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Introduction s ~N

\\!
PHYLOViZ Online is a user-friendly web application, an online version of the ‘ oo o
standalone PHYLOViZ(1), developed to allow users to perform profile based s
data analyses without software installation, and to enable an easy data access, o
analysis, and sharing from any Internet enabled computer. It allows data set
storage and visualization through distinct visual strategies, and a programmatic \ Y

access to data through a RESTful API allowing it to be seamlessly integrated into
any third party web service or software.

PHYLOViZ Online is freely available at https://online.phyloviz.net

Scan to see the

User SpECiﬁC Area Video Tutorial! '

e STORE your own data sets.
* SHARE them through an user specific URL.
* Or by making your data sets PUBLICLY available.

Figure 1: PHYLOViZ Online Tree visualization of a data set that consists of 145
strains of Streptococcus pneumoniae whose partial genome sequences are
publicly available(2, 3). The profile data consists on a 237 loci cgMLST scheme.
The Minimum Spanning Tree was computed using the goeBURST algorithm(2)
and Colours represent distinct serotypes provided using an auxiliary data file.
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Figure 2: Different features available that modify the Minimum Spanning Tree. a) Colour assignment. — — — :
. . . . . I . . . osition oge iIstance serotype
Colours assigned by serotype field existing in an auxiliary data file. b) n Locus Variant. All nodes with line 6755 4¥22 o0s ToF.
distances equal or above 12 are linked. C) Tree cut-off . All links with a distance value above 60 were C‘E’“”‘” 2222232 ‘39:
ine ? >
deleted. Column ERR129040.fa b 38;
Line 6899 _6#19 6B;
Column 6938 7#17 10.04) 6B;
e Attribute colours to nodes according to auxiliary data fields. 000 G
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’ LINK a“ nOdeS at a glven dlstance (nLVgraph) Figure 3: Interactive Distance Matrix constructed from a node selection of a cgMLST
° all links above a given distance threshold (Tree CUt'Om. Streptococcus pneumoniae data set. Matrix cells were ordered according to serotype and

colours represent distances computed through pairwise comparisons of profiles. Selected
nodes on the distance matrix (red border colour) have their information displayed in the

R ESTfu I A P I table according to the selected auxiliary data fields.

Application Programming Interface for increased interoperability:

a) VISUALIZE pairwise distances of profiles in a
e RETRIEVE programmatically public or registered data. heatmap display.

 UPLOAD data.
* RUN available tree algorithms on stored data.

b) ORDER cells according to auxiliary data fields.
c) EXPLORE the distance matrix using a dynamic table.

More information at: https://online.phyloviz.net/api
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