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Purpose 
The Metadata Importer (MI) is a plugin component for Geneious versions 9 and later. 

The MI is intended to facilitate the importation of meta-data associated with sequenced organisms 

for downstream analysis and submission of data to GenBank. 

The MI allows the user to:   

1. Specify a delimited text file of data fields for import 

2. Specify the delimiter character in the import file 

3. Specify a key pair which uniquely links a column in the import file to a field (standard or 

user-defined) in a selected set of sequence documents 

4. Specify a mapping between import file columns and sequence document fields 

5. Copy data from the import file to the sequence documents based on the linked column/field 

Installation 
Save the installation file with the extension gplugin (e.g. GeneiousmetadataImporter-1.05.gplugin).  

Install the plugin using the Geneious menu option Tools -> Plugins … 

Remember to restart Geneious to activate the plugin. 

The MI plugin should appear as an option in the top toolbar.  

 

Use 
Prepare a delimited text file containing the metadata to be imported. The file should conform to 

RFC4180 (https://www.ietf.org/rfc/rfc4180.txt) 

Tab stops are the preferred delimiter, rather than commas, because of the non-standard way in 

which many applications deal with in-field delimiter characters when writing CSV documents 

formats. 

Ensure your metadata file has headings in the first row. 

https://www.ietf.org/rfc/rfc4180.txt


 

The plugin will only function when one or more sequence documents are selected. Then specify the 

file containing metadata. 

 

You are then asked to specify the delimiter character. The importer does not try to guess the file 

format. 



 

The next stage is to map columns in the import delimited text file to available fields in the set of 

selected sequence documents, and to specify a key pair which can be used to link the data. If you 

don’t see a sensible looking form, or the plugin aborts, then check that the first line of your import 

file contains a header. 

 

In this example the import text file contains a column with the heading ColID which is mapped to a 

sequence document field also called ColID, and this is the key field.  The key field is selected using 

the radio buttons. Ideally the import file should contain unique records in the data for this column. 

The resulting transfer of data is then based on a one-to-one or one-to-many join between the import 

file and the sequence documents using this key link. If the import file contains multiple records with 

the same key then the user is prompted to perform the join on either the First or the Last records 

which are identical in the key column. 



 

In this example the ‘Name of Fungus’ column in the import file contains data which is copied to the 

‘Organism’ fields in the sequence documents. Similarly the ‘Country’ column in the import file 

contains data which is copied to the ‘Locality’ fields in the sequence documents. 

The contents of the target fields are checked for any existing content. If the import would result in 

overwriting content then the user is prompted “Do you want to overwrite populated field (Y) or skip 

them (N)”. If you answer Yes then populated fields in the selected sequence documents will have 

their content overwritten. If you select No then data will still be copied for all records and all fields 

except where it would result in field content being overwritten. 

 

The import process is then initiated. If the text file is large and many sequence documents are 

selected then importation may take a few seconds. The plugin does not display a process indicator. 

Wait until the dialogue indicates importation has been completed and then close the plugin. 



 

Data should have been copied from the import file to the sequence documents. 

 

 

Caveats 
The importer will only work with the Java JRE shipped with versions 9 and over. You may try 

replacing the JRE with earlier versions of Geneious. 

The import file needs to be well-formed and with header columns in the first row. Any deviation may 

result in the plugin aborting (by reporting a problem) or throwing an error. We have tried to trap 

most of the possible errors but some may have escaped. If the plugin produces an error message 

then please do not select the option to Report the problem to the Geneious Development team. The 

problem will be ours, not theirs. Send Jerry an email and we will see if there is a possible fix. The 

plugin was developed for our in-house use and we cannot actively support the wider use. However, 

we would like to make the plugin available to others. 



Terms of Use 
The authors and Landcare Research do not accept responsibility for any consequences arising from 

the use of the Geneious Metadata Importer plugin. 

The plugin (and associated code on request) is made available under Creative Commons Attribution-

NonCommercial-No Derivative Works 4.0 New Zealand License (BY-NC-ND) 

 

Jerry Cooper 
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