Neighbor-Net analysis using BIGSdb as implemented on PubMLST.org

The whole genome Neighbor-Net analysis described in this paper can be replicated with the
following steps:

1. Navigate to the Neisseria database on PubMLST.org (http://pubmlist.org/neisseria/).

2. Select the isolate database:
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3. Click ‘Search database’:
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Welcome to the Neisseria PubMLST database

The Neisseria PublMLST database contains data for a collection of isolates that represent the total known diversity of Neisseria species. For every allelic profile in the
profiles/sequence definition database there is atleast one corresponding isolate deposited here. Any isolate may be submitted to this database and consequently it should
be noted that it does not represent a population sample.
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4. Click the filters list:
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5. Select the Feavers et al. 1999 paper from the publication filter list and click ‘Submit’:
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6. The records for isolates from the outbreak will be displayed. Click the ‘Genome
Comparator’ button at the bottom of the table:
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12 records returned. Click the hyperlinks for detailed information.

Isolate fields B
[ id] isolate | _aliases JountnJyear] __disease T ___species
644193/4286 Z6417 UK 1993 invasive ) Neisseria i c 11 ST-11 complexET-37 complex F3-6
662 2837 M97/252508 UK 1997 invasive ) Neisseria I c 50 ST-11 complex/ET-37 complex F3-8
663 2833 MI7/252455 UK 1997 invasive ) Neisseria c 11 ST-11 complex/ET-37 complex 2 F3-8
664 2838 MO7/252458 UK 1997 carrier Neisseria meningitidis c 11 ST-11 complex/ET-37 complex 2 F3-8
665 2845 MO7/252797 UK 1997 carrier Neisseria meningitidis c 67 ST-11 complex/ET-37 complex 5 2 F11
666 2843 M97/252847 UK 1997 carrier Neisseria meningitidis c 51 ST-11 complex/ET-37 complex  19-3 15 F3-5
667 2842 M97/252848 UK 1997 carrier Neisseria meningitidis c 51 ST-11 complex/ET-37 complex  19-3 13 F3-5
669 2846 M97/252836 UK 1997 carrier Neisseria meningitidis c 52 ST-11 complexET-37 complex deleted  deleted F1-30
670 2840 M97/252535 UK 1997 invasive ) Neisseria i c 50 ST-11 complex’ET-37 complex  5-1 104 F3-6
671 2844 M97/252781 UK 1997 invasive ) Neisseria c 50 ST-11 complewET-37 complex  5-1 104 F3-6
672 2847 M97/252943 UK 1997 invasive ) Neisseria c 50 ST-11 complexET-37 complex 51 10-4 F3-8
698 FAM18 24259 USA 1983 invasive ) Neisseria c 11 ST-11 complex’ET-37 complex 5 2 F1-30
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7. The isolates will be pre-selected. Select ‘FAM18’ from the ‘annotated genome’ drop
down list box:
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Genome Comparator

Please selectihe required isolate ids and loci for comparison - use cirl or shiftte make multiple selections. In addition to selecting individual loci, you can choose to include all loci defined in schemes
by selecting ihe appropriate scheme description. Alternatively, you can enter the accession number for an annotated reference genome and compare using the loci defined in that
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8. The locus and scheme lists will be hidden when a genome is selected. Press ‘Submit’.
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Genome Comparator

Toggle: &

Flease select the required isolate ids and loci for comparison - use cirl or shift to make multiple selections. In addition to selecting individual loci, you can choose to include all loci defined in
schemes by selecting the scheme

 ¥ou can enter the accession number for an annotated reference genome and compare using the loci defined in that.
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9. The analysis job will be submitted to the server job queue. Click the job hyperlink to
display the job viewer page. This will auto-refresh until the analysis is completed:
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This analysis has been submitted to the job queue

Please be aware that this job may take a long time on the number of

and haw busy the sever is.
| Follow the progress of this job and view the output |




10. A Neighbor-Net will be generated and displayed at the bottom of the page. Various
output files are hyperlinked including the distance matrix used to generate the network.
This can be loaded in to stand-alone Splitstree for further manipulation.
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+ Distance matrix (Nexus format} - Suitable for loading in to SplitsTree. Distances between taxa are calculated as the number of loci with different allele sequences
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Please note that job results will remain on the server for 7 days.




