
These are for individual use only, so that the AGAR administrators can track who has entered the 
episode data if there are any problems. If someone else needs access to the app, please contact the 
AGAR administrators, and we will generate a new username for them.  
 

a) Open Google Chrome and navigate to the AGAR website (www.agargroup.org.au) 

b) Click on the ‘Data Portal’ link on the right side below the heading. This will bring you to the 

login page 

c) Enter username and password, click ‘Go’ 

 

User controls – top right hand corner of the page  
Here you will see the language (English), your user name (A), and a ‘logout’ option.  
To change your password or email address, click on your login name, change the appropriate details, 
and click ‘Save’ at the bottom of the page. To exit, click ‘Cancel’.  
 
The Home tab  
The first page you will see is the Home Tab. This is a ‘dashboard view’ of your local data, giving you 
numbers of episode records for each AGAR program, as well as number of records where the 
demographic data have been matched to the susceptibility data.  
 
Download function  
The ‘Download’ link (B) next to the ‘Number of Matched Episode Records’ can be clicked on to 
download a text file (comma separated variable or CSV format) of all the matched records for your 
hospital. 

https://www.google.com/chrome/browser/desktop/
https://www.mozilla.org/en-US/
http://www.agargroup.org.au/
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2. ENTERING DATA 
There are two ways that data can be entered:  

• Single episode entry, where data each patient episode (positive blood culture) is entered 

separately, or  

• Upload completed demographic data files, where a text file (CSV) of demographic data 

from multiple patient episodes is uploaded  

Antimicrobial susceptibility testing (AST) data is then uploaded separately in a text file (CSV) from 

Vitek or Phoenix downloads. 

Demographic and AST data are then matched by the user to complete the episode record.  

 

The app can be navigated using the keyboard, rather than a mouse. You can move between data 

fields using the Tab key. Dropdown boxes can also be accessed using Enter and the arrow keys.  

If you are entering episodes individually, you can enter some data for an episode, and save it to 

complete at a later date. For example, you could enter some data as the blood culture flags positive 

(when phoning through to clinician), or when AST results are available. A list of incomplete episodes 

can then be brought up and completed at a later time (e.g. after 30 days). However, when you 

choose to upload demographic data for episodes, the data fields must all be complete (according to 

your participation level). 

2a. Single episode data entry – the Episode tab 
 

1. Click on ‘Episode’ tab at top of page (A)  

2. If you are registered for more than one hospital, select the appropriate hospital from the 

dropdown box at the bottom of the page (B)  

3. Click on ‘New Episode Record’ (C) 
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4. Start entering the demographic data for the patient episode  

a. DOB OR age can be entered (DOB is preferred)  

b. Sex  

c. Postcode  

5. Choose the appropriate Sepsis Outcome Program from the dropdown box (ASSOP, AESOP or 

GNSOP). The rest of the questions will appear once the SOP is selected. 

 

6. Enter the lab number for the patient episode  

a. This is the number that will be used to match the demographic data with the AST data, so they 

must be entered the same way as the lab number appears in the AST file (i.e. Vitek or Phoenix)  
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7. The Secondary Lab Number field can be used for when there is another number associated with 

this episode. For example, if multiple blood cultures flagged for this patient’s episode, perhaps the 

first lab number is used to identify the episode, but sensitivity testing was done on a different bottle 

(and hence lab number). In this case, enter the different bottle’s lab number as the secondary 

number. In most cases, this will not be needed and can be left blank.  

a. Be sure not to make this number too short, as matching to AST data is done on an 

‘incomplete match’ basis.  For example, if you use the secondary lab number “6”, it will try 

to match to every AST result lab number with a “6” in it. 

8. Enter date of collection, either using the keyboard (dd-mm-yyyy) or by clicking the square on the 

right-hand side of the box to bring up the calendar. 

 

9. Enter genus and species as appropriate (they will be pre-filled in ASSOP and AESOP). When you 

start typing, a list of options containing those letters will come up, which you can select with the 

mouse of keyboard (arrow down and enter).  

10. The Polymicrobial field should be selected (‘Yes’) when there is more than one organism 

cultured from a blood culture. This includes two sensitivity patterns from organisms of the same 

genus and species. When ‘Yes’ is selected, then you will be asked to enter whether the other 

organisms isolated belong to the other AGAR programs (ASSOP, AESOP, GNSOP). If you do have an 

organism from another program or multiple isolates in the same program, you will have to enter 

the data again separately under that program.  
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Entering clinical data  

11. Admitted – click Yes or No. If Yes, then you will need to enter Date of Admission (DOA, dd-mm-

yyyy, or click on square on right-hand side of box to use the calendar).  

The following questions are optional for Bronze level participants, but required for Silver level 

participants.  

12. Device-related infection – click Yes/No  

Device‐related bacteraemia is defined as a bacteraemia derived from central (which includes 

Portacaths, PICC lines) or peripheral (venous and arterial) intravascular devices, from catheter‐

associated urinary tract infection (UTI) (including nephrostomy tubes and stents),  ventilator‐

associated respiratory tract infection (RTI) and biliary stents. 

13. Principal Clinical Manifestation – click on arrow on right-hand side of box to see the list. If 

Device-Related Infection is selected as ‘No’, then the Device-Related options for PCM will not 

appear.  

14. Outcome data – select appropriate options for ‘Inpatient after 30 days’, ‘Outcome 7 Days’ and 

‘Outcome 30 days’. If the patient died, then Date of Death is required.  

15. Discharge date – enter using keyboard or click square at right-hand side of box.  

16. Enter free-text comments as required – this could be extra information for the AGAR 

administrators, or a note to yourself that can be deleted before completion of the record.  

 

Completing the episode record  

17. If the record is incomplete, click ‘Save’ so that you can come back to finish the data entry later.  

18. When you are happy that all of the data has been entered, tick ‘Completed’ and ‘Submit’. The 

validation rules will be applied at this point, so any incomplete fields will be identified and you won’t 

be able to submit the record until these are entered.  

This will take into account your lab’s participation level, so if you are a Bronze lab, you will not be 

asked to fill in the clinical data except for ‘Admitted’ and ‘Date of Admission’.  

19. If you want to leave the episode entry without saving any data, just click ‘Back to Episode List’ at 

the bottom of the page 
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2b. Navigating the Incomplete Records list – the Episode tab 
 

When you click on the Episode Tab, you will see a list of incomplete episode records for your 

hospital. To navigate through this list, enter one of the parameters you are looking for in the ‘Search’ 

box in the upper right hand corner of the page (e.g. name of person who entered data, hospital, lab 

number etc.). Then click on the lab number to enter the record for editing.  
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2c. Importing a demographic file – the Data tab 
The alternative way of entering patients’ demographic and clinical data is to upload a text file 

containing the details for multiple patients. This method will be most useful for labs with larger 

numbers of blood cultures included in the AGAR programs, or labs that already keep similar records 

of positive blood cultures on a local database.  

As the questions for the AGAR programs are slightly different, data for ASSOP, AESOP and GNSOP 

are imported separately. In order to upload a file, the column headings must match the field names 

in the portal’s database. The easiest way to do this is to use the column headings for the sample CSV 

files, by downloading the sample CSV, and filling in the appropriate data.  

How To: Import a demographic file  

1. Download a sample CSV file for the appropriate program – in this example, AESOP.  

 

2. Open this file in Excel.  

3. Use the column headings and formats from the sample file as a template to create your own file 

of demographic data. This can be done either by entering data directly into the file, or transferring 

from a local database or LIS download. Information on required data formats and rules is included in 

the sample file (see page 18 for a list of acceptable principle clinical manifestations). 

Please note: pay special attention to the formatting of dates, which should be in dd-mm-yyyy 

format. To change the date format in Excel, select the appropriate cells, and go to ‘Format Cells’ 

(right-click or under ‘Format’ on the Home tab), select the ‘Number’ tab, then ‘Custom’ format, and 

type ‘dd-mm-yyyy’ under ‘Type’.  
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4. Then rename and save the file in a CSV format (Save As, then change file type at the bottom of the 

dialog box – you may need to scroll down to find ‘CSV (Comma delimited)’). 
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5. Go back to the Data tab, select the Import Type (ASSOP/AESOP/GNSOP demographic) (A), click 

‘Select CSV file’ (B), navigate to the folder where the CSV file is saved, click Open (C), then click the 

blue “Validate only’ button (D). 

6. The validation rules are applied at this stage. This will pick up if:  

• There is any missing data  

• The data are not in the correct format for that field, or  

• The data do not follow the validation rules (e.g. acceptable date ranges)  

The first time you try this upload can identify a few problems, usually formatting errors. As such, it is 

a good idea to only try to upload data for a few episodes first (whilst keeping the file open), until 

you get the hang of it. Read the error messages, change or fix the data as required, save the file 

again, and try uploading again.  

Note: When you go back to the CSV file, format changes may not be saved (particularly for dates - a 

quirk of Excel), so it is best to keep the CSV file open until your upload is successful.  Alternatively, it 

can sometimes be better to go back to the original Excel spreadsheet (.xlsx), change the formatting, 

convert to a CSV file again, and try the upload again.  

7. Once validation is successful, click on the blue “Upload” button 

8. Pending imports are listed in the ‘Waiting Imports’ section. Once completed, they will move to the 

‘Completed Imports’ list, and you will receive an email confirming success. The next step is to then 

import the AST data, then match the two sets of data together to make a complete record. 

  



12 
Version 2. 01/10/2018 

3. IMPORTING AST DATA FILES: The Data Tab 
 

In order to streamline the process of uploading AST data, this Data Entry Portal is designed to accept 

files of AST data that require minimal or no modification. That is, it is not necessary to filter out non-

AGAR results, as the system is designed to do this for you.  

The most important thing is that the lab number in the AST file matches the lab number (or 

secondary lab number) entered into the data entry portal, otherwise they can’t be matched up. 

However, the matching system does accept partial matches. For example, if the lab number “12345” 

is entered for an episode, this can match to the lab number “12345bc” or “bc12345” or “12345-1” 

from the AST file.  

There is some variability in the data you can choose to download from the Vitek console. The 

required fields are LabID, Isolate Number, Organism Name and the antibiotics with MIC results. 

Some of the other data, such as specimen source, collection and testing dates, will be presented in 

the matching stage to help match demographic and AST data. Other fields are not required. You 

don’t need to do anything to the file before uploading – the data will be discarded during the 

upload.  

How to import a Vitek file  
1. Download text file for appropriate date range from Vitek console.  

2. Open Excel, go to Open this file (you may have to change to ‘Show All Files’ rather than just Excel 

files, in order to find your text file). This will bring up the Text Import Wizard.  

If you have extra text above the row with the usual column headings (e.g. ‘Lab ID’, ‘Isolate Number’), 

you will have to start your import at that row number (Step 1 of the import wizard) (A). Otherwise, 

start the import at row 1 (default).  

To start the import, choose ‘Delimited’ (B), Next, choose ‘Comma’ as Delimiter (C), Next, and scroll 

across to the date columns and select the appropriate format that your data is currently in (e.g. 

DMY) (D). Click ‘Finish’ once your date formats have been selected. 
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2. Files successfully uploaded will go to ‘Completed Imports’ and you will also receive an email.  
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How to import a Phoenix file  
Unlike Vitek, Phoenix susceptibility results are in different formats according to the filters set by the 

users. As there are currently only two labs using this system, the uploads have been set to accept the 

usual file format used by each lab. Sample CSV files are available on the Data page.  

1. Open your Phoenix AST results file in Excel. Go to ‘Save As’ and save file as a CSV file (if not 

already in this format).  

2. Go to Data tab, select ‘Phoenix (Westmead)’ for Westmead Hospital lab, or ‘Phoenix (Royal 

Adelaide Hospital)’ for RAH lab. Select the CSV file and click upload.  

3. Files successfully uploaded will go to ‘Completed Imports’, and you will receive an email 

confirming success. 

Take special note of results for combination antibiotics e.g. TMP-SMX – these can sometimes get 

converted to dates by Excel.  To fix this, try changing the data format to ‘Text’. 

4. MATCHING DEMOGRAPHIC AND AST DATA: The Match Data Tab 
 

This final step in the process is to match up patients’ demographic/episode data with the uploaded 

Vitek or Phoenix data.  

Important things to note:  

• The system will accept partial matches for lab number, so be careful to ensure the lab numbers are 

the same for the episode data and AST data  

• If unfiltered AST results are uploaded, then all culture results on that lab number will appear under 

the ‘Match Data’ tab, e.g. if a blood culture and urine culture were processed under the same lab 

number, then both results may appear under the Match Data tab. Make sure you choose the correct 

AST results for the blood culture sample.  

• For polymicrobial cultures, AST results for all organisms will appear under the Match Data tab, so 

be sure to check the correct organism when matching data.  

 

How to Match Episode and AST data  
1. Go to ‘Match Data’ tab.  

2. Review the ‘Matches’ column on the far right. The number of AST results available to match to the 

episode data on that lab number will appear in this column, i.e. if there is no matching AST data, the 

number will be zero.  

3. If there are any data to match (1 or more AST results), click on the number in the Matches column 

to go to the matching screen. 
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4. The episode or demographic data will be shown on the top part of the screen. Note the lab 

number and species that you are trying to match to. 
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5. Scroll down to see the available AST data. The AST results will be labelled ‘Dataset 1’, ‘Dataset 2’ 

etc. 

 

6. Review the AST results and the species data in the blue box at the bottom of the screen. Select 

one dataset to match to the episode data by ticking the appropriate ‘Matching dataset’ tickbox, 

then ‘Submit’ (which will take you back to the list of ‘Completed and Unmatched’ episode records) 

or ‘Submit and go to next match’. 
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5. OTHER TABS 
Patients – lists complete and incomplete episodes by gender, DOB, date of death and postcode 

(searchable).  

Matched Episodes – lists all matched episodes. Episodes may be unmatched, amended or deleted 

here.  

6. AMENDING RECORDS 
Demographic data can be amended by going to the Matched Episodes. 

 

1. Enter the lab number (can use partial number to search) of the record you wish to amend 

and click on Search 

2. Click on the lab number to open the record, amend as necessary and click submit at the 

bottom of the page 
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3. If you’ve matched the demographic data to the wrong AST data, you can click Unmatch on 

the Matched Episodes tab.  This will send the episode back to the Match Data tab for 

matching to the correct AST result. 

If there is an error in the AST data you’ve uploaded, then unmatch the episode, upload the 

corrected AST data, and match again. 

 

7. PRINCIPLE CLINICAL MANIFESTATIONS 
The acceptable principle clinical manifestations are listed below. If importing demographic data the 

clinical manifestations must be entered in the spreadsheet exactly as shown.  

 

 

8. WHERE TO GET HELP 
Please contact agarportalhelp@agargroup.org for:  

 Technical assistance with the Data Entry Portal  

 To apply for logins for new lab staff  

 To change your lab's participation levels  

 To report any problems with the Data Entry Portal  

 

For other questions regarding the AGAR surveys, please contact the AGAR Scientific Officer, Denise 

Daley, at denise.daley@health.wa.gov.au. 

 

ASSOP AESOP GNSOP

Biliary tract infection (including cholangitis) Biliary tract infection (including cholangitis)

CNS infection (meningitis, abscess(es)

Deep abscess(es) excluding those in the CNS

Device-related infection with metastatic focus Device-related infection with metastatic focus Device-related infection with metastatic focus

Device-related infection without metastatic focus Device-related infection without metastatic focus Device-related infection without metastatic focus

Endocarditis L-sided Endocarditis L-sided

Endocarditis R-sided Endocarditis R-sided

Febrile neutropenia Febrile neutropenia Febrile neutropenia

Intra-abdominal infection other than biliary tract Intra-abdominal infection other than biliary tract

No focus No focus No focus

Osteomyelitis/Septic Arthritis Osteomyelitis/Septic Arthritis Osteomyelitis/Septic Arthritis

Other clinical syndrome Other clinical syndrome Other clinical syndrome

Pneumonia/Empyema

Skin and Skin Structure Skin and Skin Structure Skin and Skin Structure

Urinary tract infection Urinary tract infection


