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Create New Comparison
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Comparisons: View Patterns
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Comparisons: Perform Cluster
Analysis
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Comparisons: Perform Cluster
Analysis
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Cluster Analysis Parameters

m PulseNet Parameters for Cluster Analysis
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Cluster Analysis Parameters:
Position Tolerance

Computer Interpretation of Band Positions

To the computer a band is not a band, but a

band plus a window surrounding the band —
When comparing band positions of two T =17
profiles the computer will consider the band -
position identical if the band position in one =
of the profiles falls within a window around a -1
band in the other profile - -

-]
The size of this window is called the Position

Tolerance (set at 1.5% of the run length of
the band)




Cluster Analysis Parameters:
Position Tolerance Set Too High

The computer will interpret some unique profiles as
being identical!
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Cluster Analysis Parameters:
UPGMA

& Comparison

compare many
profiles in the
database at one time

Note! In UPGMA clustering the similarity value at each
branching in the dendrogram represents the average
similarity of the profiles in the branches




Comparisons: Dendrograms
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Comparisons: Dendrograms
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Comparisons: Manage
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Comparisons: Manage

File Edit Database Subsets Experiments Comparison Identification  Pulsehet  Scriphs  Window

Lok k| A g competeven e g e g o B @
A e e ) el B e

Index K LablD SourceCount Sourcest: «
% i ha A X i

[FE-

1 014754 LS4 WD A
2 47 LIZA WD
3 O7-18... LS54 W

ol i Riles

5 07794 FL . :
= A X
& 07-828 FL b o N

7 O7BC... o Hame Created Modifiet »
5 O7EN... N ,&.m.. -
g O7EN... i

wom. | YOU Ccan Mmanage your
TEElcomparisons in the

12 08-35...

sen |“Comparisons” window:

14 0370, 2008-09-25 141012, 2008-09-25°
T Create New: oy 2008-09-25 14h01m4... 2008-09-25
el Open:| A

DeleteiX

Search: | é

Hame
Experiments ,' Entry relations |

Created Modifiei »




Comparisons: Manage
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Comparisons: Manage
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Comparisons: Print
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Comparisons: Print
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Comparisons: Arrange by Serotype
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Comparisons: Compare One
Pattern to Others
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Comparisons: Compare One
Pattern to Others
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Comparisons: Compare One
Pattern to Others
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Comparisons: Compare One
Pattern to Others

] 2008 (Comparison) aE \3

File Edit Lawout Groups Clustering Dimensioning  Gandmatching  Characters Sequence  TrendData Composite  Window

S B o A psh B3 8 b2 gy PRGER E e M ﬁ in o e. e o

F=pe g His
=2 PFGE-BINI 8 'm_ :

= PFGE-Spel ﬂF'Fl::;E.j:-:jt:ual
. PFGE-Xbal

. antibio

Index HKey LablD

Now, your patterns X I S o, KT

are arranged by Wi sorss. —

decreasing kit w ||% Similarity
. . . mn G 100.0

similarity to the

pattern you

selected

100.0

| RS e - - - ..

100.0
100.0

100.0

Lol -
—-——t——
—

—— —
[ =1
— T . —

s (D ——




Comparisons: Compare Two Entries
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Comparisons: Compare Two Entries

Also called a Pairwise comparison or 2x2 comparison
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Comparisons: Compare Two Entries
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