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Chapter 1

Starting and setting up BioNumerics

1.1 Introduction

This guide is designed as a tutorial for the E. coli functional genotyping plugin of BioNumerics. This plugin
allows you to screen Escherichia coli whole genome sequences to predict phenotypic traits. The genome
sequences can be imported in BioNumerics using one of the import routines available in the software or can
be the result of a de novo assembly performed in BioNumerics on a sequence reads set.

The plugin contains public databases for serotype, virulence and resistance prediction, as well as plasmid
and prophage detection. The reference databases are based on the data sets available from the Center for
Genomic Epidemiology, DTU (https://cge.cbs.dtu.dk/services/data.php), combined with refer-
ence sequences kindly provided by Dr. Rebecca Lindsey (Enteric Diseases Laboratory Branch, Centers for
Disease Control and Prevention, Atlanta, GA, USA). An in silico PCR tool is also implemented, making it
possible to detect e.g. Shiga toxin gene subtypes and virulence genes, mimicking the wet lab PCR.

The minimal configuration for the installation of the E. coli functional genotyping plugin includes the Se-
quence data module (@), Character data module (@) and the Genome Analysis Tools module @

1.2 Startup program

When BioNumerics is launched from the Windows start panel or when the BioNumerics shortcut (@) on
your computer’s desktop is double-clicked, the Startup program is run. This program shows the BioNu-
merics Startup window (see Figure 1.1).

A new BioNumerics database is created from the Startup program by pressing the J button.
An existing database is opened in BioNumerics with \) or by simply double-clicking on a database

name in the list.

1.3 Installing the E. coli functional genotyping plugin

If a database is opened for the first time, the Plugins dialog box will appear by default (see Figure 1.2).

If the database has already been opened previously, the Plugins dialog box can be called from the Main
window by selecting File > Install / remove plugins... (@k).


https://cge.cbs.dtu.dk/services/data.php
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Figure 1.1: The BioNumerics Startup window.

Applications | Utilities | Custom | Database Functionality |

Activate functionality for specific applications.

This plugin tool provides extra functionality for
e e bt el
DiversiLab tools will also convert the range into 5-1-R
HDA categories.
HIV Resistance
MIRU-VNTR
MLPA
“# MLST online
OlAxcel
RDP
RiboPrinter
SMP calling
SmartFinder
Spa typing
Polymorphic VINTR typing

[FIRYEY

[]Show only activated

Show Manual

Figure 1.2: The Plugins dialog box.

Once a plugin is installed, it is marked with a green V-sign. It can be removed again with the <Deactivate>
button.

If the selected plugin is documented, pressing <Show Manual> will open its manual in the Help window.
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The E. coli functional genotyping plugin is provided as an online plugin. Online plugins are available from
the Applied Maths website, from which they can be downloaded and installed in the database in just a few
mouse clicks. Since administrator rights are not required for installation of a plugin in the database, online
plugins can be easily updated to take advantage of the latest improvements in program code and search data.

Proceed as follows to install the E. coli functional genotyping plugin, starting from the Plugins dialog box:

3.1 Select the Database Functionality tab in the Plugins dialog box and press the <Add / Update...>> button.

3.2 Check the box that corresponds to the E. coli functional genotyping plugin (see Figure 1.3) and press
<OK>.

Load from file

Browse...
Add files with button [Browse]
or drag and drop from explorer. Delete Al

Online plugins

Installed version Latest version
E. coli functional genotyping
[] wgMLST admin

Figure 1.3: Adding an online plugin.

The actual download of the plugin file can take a couple of minutes, depending on the speed of your internet
connection.

The first page of the E. coli genotyping settings wizard prompts for some general settings (see Figure 1.4):

General
Set general settings.

Sequence experiment type | < Create New>

Info fields to show in repert [] Organism

[[] BieSample

[] BioSampleMadel
[7] Isolation source
[ Center Name
[] Run

[] Experiment

[ LoadDate

[ ReleaseDate

Figure 1.4: The General settings wizard page.

e The Sequence type experiment that holds the (whole) genome sequences that will be screened. A
new (<Create new>) or existing sequence experiment can be selected from the list.
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e The Information fields that will appear in the report (see 2.2).

The next steps group the settings for each possible search: serotype, pathotype, resistance, virulence, plas-
mid, prophage, complete plasmid, and in silico PCR search (see Figure 1.5 for an example).

Resistance
Set resistance specific settings.

Blast

Minimum sequence identity (%)

Minimum length for coverage (%)

Search for gene fragments as well

Figure 1.5: Blast search settings.

The BLAST search settings become available when checking the Determine (or Find) check box. The
BLAST settings include two thresholds that a BLAST hit should fulfill (see Figure 1.5):

o A Minimum sequence identity (%) between the subsequence found in the (whole genome) sequence
and the sequence in the reference database, expressed as a percentage.

o A Minimum length for coverage (%), i.e. a minimum overlap between the subsequence found in the
(whole genome) sequence and the sequence in the reference database, expressed as a percentage.

With the check box Search for gene fragments as well enabled in the Pathotype, Resistance and Virulence
dialogs, sequence fragments (with a maximum of 3 fragments) are also considered.

Serotype
Set serotype specific settings.

General

Minimum sequence identity for call (%)

Minimum discrimination for call (%) EI

Blast
Minimum sequence identity (%)

Minimum length for coverage (%)

Figure 1.6: Serotype settings.
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In the Serotype settings wizard page two additional settings are listed to check the discrimination between the
two best hits that passed the BLAST criteria (see Figure 1.6). Only if the best hit passes these discrimination
criteria, the best hit is used for serotype prediction.

o Minimum sequence identity for call (%): This is the minimum sequence identity the best BLAST hit
should have to be considered for serotype prediction.

e Minimum discrimination for call (%): This is minimum required discrimination between the two
best hits in order to predict the serotype based on the best BLAST hit.

The discrimination D is calculated as:

PP
D=—"—
100 — Pin
with P,,;, = minimum sequence identity percentage specified for BLAST, P; = sequence identity percentage

of best BLAST hit, P, = sequence identity percentage of second best BLAST hit. When there is only one
best hit, P> = P;,.

The last step prompts for the in silico PCR specific settings (see Figure 1.7).

In silico PCR
Set the in silico PCR specific settings.

Do in silico PCR

General

Maximum [UPAC [d ]

Maxirmum mismatch EI

|| Finish ||

Figure 1.7: In silico PCR specific settings.

o Maximum IUPAC: Maximum number of allowed IUPAC codes in the subsequence of the (whole
genome) sequence. The different possibilities for the ambiguous positions are considered when per-
forming the matching against the sequences in the reference database.

e Maximum mismatch: Maximum number of allowed mismatches between the subsequence of the
(whole genome) sequence and the sequences in the reference database.

3.3 In the last step press <Finish> to complete the installation of the plugin.

3.4 Press <Exit> to close the Plugins dialog box.

The E. coli functional genotyping plugin installs menu items in the main menu of the software under E. coli
(see Figure 1.8).
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File Edit Database Analysis Scripts WGSteols | E coli | Window Help

Analyze » All enabled

Show report OH-type

Settings... Resistance

Organism BioProject Virulence SampleModel

EC_0000001  2018-11-04 10:27:02 Escherichia coli PRINA311807 Pathotype yironment
EC_0000002  2016-11-04 09:46:30 Escherichia coli PRINA311807 In silico PCR sironment
EC_0000003 2015-11-04 09:45:29 Escherichia coli PRINAZ30969 Plasmids yironment
EC_0000004  2015-11-04 09:45:30 Escherichia coli PRINA311507 c lete ol id yironment
EC_0000005 2016-11-04 09:46:30  Escherichia ol PRINA230969 Omplete plasmids Jironment
EC_0000006  2016-11-04 09:45:30 Escherichia coli PRINAZ30959 Prophages yironment
EC_0000007  2016-11-04 09:45:30 Escherichia coli PRINAZ30959 SAMNO4425521 Environment

Figure 1.8: New menu items after installation of the plugin.

Plasmids | Prophages | Complete plasmids | In silico PCR
General | Serotype | Pathotype | Resistance | Virulence

Blast

Minimurmn sequence identity (%)
Minimum length for coverage (%)

[w] Search for gene fragments as well

Figure 1.9: The Sertings dialog box.

The settings specified during installation of the plugin can be called again at any time with E. coli > Set-
tings... (see Figure 1.9).

When the In silico PCR search option is enabled (see Figure 1.7), an In silico PCR overview character type
is added to the Experiment types panel. This experiment will summarize the in silico PCR search results.
The predicted In silico PCR sequences will be stored in the corresponding sequence type experiments (see
Figure 1.10).
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Figure 1.10: In silico PCR experiments.
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Chapter 2

E. coli genotyping in BioNumerics

2.1 E. coli genotyping analysis

Once the E. coli functional genotyping plugin is installed and the settings have been specified, the actual
screening of the sequences of the selected entries is an easy process.

Selecting a single entry in the Database entries panel can be done by holding the Ctrl-key and clicking on
the entry. Alternatively, use the space bar to select a highlighted entry or click the ballot box next to the
entry. In order to select a group of entries, hold the Shift-key and click on another entry.

Screening for the phenotypic traits can be done for all tools checked in the Settings dialog box (using E. coli
> Analyze > All enabled) or for each tool separately with the corresponding command.

A progress bar appears when executing the screening. The analysis time depends on the number of selected
entries and may take up to several minutes or even hours. When the analysis is finished, the progress bar
disappears. The screening results are stored in the database.

The Resistance, (Complete) Plasmids, Virulence, Prophages character types are created and contain the
predicted traits that passed the BLAST settings. Clicking on a green colored dot for one of these character
types opens the character card. The identity percentages are displayed in the Value column (see Figure 2.1
for a some character card examples).

EC_0000053 EC_0000003
Character Value Mapping = Character Value Mapping =
aac{3)-Iid 99 88 <+> FimH 97.31 <+= -~
blaTEM-1B 100.00 =<+= =5 98.37 <+
mph{A) 100,00 =<+= TraT 98.63 <+
ehxA 100.00 <#> H]
hiyD 99.92 <>
celb 100.00 =+=
cif 99.88 <+=
eae 100.00 <+=
efal 99.71 <+=
esph 100.00 =+=
espB 100.00 =+=
espl 58.98 «+= -
Press Insert to add character A Press Insert to add character 4

Figure 2.1: Resistance and virulence experiments.

The In silico PCR - overview character type summarizes the in silico PCR search results (see Figure 2.2).

The predicted In silico PCR sequences are stored in the corresponding sequence type experiments. Clicking
on a green colored dot for an in silico experiment opens the Sequence editor window displaying the sequence
(see Figure 2.3).

The H and O serotypes that passed the call criteria (see Figure 1.6) and the pathotypes that passed the
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In silico PCR - ehxA 1.00 <+=
In silico PCR - rpoB-AEM 1.00 <#=
In silico PCR - sbci-det 1.00 <+=
In silico PCR - stx1a 1.00 <+=

Press Insert to add character

|

Figure 2.2: Overview of the in silico PCR search.

File Sequence Header Annotation View Tools Window Help

Itcagggacgc accgacggat accacctgct gggtggatac gtccatgtag tcaacctggt cgcggctgaa caagctggat
tcgcctttge tacggcaagt taccaggtct tctacgaagt ggoccttcttec atccaggttg gagttecgocct gggcgataac
gtagttgcct tcttcgatag cagacaggta gtgaatttcg tcagttacaa caccgtcocggt cactttacga tacggagtct
caaggaagcc gtattcgtta gtctgtgocgt acacggacag agagttgatc agaccgatgt tocggaccttec aggggtttcocg
attggacata cgcgaccgta gtgagtcggg tgtacgtctc gaacttcgaa gcctgcacgt tcacgggtca gaccgcocctgg
gccgagtgecg gagatacgac gtttgtgcgt aatctcagac agcgggttgt tctggtccat aaactgagac agctggoctgg
aaccgaagaa ctctttcact gctgcggaaa tcggcocttgge gttgatcata tcctgaggeca tcagggtatc cagatcgeoco
agagacagac gctctttcac cgcacgctct acacgtacca ggccaacgcg

Sequence: EC_0000001 | Experiment: In siico PCR - rpoB-AEM 1 | 610 bp

Figure 2.3: In silico PCR sequence.

BLAST criteria are displayed in the corresponding information fields in the Database entries panel (see
Figure 2.4).

STEC HZ

STEC HZ

STEC H2

STEC HZ

STEC HZ

STEC H19

STEC H19 o2
STEC H19 o2
STEC H19

STEC H19 o121
STEC H19 o2
STEC H19 o2
EPEC H19 o121
EPEC H19 o2
STEC HT 0157
STEC HT 0157

Figure 2.4: Information fields displaying the predicted pathotype and serotypes.
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2.2 E. coli genotyping reports

A genotype report can be opened for the selected entries with E. coli > Show report.

The Report window contains a genotype report for each of the selected entries (see Figure 2.5). Selecting
another entry in the Entries panel updates the results in the Report panel.

EC_o000001

EC_0000053 :

v

7

|| EC_0000006

¥ | EC_0000013 E. coli functional genotype report

# | EC_0000014

|| EC_0000015

< EC_OOOOOSZ =
i | £C_o000055 Date:  11/24/16 14:21:51

MName: EC_0000053
Run:  SRR3143615

Predicted O-fype: 025 (discrimination: 83.48%)
Predicted H-fype:  H4 (discrimination: 0.40%; alternatives: H17)

Predicted resistance:  Aminoglycoside
Betalactam
Macrolide

Predicted virulence:  Adherence protein
Colicin B
Colicin M
Haemalysin A
Increased serum survival
Plasmid-encoded enterotoxin
serine protease autotransporters of Enterobacteriaceae (SPATE), Secreted autotransporter toxin

In silico PCR:  e_coli-det
rpoB-AEM

Predicted pathotype: nfa
Plasmids:  IncFIB{(AP001918)

Complete plasmids: pCM959
pINSRASS

Prophages: uid19053_0.0
uid19053_0.1
uid33413_0.0
uid66975_0.2 v
< m >

Figure 2.5: Genotype report: overview of the predicted traits.

The data the report was run (Date), the Key (Name), and information fields checked in the Settings dialog
box (see Figure 1.9) are displayed in the Report panel, followed by a summary of the results of all analyzed
traits.

The discrimination calculated for serotype prediction is displayed next to the predicted serotypes, optionally
followed by the second best BLAST hit that passed the BLAST criteria (alternatives).

All hits that passed the settings for Resistance, Virulence, In silico PCR, Pathotype, (Complete) Plasmids
and Prophages screening are listed.

Hyperlinks are available linking to the detailed results of the predicted traits at the bottom of the report.
Detailed BLAST results include locus identifiers, BLAST similarity scores and descriptive information on
the detected genes (see Figure 2.6). The date the analysis was launched and the version number of the E.
coli functional genotyping plugin that was used to perform the analysis are indicated.

The genotype information displayed in the Report panel is exported with Report > Export current report.
A Comma Separated Values (CSV) file is created for each trait and stored in the Export subdirectory of the
database folder. The location of the files can be opened after confirmation of the export.
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Entries

Key H
| EC_0000001 ~
| EC_0000002 Details
/ EC_0000053
O-type
Predicted: 025 (discrimination: 83.48%)
Locus Serotype Identity (%) Length (%) Start End Ref. length Accession
WEIX 025 95.87 100.00 2773029 2774288 1260 GU014554
wzy 025 9567 100.00 2769814 2770876 1062 GU014554
Run on 12/16/16 11:14:17 with plugin version 0.97.
H-type
Predicted: H4 (discrimination: 0.40%)
Locus Serotype Identity (%) Length (%) Start End Ref. length Accession
flic H4 100.00 100.00 4687059 4688108 1050 AJB05TE4 E
flic H17 99.90 100.00 4687059 4688108 1050 AJBO5TEE
Run on 12/16/16 11:14:08 with plugin version 0.97.
Resistance ]
Antibiotic Locus Identity (%) Length (%) Start End Ref. length Accession Notes
Aminoglycoside aac(3)-lld 99.88 100.00 1996742 1997602 861 EU022314 Aminoglycoside
resistance
Beta-lactamase blaTEM-1B 100.00 100.00 1462724 1463584 861 JF910132 Beta-lactam
resistance
Alternate name;
RblaTEM-1
Macrolide mph{A) 100.00 100.00 1494593 1495498 906 D16251 Macrolide
resistance
Run on 12/16/16 11:14:10 with plugin version 0.97.
< n > A

Figure 2.6: Genotype report: details.

The genotype information displayed in the Report panel is reanalyzed with Report > Reanalyze current
report. The settings specified in the Settings dialog box are used.

The information in the Report panel can be printed directly to a printer using Report > Print.... The dialog
box that appears is the standard Windows Print dialog box, allowing you to choose a printer and change the
properties.

The genotype information for all entries present in the Report window is exported to CSV files with Entries
> Export all. The files are stored in the Export subdirectory of the database folder.

The genotype information for all entries present in the Report window is reanalyzed with Entries > Rean-
alyze all. The settings specified in the Settings dialog box are used.

Selecting File > Exit closes the Report window.
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Appendix: Customizing genotyping
reports

It is possible to customize the layout of any report shown in the Report window. Customizations can com-
prise minor modifications such as adding company logos, changing font types and sizes, background colors,
etc., but could also include more fundamental changes as to how the information is being organized in the
report and even report interactivity. Users with a basic knowledge of Hyper Text Markup Language (HTML)
and Cascading Style Sheets (CSS) will probably be able to make any necessary customizations themselves.
Alternatively, Applied Maths staff can generate report templates according to your specifications as a custom
service.

On a technical level, reports are generated as eXtensible Markup Language (XML) files, which are trans-
formed into HTML via eXtensible Stylesheet Language Transformations (XSLT). The generated HTML is
styled using CSS and rendered in the Report panel, which is in fact a build-in browser that is included in the
BioNumerics software setup.

Proceed as specified below to create one or more custom report templates:

Locate the source files directory via Database > Database settings.... The Database settings dialog box will
show the path to the source files directory in the Files tab. [DBPATH] is a token that indicates the database
directory. The latter can be opened in Windows Explorer by clicking the <Open database directory>
button.

The source files directory will contain a sub-directory that corresponds to the plugin file name and in which
the relevant BLAST search data are stored. For example, if the E. coli functional genotyping plugin is
installed in the database, a sub-directory called GenotypingEcoli will exist in the source files directory.

In this plugin-specific directory, create a folder called ReportTemplates.

Each folder within ReportTemplates that has at least a report.css or report.xsl file will be picked
up as a report template and available in the Report window via Report > Report templates and from the
drop-down list in the toolbar of the Report panel.

é To obtain the default report . css and report.xsl files as a starting point for your customiza-
tions, they can be copied from the Windows temp folder: each time a report is displayed, a folder
is created in the Windows temp directory with the necessary files.

The report.css and/ or report.xsl files from a report template can then be edited to reflect the required
customizations. Any image file included via the report.css style sheet or any additional style sheet and
JavaScript file included via the report.xsl file should reside in the corresponding report template folder
or any sub-folder thereof to ensure that it is copied along and included in the final report.
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