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Dice coefficient: Band-based similarities
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Dice coefficient: Optimization and tolerance
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UPGMA: Unweighted Pair Group Method using Arithmetic average

Similarity matrix

A B C 90 100 B+C A D
L (82+72)/2
A |100 [ o] —
B |82|100 A 77/ﬁ
C | 72/98 100 D 170 | 95 |100
1 1

[B | I'IB
c |98 Lc | 735
I:A A

b [73.595 L D |

EURL Lm
European Union Reference Laboratory for
Listeria monocytogene:




$ |

PFGE-Ascl

. Similarity coefficient
Serotypage moleculaire

B
| Z| Asclapal
=

Pulsotypes Ascl | Keep existing similarity matrix
FlaA

=-{@ Curve based
- @ Pearson correlation

-| FlaA PCR result g ... @ Cosine coefficient Band filtering
2% Genome - --@ Ranked Pearson correlation
=@ Including errors
: .. @ Weighted Pearson c
=+ MLVA E)b Band based Minimum surface:
MLVA Ascl Apal @ Jaccard
_| e ... @ Dice Band matching

T - @ Jeffrey's X
Local composite datasets = SR0cil

TR PSS E— @ Number of different bands
Analyses Tolerance change:

Serogroup Optimization:

Minimum height:
o MLST

Tolerance: 1

Name Uncertain bands: [Ignoqe
[E | Ascl-Apal
AE | PFGE-Apal Relaxed doublet matching

Area sensitive [ Fuzzy logic

["]Show all.

Save as new default to database

< Back ‘[ Next > ] [ Cancel

‘Groups
e tame

S ER0M2

S NER012




Database management
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Communication between databases
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Database exchange

- Permant import of fingerprint, need image
processing, normalization and analysis
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Database exchange

- Profile are temporally available in the database
(profiles, sequences and fields) until the software shut
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Database exchange

- Permanent import of data (profiles, sequences and
fields) without any analysis.
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Database exchange
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Database compatibility
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Reference system

Reference system included in the gel:
- Salmonella Braenderup H9812 Xbal restriction
profile
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Database main reference system included in the

Reference system

BioNumerics experiment:
- Salmonella Braenderup H9812 Xbal restriction

profile
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Normalization process
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Normalization process
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Normalization process
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Normalization process
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Normalization process
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Normalization process
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Database main reference parameters
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How to proceed when the reference systems are
different ?
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Re-mapping
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Several reference systems can work together
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Re-mapping

The re-mapping can be used for bundles and XML
Import

Bundles need re-mapping to be set
beforehand

XML import implement automatically parallel
reference system
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Re-mapping
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Re-mapping is implemented
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Re-normalization

- Specific script provided by Applied Maths
- Convert_refsys.BNS

- The script car re-analysed automatically all fingerprint into another
internal reference system
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- However this script only to convert
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into SBO2 — i
The script works by batch of 20 —zescaiy o
gels S s
Beware to backup your system <z |
before to proceed g . - I
Beware to verify the output of the . L
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