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1. KNIME reporting

The KNIME can provide report templates for each of workflows using Eclipse BIRT
(http://www.eclipse.org/birt/phoenix/). By using this reporting functionality, various
workflow results can be reported visually and comprehensively in PDF, Word format
and so on.

In AIST, the user can use PhylogeneticTree_SOAP KNIME workflow which has a report

template.

1.1. PhylogeneticTree_SOAP workflow with a report template

This KNIME workflow is added the report template to existing PhylogeneticTree_SOAP
KNIME workflow. New KNIME nodes are as follows:

Data to Report: reporting node
Phylogenetic Tree PNG: meta nodes for reporting a phylogenetic tree.

Multiple Alignment: meta nodes for reporting a multiple alignment

T - -

File Edit View Node Help

B @ - |100% [ ]| @ | § s (5] B mo p i
A *0: RNA_Structure_Prediction A 0: Molecular_Simulation A 3: PhylogeneticTree_SOAP 22 A 2: Protein_Structure_Prediction = 8
-] &
= Phylogenetic &

Tree PNG Data to Report

A
or reporting )
Report a phylogenetic tree PNG generated by MAFFT
=l
. LSDBCrossSeaRilylogeneticTre PhylogeneticTreeView z
i Exit Archaeopteryx when you
display the report.
[Ca]
LSDB cross sear€hedte a phylogenetic tree Execute Archaeopteryx
y CLUSTALW via SOAP
FastaFileReader, Mafft_SOAP AISTViewer
(=) [Caaa) (=
prepare Multi-FASTA Execute MAFFT via SOAP Display a multiple alignment
Multiple Alignment Data to Report

For reporting

Report a multiple alignment generated by MAFFT

Multiple Alignment Data to Report
/ For renartina S

1-1 PhylogeneticTree_ SOAP KNIME workflow with the report template



1.1.1. How to use the KNIME reporting

The user can use the KNIME reporting functionality in accordance with following

procedures.

1) Except for reporting functionality, the user can execute this KNIME workflow
(1-2) like existing PhylogeneticTree_SOAP. If you want to know how to use
PhylogeneticTree_SOAP, please visit the PhylogeneticTree_ SOAP web page
(http://togo.medals.jp/active_local_phylo.eng.html).

*When the workflow execution is nearly finished, only PhylogeneticTreeView node is
running and invokes an Archaeopteryx program (1-3). In PhylogeneticTree_SOAP
workflow, there are two lines which generate a multiple alignment and a phylogenetic
tree by Mafft_SOAP or Clustal W_SOAP, so there are two PhylogeneticTreeView nodes
to display each phylogenetic tree in the workflow (the red open circle in 1-2). If the user
wants to use KNIME reporting functionality, results of the workflow should be saved.
However, the results cannot be saved when any KNIME node is running. Thus, please

exit Archaeopteryx program if the user want to use the reporting.
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1-2 KNIME workflow (running)
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1-3 A view of phylogenetic tree by Archaeopteryx

2) When the user exits two Archaeopteryx programs, the KNIME workflow is
completely finished (1-4). Then, the user can save results of the workflow (click on
the red open circle in 1-4).
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1-4 KNIME workflow (finished)



3) KNIME reporting is started (click on the red open circle in 1-5).
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1-5 Starting KNIME reporting

4) When the layout viewing (a reporting template) of KNIME reporting is displayed,

the user can click the “Preview” tab. (click on the red open circle in 1-6).

This layout viewing is a reporting template and below contents are setup in this
template.
- Phylogenetic Tree Workflow Results (title)
- The date of generating the report (right hand of the title)
- Mafft Multiple Alignment (a multiple alignment result by Mafft)
- Mafft Phylogenetic Tree (a phylogenetic tree using the multiple alignment by
Mafft)
+ ClustalW Multiple Alignment (a multiple alignment result by ClustalW)
- ClustalW Phylogenetic Tree (a phylogenetic tree using the multiple alignment
by ClustalW)

A report contained the results of the workflow is output based on the template.
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1-6 Layout viewing (the reporting template) of the KNIME reporting
5) The preview of KNIME reporting is displayed (1-7). The user can check whether

the results of the KNIME workflow is correctly displayed based on the reporting
template (1-6) or not. After checking, if the user select the “Run” tag from the
menu bar at the top of the display (the red open circle in 1-7), "View Report”
and "General Document” are displayed in a menu (the blue open circle in 1-7). In
this case "View Report” is selected. Then, a menu which contains various report
types is opened (the green open circle in 1-7). If the user selects "In Web Viewer”,
BIRT Report Viewer is started and is displayed the report which contains the
results of the workflow (1-8).
The reporting types are as follows:

- In Web Viewer (a BIRT Report Viewer)

- As DOC (a Word file format)

- As HTML (a BIRT Report Viewer)

- As ODP (an Open Document format)

- As ODS (an Open Document format)

- As ODT (an Open Document format)

- As PDF (a PDF format)

-+ As POSTSCRIPT (a PostScript format)

- As PPT (a Power Point format)

- As XLS (an Excel format)
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1-7 Preview of the KNIME reporting

s

The report which contains the results of the workflow is displayed on the BIRT

Report Viewer (1-8). By clicking “Export Report” icon of an icon bar at the top of

the display (the red open circle in 1-8), a pop-up menu of “Export Report” is

displayed (the blue open circle in 1-8) and the user can select file format to save.
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1-8 BIRT Report Viewer



7) The user can open the report saved as a file and check the results of the workflow.

I7ILE) R|EE) FERY) ZED) YT TDrrEIMW) ~LT(H) %
B 1 /2@ ® ww - g ] ex =
)
Phylogenetic Tree Workflow Results g;ﬁfgﬂ?g&iﬂm’”’”“
MAFFT Multiple Alignment
CLUSTAL format alignment by MAFFT FFT-N3-2 (v€.717b)
1 SH1A HUMAN M
2 SH1B HUMAN M
3 SH1D HUMAN M
4 SHIE HUMAN M
5_SH1F HUMAN s
& SH2A HUMAN M
7_SH2E HUMAN s
8_SH2C_HUMAN M
% 5H4 HUMAN M
10_5HE_HUMAN M
11 5H7 HUMAN M
12 A1AR HUMRN M
13 A1AB HUMAN M
14_A1AD HUMAN M
15_A2AA HUMAN M
16 A2LB HUMEN M
17_A2AC_ HUMAN s
18 AA1R HUMRN M
19_AAZA HUMAN
20 AA?B HUMAEN M
21 AR3R HUMAN M
22_ACM1_HUMAN M
23 _ACM2_ HUMEN M
24 ACM3_HUMAN s
25 ACM4 HUMEN M
26 ACMS HUMEN i 5
MAFFT Phylogenetic Tree
’:;'; Created with KNIME Report Designer. Provided by KNIME.com AG, Zurich, Switzerland A
|
A_TH1A_HUMAN
3_EHID_HUMAN
5_EH1F_H AN
2 OHY HUNMAN
10_5HE_HUMAN
00_D BDR_HUMAN
E7_DADR_HUMAN
B_SHZA_HUKAN
L 7_OHZB_HUMAN
{ A7_AZAC_HUMAN
I J2_ATAA_H UMAN
l| 14_ATAD_HUMAN
33_H24R_HUMAN
21_AAIR_HUMAN
20_AAZE_HUWAN
27 _ALTE_HUmMAN
I ;—l { E;’_\MEHE_HUMAN =




ClustalW Multiple Alignment

CLUSTAL 2.0.% multiple sequence alignment
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1-9 The KNIME report contained the results of the workflow

The reporting contains the results of the workflow as follows:

A multiple alignment generated by Mafft

A phylogenetic tree calculated based on the multiple alignment by Mafft

A multiple alignment generated by Clustal W

A phylogenetic tree calculated based on the multiple alignment by ClustalW



Please let me know if you have any questions.

workflow@molprof.jp

Molecular Profiling Research Center for Drug Discovery (MolProf), AIST plans to listen

to user's requests positively, and to make the system better.

Molecular Profiling Research Center for Drug Discovery (MolProf)
Advanced Industrial Science and Technology (AIST)
http://togo.medals.jp

AIST Tokyo Waterfront Bio-IT Research Building

2-4-7 Aomi, Koto-ku, Tokyo, 135-0064, Japan
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